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(57) Primers for synthesizing full length cDNAs and 
their use are provided. 

830 cDNA encoding a human protein has been iso- 
lated and nucleotide sequences of 5'-, and 3'-ends of 
the cDNA have been determined. Furthermore, primers 
for synthesizing the full length cDNA have been provid- 
ed to clarify the function of the protein encoded by the 
cDNA. The full length cDNA of the present invention 
containing the translation start site provides information 
useful for analyzing the functions of the protein. 
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EP1 130 094 A2 

Description 

FIELD OF THE INVENTION " 

2e, IS ST" t0 3 P °" nUC,e0tide T""*" 8 — a *** -coded by the po,nu- 

BACKGROUND OF THE INVENTION! 

Es r** * the genomic DNA of various -i.no o, 

otes, a lower eukaryot 'yeast, and amuSTe^ 
which is supposed to be composed T Z^^Tl ! 9 *'* ****** det e™ned. As to human genome, 
. been under way to BnS^i^^^^J^^ the Worid wide c °°P-tive projects have 
of the determination of genomic sequent t^SS^^u"^ by th6 yearS 2002 - 2003 - The aim 
living organisms as a network of inLTctons „1 , 96,165 ^ th6ir re9U ' ati0n and t0 understand 
mation in a genome, whk* fe tS^S^^^T- MidM ^ Educing the infor- 
by utilizing the genomic informal Z v !£ SiS^£2[ T ° Und6rStand " Ving ° r9anisms 

significant from the viewpoint of industria"^ 

KVeaT^^^^^ 

=dtho^^^^ 
which„ 

cTely TZZ S ^0^^^ ^ imronS T t0 mUl « P,e ■ * d « to predict 

from mRNA that lacks introns • e^^a D^n^Z^T ati ° a C ° ntraSt - C ° NA ' Which is P roduced 

7000, and further, the numbe^u^ TT^T " dtdUe8d h 

KT is ?oZ.:f N d A so ' ar s^n^^ re9fetered 88 est the 

Sceo7 f ^ - genomic sequence based on the S , 6 nd 

or in its regulation of e^ression aUheM 

start site, in the S'-regton it can *to££^?ZL^' 8 fU "" ,6n9th ° DNA Con,ains ATG ' tne translation 
large amount of the ^ e^TwE to anil" IT"* I"™' '* * P ° SSible t0 V™ * 

an appropriate expression «^nJ^^V^^f^^ actlvit y ° f *e expressed protein by utilizing 
ments the information iZ ^ZlsLT^Z 1 Y^L^T Me information which c ™P'e 

vaj r e in empirical ^W^l*- - « — d « etfremely 

SrpiaXS^ 

transduction-associated protSns lZZ k^ ^ T ,n addition ' ^nes for signal 

proteins, and disease-associa ted o otZ^Z ' °' fl 1 **^"^*** proteins, transcription-associated 
have been elucidated " 96n6 9r ° UP riCh ,n 9eneS whose relationships to human diseases 

Elated^ 

since the protein Sself would be useful ^£Z£?2ZSS ' ? * ^ " Pmtem iS desired 

diseases. In addition qenes encoding mmtlT * t 6 C '° neS P otential| y Include a gene associated with 

or diseases are Ceoted te be useSa^^ ^ 

a gene group predicted to £ ^ ^^^^^22^" " S T^*""*-" These genes form 
encoding those proteins has great sVnitance ' ,den,lflca t |on ° f *e full-length cDNA clones 
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SUMMARY OF THE INVENTION 

[0009] An objective of the present invention is to provide a primer that enables synthesizing polynucleotide from 
human, the resulting polynucleotide or its clone, and a protein encoded by the polynucleotide. 

5 [001 0] The inventors have developed a method for efficiently cloning a human full-length cDNA that is predicted by 
the ATGpr etc. to be a full-length cDNA clone, from a full-length-enriched cDNA library that is synthesized by the oligo- 
capping method. Then, the inventors determined the nucleotide sequence of the obtained cDNA clones from both 5'- 
and 3'- ends. By utilizing the sequences, the inventors selected clones that were expected to contain a signal by the 
PSORT (Nakai K. and Kanehisa M. (1 992) Genomics 1 4: 897-91 1 ), and obtained clones that contain a cDNA encoding 

10 a secretory protein or membrane protein. Moreover, the inventors specifically selected full-length cDNA clones that 
encode secretory or membrane proteins, signal transduction -associated proteins, glycoprotein -associated proteins, 
transcription-associated proteins, or disease-associated proteins from clones homologous to the clones in the Swiss- 
Prot (http^/www. ebi.ac.uk/ebLdocsSwissProt_db/swisshome.htm I) according to the keywords of SwissProt. 
[0011] The full-length cDNA clones of the present invention have high fullness ratio since these were obtained by ' 

15 the combination of (1 ^construction of a full-length-enriched cDNA library that is synthesized by the oligo-capping 
method, and (2) a system in which fullness ratio is evaluated from the nucleotide sequence of the 5'-end (in this system, 
clones are selected based on the estimation by the ATGpr, following the removal of sequences judged not to be full- 
length when compared with ESTs). However, the primers of the present invention enable obtaining full-length cDNA 
easily without any special methods mentioned above. 

20 [0012] Homology analysis in which the analysis is carried out against a non-full-length cDNA fragment to postulate 
the function of a protein encoded by said fragment, is being commonly performed. However, since such analysis is 
based on the information of the fragment, it is not clear as to whether this fragment corresponds to a part that is 
functionally important in the protein. In other words, the reliability of the homology analysis based on the information 
of a fragment is doubtful, as information relating to the structure of the whole protein is not available. However, the 

25 homology analysis of the present invention is conducted based on the information of a full-length cDNA comprising 
the whole coding region of the cDNA, and therefore, the homology of various portions of the protein can be analyzed. 
Hence, the reliability of the homology analysis has been dramatically improved in the present invention. 
[0013] The inventors completed the invention by finding that it is possible to synthesize a novel full-length cDNA by 
using the combination of a primer that is designed based on the nucleotide sequence of the 5'-ends of the selected 

30 full-length cDNA clones and any of an oligo-dT primer or a 3'-prtmer that is designed based on the nucleotide sequence 
of the 3'-ends of the selected clones. 

[0014] Thus, the present invention relates to primers described below, a method for synthesizing a polynucleotide 
using the primers, and polynucleotides obtained by the method. 
[0015] First, the present invention relates to 

35 

(1) use of an oligonucleotide as a primer for synthesizing the polynucleotide comprising the nucleotide sequence 
set forth in any one of SEQ ID NOs: 1 -829 and 2545, or the complementary strand thereof, wherein said oligonu- 
cleotide is complementary to said polynucleotide or the complementary strand thereof and comprises at least 1 5 
nucleotides; - 

40 (2) a primer set for synthesizing polynucleotides, the primer set comprising an oligo-dT primer and an oligonucle- 

otide complementary to the complementary strand of the polynucleotide comprising the nucleotide sequence set 
forth in any one of SEQ ID NOs: 1-829 and 2545, wherein said oligonucleotide comprises at least 15 nucleotides; 
and 

(3) A primer set for synthesizing polynucleotides, the primer set comprising a combination of an oligonucleotide 
45 comprising a nucleotide sequence complementary to the complementary strand of the polynucleotide comprising 

a 5*-end nucleotide sequence and an oligonucleotide comprising a nucleotide sequence complementary to the 
polynucleotide comprising a 3'-end nucleotide sequence, wherein said oligonucleotides comprise at least 15 nu- 
cleotides and wherein said combination of 5'-end nucleotide sequence / 3'-end nucleotide sequence is selected 
from the combinations of 5'-end nucleotide sequence / 3'-end nucleotide sequence set forth in the SEQ ID NOs 
50 in Table 1 . 

[0016] Table 1 shows names of clones obtained in the examples described later, comprising the polynucleotide of 
the present invention (830 clones), names of nucleotide sequences at the 5'-end and 3'-end of the full-length cDNA, 
and their corresponding SEQ ID NOs. A blank indicates that the of the 3'-end sequence corresponding to the 5'-end 
55 sequence has not been determined the same clone. 

[001 7] The SEQ ID NO of a 5'-end sequence is shown on the right side of the name of the 5'-end sequence, and the 
SEQ ID NO of a 3'-end sequence is shown on the right side of the name of the 3'-end sequence. 
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Table 1 



Correspondenc 


e between names of clone and the 


sequence name, and the SEQ ID. 


Name of done 


Name of 5 -sequence 


SEQ ID 


3 Name of 3'-sequence 


SEQ ID 


BNGH41 000020 


F-BNGH41 000020 


1 






BNGH41 000087 


F-BNGH41 000087 


2 






BNGH41 000091 


F-BNGH41 000091 


3 






HEMBA1 000006 


F-HEMBA1 000006 


4 


R-HEMBA1 000006 


830 


HEMBA1000121 


F-HEMBA1 000121 


5 


R-HEMBA1000121 


831 


HEMBA1000128 


F-HEMBA1000128 


6 


R-HEMBA1000128 


832 


HEMBA1 000275 


F-HEMBA1 000275 


7 


R-HEMBA1 000275 


833 


HEMBA1 000300 


F-HEMBA1 000300 


8 


R-HEMBA1 000300 


834 


HEMBA1 000349 


F-HEMBA1 000349 


9 


R-nnnnnnnnnnnn 


835 


HEMBA1 000443 


F-HEMBA1 000443 


10 




HEMBA1 000462 


F-HEMBA1 000462 


11 


R-HEMBA1 000462 


836 


HEMBA1000477 


F-HEMBA1 000477 


12 


R-H EM BA1 000477 


837 


HEMBA1 000590 


F-HEMBA1 000590 


13 


R-HEMBA1000590 


838 


HEMBA1 000634 


F-HEMBA1 000634 


14 


R-H EMBA1 000634 


839 


HEMBA1 000671 


F-HEMBA1 000671 


15 


R-H EMBA1 000671 


840 


HEMBA1000713 


F-HEMBA1000713 


16 


R-HEMBA1000713 


841 


HEMBA1 000732 


F-HEMBA1 000732 


17 


" R-H EMBA1 000732 


842 


HEMBA1 000745 


F-HEMBA1 000745 


18 


R-nnnnnnnnnnnn 


843 


HEMBA1000835 


F-HEMBA1 000835 


19 




HEMBA1 000875 


F-HEMBA1 000875 


20 


R-H EMBA1 000875 


844 


HEMBA1000907 


F-HEMBA1 000907 


21 




HEMBA1000940 


F-HEMBA1 000940 


22 


R-H EMBA1 000940 


845 


HE MBA 1000962 


' F-HEMBA1 000962 


23 


R-H EMBA1 000962 


846 


HEMBA1001184 


F-HEMBA1 001184 


24 


R-HEMBA1001184 


847 


HEMBA1001221 


F-HEMBA1 001221 


25 


R-HEMBA1001221 


848 


HEMBA1001228 


F-HEMBA1 001228 


26 


R-HEMBA1001228 


849 


HEMBA1001272 


F-HEMBA1 001272 


27 


R-HEMBA1001272 


,850 


HEMBA1001296 


F-HEMBA1 001296 


28 


R-HEMBA1001296 


851 


HEMBA1001297 


F-HEMBA1 001297 


29 


R-HEMBA1001297 


852 


HEMBA1001390 


F-HEMBA1 001390 


30 


R-HEMBA1001390 


853 


HEMBA1001563 


F-HEMBA1 001563 


31 


R-HEMBA1001563 


854 


HEMBA1001621 


F-HEMBA1001621 


32 


R-HEMBA1001621 


855 


HEMBA1001878 


F-HEMBA1001878 


33 


R-HEMBA1001878 


856 


HEMBA1001886 


F-HEMBA1 001886 


34 


R-HEMBA1001886 


857 


HEMBA1 002048 


F-HEMBA1 002048 


35 


R-H EMBA1 002048 


858 


HEMBA1002131 


F-HEMBA1002131 


36 


R-H EMBA1 002131 


859 


HEMBA1002163 


F-HEMBA1002163 


37 


R-HEMBA1002163 


860 


HEMBA1002164 


r-nciviDAM UU^ 1 Oh 


38 




HEMBA1002167 


F-HEMBA1002167 


39 


R-HEMBA1002167 


861 


HEMBA1002178 


F-HEMBA1002178 


40 


R-HEMBA1002178 


862 


HEMBA1002195 


F-HEMBA1002195 


41 


R-HEMBA1002195 


863 


HEMBA1 002227 


F-HEMBA1 002227 


42 


R-H EMBA1 002227 


864 


HEMBA1 002239 


F-HEMBA1 002239 


43 




HEMBA1002316 


F-HEMBA1002316 


44 


R-HEMBA1002316 


865 


HEMBA1 002420 


F-HEMBA1 002420 


45 


R-H EMBA1 002420 


866 


HEMBA1 002421 


F-HEMBA1 002421 


46 


R-HEMBA1 002421 


867 


HEMBA1 002524 


F-HEMBA1 002524 


47 


R-HEMBA1 002524 


868 
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Table 1 (continued) 



Correspondence between names of clone and the sequence name, and the SEQ ID. 



Name of clone 


Name of 5' -sequence 


SEQ ID 


3 Name of 3'-sequence 


SEQ ID 


HEMRA1 002551 
n ^ivi u/ \ i uucjj i 


F-HFMRA1 002551 
i nciviDn i uu^oo i 


48 


R-H FMRA1 00?551 




HEMBA 1002767 


F-HFMRA1 002767 

i n C IVI DM 1 UUL / u / 


49 


R-H FMRA1 00?7R7 

n 1 1 L_ IVI DM 1 \J\JC- /Of 


870 

O 1 u 


HEMBA1 002985 


F-HFMRA1 002985 

1 1 1 CIVI DM 1 UU^,auJ 


50 


R-HFMRA100PQR5 


871 

Of 1 


H EM BA1 002992 


F-HFMBA1 002QQ2 

I 1 ILIVILJAA 1 UUd JJC 


51 






HFMBA 1003047 

1 1 t IVI DM 1 \J\J\J\J*-t 1 


F-HFMRA1 003047 


52 


R-HFMRA1 003047 
ri~ndviDr\ i yyoyt/ 


872 


H FMRA1 003072 

M L_IVI DM 1 UwJU/ C. 


F-HFMRA1 00307? 
r nciviDn i uuou/ 1 


53 


R-H FMRA1 00307? 
n n u. ivi dm i uuo u / c. 


873 
Of o 


H FMRA1 0031 01 
n uiviun i uuo i u i 


F-HFMRA1 0031 01 
r nciviDn i uuo i u i 


54 


R-HFMRA1 fVY31 H1 
n n ci vi dm i uuo \ u I 


874 

Of H 


HFMBA1003120 


F-HFMRA1 0031 20 

1 n L_ IVI DM 1 UUO 1 C.\i 


55 


R-H FMRA1 0031 ?0 
n nciviDniyyo ity 


875 
Of o 


H FMRA1 003230 


F-HFMRA1 003230 
r*nciviDn i uuo^ou 


56 


R-HFMRAinn3?3n 
n ncivi dm i uuo&ou 


876 

Of D 


HFMBA 1003294 

n CI VI DM 1 UUOcaH 


F-HFMRA1 003294 
i nciviDn i uuotJJt 


57 


R-HFMRA1003?Q4 
n ncivi dm i yuoc94 


877 

Off 


HEMBA1003315 

1 1 C IVI LJAA 1 UUOw 1 O 


F-HFMRA1 00331 5 

1 I 1 1_ 1 VI DM 1 vUJO 1 «J 


58 


R-HFMRA1003315 
n n c ivi dm i uuo«j 1 9 


878 
o / o 


HFMRA1 003392 
iicividm i \j\Jsj\j<j c. 


F-HFMRA1 0033Q2 


5Q 


R-HFMRA10033Q? 
nn ci vi dm i yyoOv7c 


R7Q 


HFMRA1 003399 

1 1 1_ IVI Un 1 UUuJ\7«7 


F-HFMRA1 003399 


60 


R-HFMRA10033QQ 


880 
oou 


HEMBA1 003487 

i 1 1— ivi LJr \ i yvvjtoi 


F-HFMRA1 003487 
r n t ivi un i uuuho / 


61 


R-HFMRA1 003487 
n nuiviuniyyotoi 


881 

OO 1 


HEMBA1 003497 


F-HEMBA1 0034Q7 


62 


R-HFMRA10034Q7 

III 1 l_ IVI Un 1 UUvJ'-rCJ # 


882 


H F M R A 1 003530 


F-HFMRA1 003530 


63 


R-HFMRA1 003530 


883 
ooo 


HFMBA1 003602 

1 1 l— 1 VI S_)M 1 UUOUUt. 


F-HFMRA1 003602 


64 


R-HFMRA1 00360? 

Pi 1 ILIVIDn lUUOUUc. 


884 


HFMBA 1 003732 

1 1 ( IVI LJ/ \ 1 UUJ / vJ£_ 


F-HFMRA1 003732 
i nciviun i uuo/ \jc 


65 


R-H FMRA1 00373? 

II 1 1 CIVI DM 1 UUO / kjC- 


885 


HFMBA1 003945 


F-HFMRA1 003945 


66 


R-HFMRA1003Q45 

n n dVIDM 1 UUOJ3HO 


886 
oou 


HFMBA 1 004007 

flCIVIDM 1 UUHUU/ 


F-HFMRA1 004007 


67 
o/ 


R-H FMRA1 004007 
n n cividm i uutuu / 


887 

OO / 


HEMBA 1 004067 


F-HFMRA1 004067 

1 1 IL_IVII_>rA 1 UUHUU/ 


68 






H EM BA1 004085 


F-HFMRA1 004085 

i i luiviun i uutuoj 


69 


R-HFMBA1 004085 

n 1 1 L-IVI DM I UUtUOJ 


888 


HFMBA1 004110 

1 1 C 1 VI D/\ 1 UUt 1 1 U 


F-HFMRA1 004 110 
r nciviDn I uu*+ I I u 


70 


R-nnnnnnnnnnnn 
n mi ii it u ii ii ii ii ii it ii i 


88Q 


NPMRA1 004950 

II C IVI DM I UUftOU 


F-HFMRA1 004950 

i rlCIVIDn 1 UUttOU 


71 


R-HFMRA1 004950 
nri CI VI DM l uu*+^ou 


8Q0 


HFMRA1 004391 

IICIVIDM 1 1 


F-HFMRA1 0043Q1 


79 


R-H FM R A 1 0043Q 1 

fill C IVI DM 1 UU*fOU 1 


oy i 


HFMRA1 004444 

1 1 C IVI DM 1 UU*+*+H*t 


F-HFMRA1 004444 

111 CIVI DM 1 UUH^fHH 


73 


R-H FMRA1 004444 

n II CIV) DM i UUH-ttH 


RQ? 


H FMRA1 004454 

II C IVI DM 1 UyHHJH 


F-HFMRA1 004454 

i nCIVIDn 1 UUHHQH 


74 


R-HFMRA1 004454 

11 II CI VI DM 1 yUHHj4 


893 


HFMBA1 004505 

1 1 C IVI DM | UUHOUO 


F-HFMRA1 004505 
r nciviDn i w-kjuo 


75 


R-HFMRA1 004505 
n nc ivi dm i yutjyy 


894 


HFMRA1 004785 


F-HFMRA1 004785 

1 1 lu, IVI D<* 1 uut / OtJ 


76 


R-HFMRA1 004785 

1 1 1 ILIVILMAl vUHl DJ 


895 


H F M R A 1 004797 

1 1 C IVI DM 1 WUH / C7 / 


F-HFMRA1 0047Q7 

1 I 1 C IVI DM 1 UU«+ / 57 / 


77 


R-HFMRA1 0047Q7 
n nciviDM i uu*+/ j?# 


8Q6 


H FMRA1 004952 

1 1 CI VI DM 1 vvMCJJc 


F-HFMRA1 004Q52 


78 


R-HFMRA1 004Q5? 
iii i c i vi dm i yy^syc 


897 


HFMRA1 004971 


F-HFMRA1 004Q71 
i n u ivi on i vyti7 / i 


79 


R-HFMRA1 004Q71 
n n c ivi dm i uu*+ >y i i 


898 


HFMBA 1 004982 

1 1 l_IVILJ/^ 1 VU*T JUt_ 


F-HEMRA1 004982 

1 1. 1 1 IVI LJ/ \ 1 UUtJUt 


80 


R-HFMRA1 004982 

11 1 1 L. 1 V 1 LJr \ 1 UutuUt. 


899 


HEMBA1 005070 


F-HEMBA1 005070 


81 


R-HEMBA1 005070 

till Liviun i uvju / \j 


900 


HEMBA1 005084 


F-HEMBA1 005084 


82 


R-HEMBA1 005084 


901 


HFMRA1005145 

I i l I vi dm i uuj I to 


F-HFMRA1 0051 45 


83 


R-HFMRA1 005145 

n 1 1 CIVIDM 1 uuo i *+o 


Q02 


HFMRA1 005230 
n cividm i uujlou 


F-HFMBA1 005230 


84 


R-HFMRA1 005230 


903 


H EM BA1 005246 


F-HEMBA1 005246 


85 


R-HEMBA1 005246 


904 


HEMBA1005267 


F-HEMBA1 005267 


86 


R-H EMBA1 005267 


905 


HEMBA1005337 


F-HEMBA1 005337 


87 


R-H EMBA1 005337 


906 


HEMBA1 005430 


F-HEMBA1 005430 


88 


R-H EMBA1 005430 


907 


HEMBA1005449 


F-HEMBA1 005449 


89 


R-H EMBA1 005449 


908 


HEMBA1005489 


F-HEMBA1 005489 


90 


R-H EMBA1 005489 


909 


HEMBA1 005522 


F-HEMBA1 005522 


91 


R-H EMBA1 005522 


910 


HEMBA1 005545 


F-HEMBA1 005545 


92 


R-H EMBA1 005545 


911 


HEMBA1 005698 


F-HEMBA1 005698 


93 


R-H EMBA1 005698 


912 


HEMBA1005913 


F-HEMBA1 005913 


94 


R-HEMBA1005913 


913 


HEMBA1 005929 


F-HEMBA1 005929 


95 


R-H EMBA1 005929 


914 
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Table 1 (continued) 



Correspondence between names of clone and the 


sequence name, and the SEQ ID. 


Name of clone 


Name of 5'-sequence 


SEQ ID 


3 Name of 3'-sequence 


SEQ ID 


H EM BA 1005945 


F-HEMBA1 005945 


96 


R-HEMBA1 005945 


915 


HEMBA1006016 


F-HEMBA1006016 


97 


R-HEMBA1006016 


916 


HEMBA1006171 


F-HEMBA1006171 


98 


R-HEMBA1006171 


917 


H EM BA 1006276 


F-HEMBA1 006276 


99 


R-HEMBA1 006276 


918 


HEMBA1 006299 


F-HEMBA1 006299 


100 


R-HEMBA1 006299 


919 


HEMBA1006311 


F-HEMBA1 006311 


101 


, R-HEMBA1 006311 


920 


HEMBA1 006335 


F-HEMBA1 006335 


102 


R-HEMBA1 006335 


921 


H EM BA1 006357 


F-HEMBA1 006357 


103 


R-HEMBA1 006357 


922 


HEMBA1 006430 


F-HEMBA1 006430 


104 


R-HEMBA1 006430 


923 


HEMBA1 006482 


F-HEMBA1 006482 


105 


R-HEMBA1 006482 


924 


HEMBA1006517 


F-HEMBA1006517 


106 


R-HEMBA1006517 


925 


HEMBA1 006544 


F-HEMBA1 006544 


107 


R-HEMBA1 006544 


926 


HEMBA1 006572 


F-HEMBA1 006572 


108 


R-HEMBA1 006572 


927 


HEMBA1 006658 


F-HEMBA1 006658 


109 


R-HEMBA1 006658 


928 


HEMBA1 006707 


F-HEMBA1 006707 


110 


R-HEMBA1 006707 


929 


HEMBA1006724 


F-HEMBA1 006724 


111 


R-HEMBA1 006724 


930 


HEMBA1 006749 


F-HEMBA1 006749 


112 


R-HEMBA1 006749 


yo i 


HEMBA1 006770 


F-HEMBA1 006770 


113 


R-HEMBA1 006770 


932 


HEMBA1 006902 


F-HEMBA1 006902 


114 


R-HEMBA1 006902 


933 


HEMBA1006912 


F-HEMBA1 006912 


115 


R-HEMBA1006912 


934 


HEMBA1006916 


F-HEMBA1006916 


116 


R-HEMBA1006916 


935 


HEMBA1 006960 


F-HEMBA1 006960 


117 


R-HEMBA1 006960 


936 


HEMBA1007013 


F-HEMBA1 007013 


118 


R-HEMBA1007013 


937 


HEMBA1 007057 


F-HEMBA1 007057 


119 


R-HEMBA1 007057 


938 


HEMBA1 007063 


F-HEMBA1 007063 


120 


R-HEMBA1 007063 


939 


H EM BA1 007226 


F-HEMBA1 007226 


121 






HEMBA1 007241 


F-HEMBA1 007241 


122 


R-HEMBA1 007241 


940 


HEMBA1 007291 


F-HEMBA1 007291 


123 


R-HEMBA1 007291 


941 


HEMBA1 007332 


F-HEMBA1 007332 


124 


R-HEMBA1 007332 


942 


HEMBB1000106 


F-HEMBB1000106 


125 


R-HEMBB1000106 


943 


HEMBB1000276 


F-HEMBB1 000276 


126 


R-HEMBB1 000276 


944 


HEMBB1 000309 


F-HEMBB1 000309 


127 


R-HEMBB1 000309 


945 


HEMBB1 000407 


F-HEMBB1 000407 


128 


R-HEMBB1 000407 


946 


HEMBB1000447 


F-HEMBB1 000447 


129 


R-HEMBB1 000447 


947 


HEMBB1 000542 


F-HEMBB1 000542 


130 


R-HEMBB1 000542 


948 


HEMBB1 000567 


F-HEMBB1 000567 


131 


R-HEMBB1 000567 


949 


HEMBB1 000642 


F-HEMBB1 000642 


132 


R-HEMBB1 000642 


950 


HEMBB1 000668 


F-HEMBB1 000668 


133 


R-HEMBB1 000668 


951 


HEMBB1 000679 


F-HEMBB1 000679 


134 


R-HEMBB1 000679 


952 


n tlvlDDi 000881 


F-HEMBB1 000881 


135 


R-HEMBB1 000881 


953 


HEMBB1 000905 


F-HEMBB1 000905 


136 


R-HEMBB1 000905 


954 


HEMBB1001026 


F-HEMBB1001026 


137 


R-HEMBB1001026 


955 


HEMBB1001048 


F-HEMBB1001048 


138 


R-HEMBB1001048 


956 


HEMBB1001200 


F-HEMBB1001200 


139 


R-HEMBB1 001200 


957 


HEMBB1001407 


F-HEMBB1001407 


140 


R-HEMBB1001407 


958 


HEMBB1001530 


F-HEMBB1001530 


141 


R-HEMBB1 001530 


959 


HEMBB1001547 


F-HEMBB1 001547 


142 


R-HEMBB1001547 


960 


HEMBB1001573 


F-HEMBB1001573 


143 


R-HEMBB1 001573 


961 
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Table 1 (continued) 



Correspondence between names of clone and the sequence name, and the SEQ ID. 


Name of clone 


Name of 5' -sequence 


SEQ ID 


3 Name of 3'-sequence 


SEQ ID 


HEMBB1001847 


F-HEMBB1001847 


144 


R-HEMBB1001847 


962 


HEMBB1001959 


F-HEMBB1001959 


145 


R-HEMBB1001959 


963 


HEMBB1001978 


F-HEMBB1001978 


146 


R-HEMBB1001978 


964 


HEMBB1 002039 


F-HEMBB1 002039 


147 


R-HEMBB1 002039 


965 


HEMBB1 002041 


F-HEMBB1 002041 


148 


R-HEMBB1 002041 


966 


HEMBB1 002051 


F-HEMBB1 002051 


149 


R-HEMBB1 002051 


967 


HEMBB1002120 


F-HEMBB1002120 


' 150 


R-HEMBB1002120 


968 


HEMBB1002162 


F-HEMBB1002162 


151 


R-HEMBB1002162 


969 


HEMBB1 002228 


F-HEMBB1 002228 


152 , 


R-HEMBB1 002228 


970 


HEMBB1 002245 


F-HEMBB1 002245 


153 


R-HEMBB1 002245 


971 


HEMBB1 002302 


F-HEMBB1 002302 


154 


R-HEMBB1 002302 


972 


HEMBB1 002427 


F-HEMBB1 002427 


155 


R-HEMBB1 002427 


973 


HEMBB1 002465 


F-HEMBB1 002465 


156 


R-HEMBB1 002465 


974 


HEMBB1 002661 


F-HEMBB1 002661 


157 


R-HEMBB1002661 


975 


HEMBB1 002663 


F-HEMBB1 002663 


158 


R-HEMBB1 002663 


976 


HEMBB1 002693 


F-HEMBB1 002693 


159 


R-HEMBB1 002693 


977 


MAMMA 1000046 


F-MAMMA1 000046 


160 


R-MAMMA1 000046 


978 


MAMMA1000102 


F-MAMMA1000102 


161 


R-MAMMA1000102 


979 


MAMMA 1000106 


F-MAMMA1000106 


162 


R-MAMMA1 000106 


980 


MAM MA1 0001 18 


F-MAMMA1000118 


163 


R-MAMMA1000118 


981 


MAMMA1000141 


F-MAMMA1000141 


164 


R-MAMMA1000141 


982 


MAM MA1 000204 


F-MAMMA1 000204 


165 


R-MAMMA1 000204 


983 


MAMMA1 000226 


F-MAMMA1 000226 


166 


R-MAMMA1 000226 


984 


MAMMA1 000403 


F-MAMMA1 000403 


167 


R-MAMMA1 000403 


985 


MAM MA1 000449 


F-MAMMA1 000449 


168 


R-MAMMA1 000449 


986 


MAMMA1 000457 


F-MAMMA1 000457 


169 


R-MAMMA1 000457 


987 


MAMMA1 000473 


F-MAMMA1 000473 


170 


R-MAMMA1 000473 


988 


MAM MA1 000496 


F-MAMMA1 000496 


171 


R-MAMMA1 000496 


989 


M AM MA1 000528 


F-MAMMA1 000528 


172 


R-MAMMA1 000528 


990 


MAM MA1 000591 


F-MAMMA1 000591 


173 


R-MAMMA1 000591 


991 


MAMMA 1000614 


F-MAMMA1000614 


174 


R-MAMMA1000614 


992 


MAM MA1 000652 


F-MAMMA1 000652 


175 


R-MAMMA1 000652 


993 


MAM MA1 000681 


F-MAMMA1 000681 


176 


R-MAMMA1 000681 


994 


MAMMA 1000706 


F-MAMMA1 000706 


177 


R-MAMMA1 000706 


995 


MAMMA 1000788 


F-MAMMA1 000788 


178 


R-MAMMA1 000788 


996 


MAMMA 1000810 


F-MAMMA1 000810 


179 


R-MAMMA1 000810 


997 


MAMMA1 000814 


F-MAMMA1000814 


180 


R-MAMMA1000814 


998 


MAMMA1 000881 


F-MAMMA1 000881 


181 


R-MAMMA1 000881 


999 


MAMMA1 000986 


F-MAMMA1 000986 


182 


R-MAMMA1 000986 


1000 


MAMMA 1000994 


F-MAMMA1 000994 


183 


R-MAMMA1 000994 


1001 


MAMMA1001043 


F-MAMMA1001043 


184 


R-MAMMA1001043 


1002 


MAMMA1001066 


F-MAMMA1001066 


185 


R-MAMMA1001066 


1003 


MAMMA1001094 


F-MAMMA1001094 ■ 


186 


R-MAMMA1001094 


1004 


MAMMA1001141 


F-MAMMA1001141 


187 


R-MAMMA1001141 


1005 


MAMMA1001150 


F-MAMMA1001150 


188 


R-MAMMA1001150 


1006 


MAMMA1001237 


F-MAMMA1001237 


189 


R-MAMMA1001237 


1007 


MAMMA1001284 


F-MAMMA1001284 


190 


R-MAMMA1001284 


1008 


MAMMA1001310 


F-MAMMA1001310 


191 


R-MAMMA1001310 


1009 
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Table 1 (continued) 



Correspondence between names of clone and the sequence name, and the SEQ ID. 



Name of clone 
MAMMA1001344 



Name of 5'-sequence 
F-MAMMA1001344 
F-MAMMA1001418 
F-MAMMA1001532 
F-MAMMA1001609 
F-MAMMA1001615 
F-MAMMA1001623 
F-MAMMA1001634 
F-MAMMA1001893 
F-MAMMA1001901 
F-MAMMA1001957 
F-MAMMA1001978 
F-MAMMA1 002070 
F-MAMMA1 002080 
F-MAMMA1 002087 
F-MAMMA1 002091 
F-MAMMA1 002095 
F-MAMMA1002128 
F-MAMMA1002142 
F-MAMMA1002165 
F-MAMMA1 002205 
F-MAMMA1 002224 
F-MAMMA1 002234 
F-MAMMA1 002586 
F-MAMMA1 002633 
F-MAMMA1003126 
F-NT2RM 1000407 
F-NT2RM 1000462 
F-NT2RM 1000542 
F-NT2RM 1000580 
F-NT2RM 1000789 
F-NT2RM 1000855 
F-NT2RM 1000858 
F-NT2RM 1000899 
F-NT2RM2000241 
F-NT2RM2000306 
F-NT2RM2000410 
F-NT2RM2000423 
F-NT2RM2000497 
F-NT2RM2000514 
F-NT2RM2000565 
F-NT2RM2000582 
F-NT2RM2000589 
F-NT2RM2000622 
F-NT2RM2000632 
F-NT2RM2000773 
F-NT2RM2001126 
F-NT2RM2001558 
F-NT2RM2001626 



SEQ ID 


3 Name of 3*-sequence 


SEQ ID 


192 






193 


R-MAMMA1001418 


mm 


194 


R-MAMMA1001532 


1011 
i \j i i 


195 


R-MAMMA1001609 


1019 


196 


R-MAMMA1001615 


inn 

1 U 1 o 


197 


R-MAMMAinniR9^ 

i i ivirMVIIVIA\ 1 UU 1 O^O 


1014 


198 


R-MAMMA1001634 


1 m r 


. 199 


i R-MAMMA1001893 


101 ft 
IU ID 


200 


R-MAMMA1001901 


1017 


201 


R-MAMMA1001957 


1 01 ft 


202 


R-MAMMA1001978 


1 01 Q 


- 203 


R-MAMMA1 002070 


1 (\DCt 


204 


R-MAMMA1 002080 


1 091 
l Vic. 1 


205 


R-MAMMA1 002087 


1 099 


206 






207 


R-MAMMA1 002095 


1 09*5 


208 


11 iviruvl IVJr\ 1 UU<£ 1 c.G 


1 024 


209 


R-MAMMA1 nnoiAO 


1 025 


210 


1 ■ i vi rMVl i uUc 1 DO . 


1026 


211 


n ivlrMVIIVIM I UU^iUO 


1027 


212 


R-MAMMA1 00999/1 


1028 


213 


R-MAMMA1 c\r\oo**A 


1 029 


214 


R-MAMMA1 nnocTRfi 

n ivirMVIIVIrt I UUzcOOO 


1030 


215 


R-MAMMA1 nnoftQo 


1031 


216 


R-MAMMA1 nr\Qi oc 
n- 1 vi mi vi I vl Ml UUo 1 /ib 


1032 


217 






218 






219 






220 






221 






222 






223 






224 






225 






226 






227 






228 






229 






230 






231 






232 






233 






234 






235 






236 






237 






238 






239 







MAMMA1001418 
MAM MA1 001 532 
MAMMA1001609 
MAMMA 1001615 
MAMMA 1001623 
MAMMA1001634 
MAMMA 1001893 
MAMMA1001901 
MAMMA 1001957 
MAMMA1001978 
MAMMA1 002070 
MAMMA1 002080 
MAMMA 1002087 
MAMMA1 002091 
MAMMA 1002095 
MAMMA 1002128 
MAMMA1002142 
MAMMA1002165 
MAMMA 1002205 
MAMMA 1002224 
MAM MA1 002234 
MAMMA1 002586 
MAMMA1 002633 
MAMMA1003126 
NT2RM 1000407 
NT2RM 1000462 
NT2RM1 000542 
NT2RM1 000580 
NT2RM1 000789 
NT2RM1 000855 
NT2RM 1000858 
NT2RM1 000899 
NT2RM2000241 
NT2RM2000306 
NT2RM2000410 
NT2RM2000423 
NT2RM2000497 
NT2RM2000514 
NT2RM2000565 
NT2RM2000582^ 
NT2RM2000589 
NT2RM2000622 
NT2RM2000632 
NT2RM2000773 
NT2RM2001126 
NT2RM2001558 
NT2RM2001626 



8 



EP 1 130 094 A2 



Table 1 (continued) 



Correspondence between names of clone and the sequence name, and the SEQ ID. 


Name of clone 


Name of 5'-sequence 


SEQ ID 


3 Name of 3'-sequence 


SEQ ID 


NT2RM2001643 


F-NT2RM2001643 


240 






NT2RM2001738 


F-NT2RM2001738 


241 






NT2RM2001767 


F-NT2RM2001767 


242 






NT2RM2001792 


F-NT2RM2001792 


243 






NT2RM2001818 


F-NT2RM2001818 


244 






NT2RM2001902 


F-NT2RM2001 902 

1 1^1 1 Cm> 1 1IV|WWW 1 V \JCm 


245 






NT2RM2001939 


F-NT2RM2001 939 

■ 1 1 Wl liviwww I ^ W<J 


246 






NT2RM2001941 


F-NT2RM2001941 


247 






NT2RM4000100 


F-NT2RM4000100 


248 


R-NT2RM400Q1 00 

1 1 1 i 1 wl llVI'twUv 1 ww 


1 033 


NT2RM4000115 


F-NT2RM4000115 


249 


R-NT2RM4000115 

\ • 1 Tf 1 L— • 1IVI"TWWW 1 I W 


1034 


NT2RM4000198 


F-NT2RM4000198 


250 


R-NT2RM4000198 


1035 


NT2RM4000284 


F-NT2RM4000284 


251 


R-NT2RM4000284 


1036 


NT2RM4000295 


F-NT2RM4000295 


252 


R-NT2RM4000295 


1037 


NT2RM4000326 


F-NT2RM4000326 


253 


R-NT2RM4000326 


1038 


NT2RM4000417 


F-NT2RM4000417 


254 


R-NT2RM4000417 


1039 


NT2RM4000444 


F-NT2RM4000444 


255 


R-NT2RM4000444 


1040 


NT2RM4000587 


F-NT2RM4000587 


256 


R-NT2RM4000587 


1041 


NT2RM4000593 


F-NT2RM4000593 


257 


R-NT2RM4000593 


1042 


NT2RM4000648 


F-NT2RM4000648 


258 


R-NT2RM4000648 


1043 


NT2RM4000761 


F-NT2RM4000761 


259 


R-NT2RM4000761 


1044 


NT2RM4000965 


F-NT2RM4000965 


260 


R-NT2 RM4000965 


1045 


NT2RM4000997 


F-NT2RM4000997 


261 


R-NT2RM4000997 

1 1 1^1 1 Wl UVI^Wwwwf 


1046 


NT2RM4001321 


F-NT2RM4001321 


262 


R-NT2RM4001321 


1047 


NT2RM4001325 


F-NT2RM4001325 

1 Cm. 1 I Iwl^ W 1 WWW 


263 


R-NT2RM4001 325 

1 1 1 w 1 w 1 1 1 V 1 " w \J 1 www 


1048 


NT2RM4001377 


F-NT2RM4001377 

1 1^1 £— 1 1 IVI^Tww 1 vJ / / 


264 


R-NT2RM4001 ^77 


1049 


NT2RM 400 1735 


F-NT2RM4001735 


265 


R-NT2RM4001 735 

1 1 1 Tl 1 W 1 1 1 V 1 *T W W 1 / WW 


1050 


NT2RM4001768 


F-NT2RM4001768 


266 


R-NT2RM4001 768 

1 1 1^1 1 t—l 1 1 V 1 ~ v W 1 F KJKJ 


1 051 


NT2RM4001843 


F-NT2RM4001843 


267 


R-NT2RM4001843 

11 1 M 1 W 1 1 1 V 1 ~ W W 1 


1052 


NT2RM4002352 


F-NT2RM4002352 


268 


R-NT2RM4002352 


1053 


NT2RP1 000002 


F-NT2RP1 000002 

■ 1^ 1 wl II 1 w V w W WW 


269 






NT2RP1 000050 


F-NT2RP1 000050 

1 ' ' 1 W 1 11 1 WW WW WW 


270 






NT2RP1000181 


F-NT2RP1000181 


271 






NT2RP1 000239 


F-NT2RP1 000239 


272 






NT2RP1 000261 


F-NT2RP1 000261 


273 






NT2RP1 000271 


F-NT2RP1 000271 


• 274 






NT2RP1 000300 


F-NT2RP1 000300 


275 






NT2RP 1000325 


F-NT2RP1 000325 


276 






NT2RP1 000448 


F-NT2RP1 000448 


277 






NT2RP1 000465 


F-NT2RP1 000465 


278 






NT2RP1 000468 


F-NT2RP1 000468 


279 






NT2RP1 000551 


F-NT2RP1 000551 


280 






NT2RP1 000579 


F-NT2RP1 000579 


281 






NT2RP1000613 


F-NT2RP1 000613 


282 






NT2RP1 000679 


F-NT2RP1 000679 


283 






NT2RP1 000740 


F-NT2RP1 000740 


284 






NT2RP1 000903 


F-NT2RP1 000903 


285 






NT2RP1 000981 


F-NT2RP1 000981 


286 






NT2RP1 001004 


F-NT2RP1001004 


287 
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Table. 1 (continued) 

Correspondence between names of clone and the sequence name, and the SEQ ID. 



Name of clone 


Name of 5'-sequence 


SEQ ID 


3 Name of 3'-sequence 


SEQ ID 


NT2RP1001020 


F-NT2RP1001020 


288 






NT2RP1001031 


F-NT2RP1001031 


289 






NT2RP1001563 


F-NT2RP1001563 


290 






NT2RP2000092 


F-NT2RP2000092 


291 


R-NT2RP2000092 


1054 


NT2RP2000178 


F-NT2RP2000178 


292 


R-NT2RP2000178 


1055 


NT2RP2000240 


F-NT2RP2000240 


293 


R-NT2RP2000240 


1056 


NT2RP2000394 


F-NT2RP2000394 


294 


R-NT2RP2000394 


1057 


NT2RP2000447 


F-NT2RP2000447 


295 


R-NT2RP2000447 


1058 


NT2RP2000479 


F-NT2RP2000479 


296 


R-NT2RP2000479 


1059 


NT2RP2000514 


F-NT2RP2000514 


297 


R-NT2RP2000514 


1060 


NT2RP2000533 


F-NT2RP2000533 


298 


R-NT2RP2000533 


1061 


NT2RP2000610 


F-NT2RP2000610 


299 






NT2RP2000616 


F-NT2RP2000616 


300 


R-NT2RP2000616 


1062 


NT2RP2000649 


F-NT2RP2000649 


301 


R-NT2RP2000649 


1063 


NT2RP2000663 


F-NT2RP2000663 


302 


R-NT2RP2000663 


1064 


NT2RP2000694 


F-NT2RP2000694 


303 






NT2RP2000712 


F-NT2RP2000712 


304 


R-NT2RP2000712 


1065 


NT2RP2000739. 


F-NT2RP2000739 


305 


R-NT2RP2000739 


1066 


NT2RP2000818 


F-NT2RP2000818 . 


306 


R-NT2RP2000818 


1067 


NT2RP2000903 


F-NT2RP2000903 


307 


R-NT2RP2000903 


1068 


NT2RP2001200 


F-NT2RP2001200 


308 


R-NT2RP2001200 


1069 


NT2RP2001223 


F-NT2RP2001223 


309 


R-NT2RP2001223 


1070 


NT2RP2001276 


F-NT2RP2001276 


310 


R-NT2RP2001276 


1071 


NT2RP2001388 


F-NT2RP2001388 


311 


R-NT2RP2001388 


1072 


NT2RP2001469 


F-NT2RP2001469 


312 


R-NT2RP2001469 


1073 


NT2RP2001480 


F-NT2RP2001480 


* 313 


R-NT2RP2001480 


1074 


NT2RP2001495 


F-NT2RP2001495 


314 


R-NT2RP2001495 


1075 


NT2RP2001514 


F-NT2RP2001514 


315 


R-NT2RP2001514 


1076 


NT2RP2001529 


F-NT2RP2001529 


316 






NT2RP2001538 


F-NT2RP2001538 


317 


R-NT2RP2001538 


1077 


NT2RP2001562 


F-NT2RP2001562 


318 


R-NT2RP2001562 


1078 


NT2RP2001662 


F-NT2RP2001662 


319 


R-NT2RP2001662 


1079 


NT2RP2001755 


F-NT2RP2001755 


320 


R-NT2RP2001755 


1080 


NT2RP2001769 


F-NT2RP2001769 


321 


R-NT2RP2001769 


1081 


NT2RP2001817 


F-NT2RP2001817 


322 


R-NT2RP2001817 


1082 


NT2RP2001878 


F-NT2RP2001878 


323 


R-NT2RP2001878 


1083 


NT2RP2001903 


F-NT2RP2001903 


324 


R-NT2RP2001903 


1084 


NT2RP2001915 


F-NT2RP2001915 


325 


R-NT2RP2001915 


1085 


NT2RP2001921 


F-NT2RP2001921 


326 


R-NT2RP2001921 


1086 


NT2RP2001948 


F-NT2RP2001948 


327 


R-NT2RP2001948 


1087 


NT2RP2001956 


F-NT2RP2001956 


328 


R-NT2RP2001956 


1088 


NT2RP2002015 


F-NT2RP2002015 ■ 


329 


R-NT2RP2002015 


1089 


NT2RP2002063 


F-NT2RP2002063 


330 


R-NT2RP2002063 


1090 


NT2RP2002188 


F-NT2RP2002188 


331 


R-NT2RP2002188 


1091 


NT2RP2002232 


F-NT2RP2002232 


332 


R-NT2RP2002232 


1092 


NT2RP2002304 


F-NT2RP2002304 


333 


R-nnnnnnnnnnnn 


1093 


NT2RP2002409 


F-NT2RP2002409 


334 


R-NT2RP2002409 


1094 


NT2RP2002510 


F-NT2RP2002510 


335 


R-NT2RP2002510 


1095 
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Table 1 (continued) 

Correspondence between names of clone and the sequence name, and the SEQ ID. 



Name of clone 


Name of 5'-sequence 


SEQ ID 


3 Name of 3'-sequence 


SEQ ID 


NT2RP2002527 

• n 1 CI II t-VULUL 1 


F-NT2 R P200P5P7 

1 11 1 C 1 11 C UVfaWt / 




R-NTPRPP00P^P7 
n iii i ciii cuytat/ 




NT2RP2002533 

■ ~ ■ CI CWWCwWW 


F-NT2RP2002533 


337 


R-NTPRPPOOP*^^ 
n iii i li ir tuutJOo 


1 0Q7 


NT2RP2002564 


F-NT2 RP2002564 


338 


R-NT2RP2002564 

11 11 1 CI 11 LwUCvUT 


1098 


NT2RP2002674 


F-NT2RP2002674 

1 11 1 CI II C\/VSCW# 


339 


R-NT2RP2002674 

ii ii i c i ir c wcu / *r 


1099 


NT2RP2002721 


F-NT2RP20027P1 

i * ii i t-l ir cwc/ c I 


340 


R-NTPRPP00P7P1 
nil i tniLvUt / c i 


1100 

1 1 Uv 


NT2RP2002824 

in l bl 11 C W vLUL^ 


F-NT2RP200P8P4 


341 


R-NTPRPP00PAP4 

fi Ii 1 c n r cvJVJcOcH 


1101 


NT2RP2002942 

If 1 bl If C w v C <7 ~ C 


F- NT2 R P200P94P 

■ 11 i ci li t.uv^ 


342 


R-NTPRPP00PQ4P 
n ii i crij cWc57*+c 


11 OP 
I 1 Uc 


NT2RP2002974 

in 1 C 1 II i- Wt-\/ F T 


F-NT2RP200P974 


343 


R-NTPRPP00PQ74 

n li 1 cnr c Wco / *+ 


1103 


NT2RP2002976 


F-NT2RP2002976 

• ii i ir bwv&J / u 


344 


R-NTPRPP00PQ76 

i l 1 1 icrincwcwru 


11 04 


NT2RP20 03042 


F-NT2RP2003042 

■ 11 1 CI II uvvwV/^C 


345 


R-NTPRP200304P 

II 11 1 C 1 11 C UUJUtt 


11 05 


NT2RP2003138 


F-NT2 R P2003 1 38 

1 iniClllCw ww 1 ww 


346 






NT2RP2003179 


F-NT2RP20031 79 

1 11 1 CI 11 \J\J 1 / ^7 


347 


R-NIT2RPP0031 79 

n ii i cnr cyvj i / o 


11 06 


NT2RP2003210 


F-NT2RP200321 0 

I H 1 £— III CV wwC 1 w 


348 


R-NT2RP200321 0 

fi ii i cnr tvuwc i VJ 


1107 


NT2RP2003302 


F- NT2 R P2003302 

1 1 1 i CI IF C W W WW wC 


349 


R-NT2RP2003302 

1 1 1 1 1 CI 11 CWOwwC 


1108 


NT2RP2003369 


F-NT2RP2003369 

1 111 CI II C W W WW \J w 


350 


R-NT2RP2003369 

i i ii i ci in cvwwwuj 


1109 


NT2RP2003383 


F-NT2RP2003383 


351 


R-NT2RP2003383 

1 1 in 1 C 1 li cwwwwww 


1110 


NT2RP2003390 


F-NT2 RP2003390 


352 


R-NT2RP2003390 

■ 1 in 1 Cl 11 CWWWWWW 


1111 


NT2RP2003469 


F-NT2RP2003469 

1 11 1 CI 11 CWw^TWw 


353 


R-NT2RP200346Q 

■ i in i ci i ■ c w w w"U w 


1112 


NT2RP2003545 

I n J CI 11 CWww^w 


F-NT2RP2003545 

1 1 1 1 C 1 1 1 CVVV»v/*T<J 


354 


R-NT?RP?nn^sd^ 

f 1 11 1 C 111 CWOJHJ 


1113 


NT2RP2003593 


F-NT2 R P2003593 

1 in 1 CI 11 Cwwwwv7w 


355 


R-NT?RPP00?5Q^ 

J 1 11 1 C r 11 C wUJJ\7v) 


1114 


NT2RP2003599 


F-NT2RP2003599 

i in i ci ii c w ww w w w 


356 


R-NT2RP2003599 

1 1 11 1 CI II tUUUU 


1115 


NT2RP2003655 


F-NT2RP2003655 

i in i ci ii c w w w UiJw 


357 


R-NT2RP2O03fiS*5 

1 1 11 1 CI If CvvOUJJ 


1116 


NT2RP2003664 


F-NT2RP2003664 

I in i c 1 li CwvwUW^ 


358 


R-NT2RP2003664 

ii ii i ci IP c Wwuu*r 


1117 


NT2RP2003931 


F-NT2RP2G03931 

1 111 CI 11 CvwOCu 1 


359 


R-NTPRPP003Q^1 


111fl 

I 1 I o 


NT2RP2003Q40 


F-NTPRPPGO^QdO 


360 


R-NTPRPPOO^QdO 
n il i unrcwUw3Hu 


111Q 


NT2RP2003950 

1 i 1 CI 11 t- w w w \J ^JKJ 


F- NT2 R P2003 Q5 0 

■ ii i ci ir L.uuoaou 


361 


R-NTPRPPOO*3Q50 
n il i cnr cuuoaju 


11 20 


NT2RP2004069 

■ ■ * C ■ ■■ C V W~ W W W 


F-NT2 R P2004069 

i in i ci ii cww~rv/kJw 


362 


R-NT2RP2004069 

11 11 1 CI 11 cuutuuj 


1121 


NT2RP2004108 


F-NT2RP2004108 

i i n i c i ii c w w^t i ww 


363 


R-NT2RP20041 08 

1 1 11 1 CI 11 C WT 1 


1122 


NT2RP2004141 


F-NT2RP2004141 


364 


R-NT2RP2004141 


1123 


NT2RP2004179 

1 1 1 l— > 1 1 C WT 1 I J 


F-NT2RP20041 79 

I 11 1 C 1 11 Cw V"T 1 / 9 


365 


R-NTPRPP0041 7Q 

n ii i cnrcuyt i / %7 


11P4 

1 1 c*+ 


NT2RP2004205 

1 CI 11 C V/ \/*TC V w 


F-NT2RP2004205 

1 11 1 CI II CWTCVSw 


366 


R -NT? R PP004?0^ 


11P^ 

I I CO 


NT2RP2004447 

|i| 1 CI 11 C w V T f T # 


F-NT2 R P2004447 

1 11 1 bl II fcW"T™T"l r 


367 


R -NTP R PP004447 
n ii i cnrcuu / 


11pfi 

1 1 cU 


NT2RP20 04495 


F-NT2 RP2004495 

i in i ci ii C w w t f ww 


368 


R-NT2RP2004495 

1 1 in 1 CI 11 CWW*T*TWW 


1127 


NT2RP20 04524 


F-NT2RP2004524 


369 


R-NT2RP2004524 

1 1 in 1 CI 11 CWW*TW^c_*T 


1128 


NT2RP20 04556 


F-NT2 RP2004556 

1 in i ci 11 CWTwwkJ 


370 


R-NT2RP2004556 

II 11 1 CI 11 CUvtOJU 


1129 


NT2RP20 04606 

• n 1 CI ■■ C W w~U\/U 


F-NT2RP2004606 

i in i ci ii Cvvtuvu 


371 


R-NT2 R PP004606 

fl 11 1 CI II cuutuuu 


1130 


NT2RP20 04648 

IH 1 CI II bVV^U'TU 


F-NT2RP2004648 

i in i ci ii cw*tw"W 


372 


R-NT2RP2004648 

1 1 11 1 CI 11 CwU*tU*tU 


1131 


NT2RP2004670 


F-NT2RP200467() 


373 


R-NT2RP2004670 


1132 


NT2RP2004794 

111 1 CI 11 CW*T» 


F-NTP R P20047Q4 


374 


R-NTPRPP0047Qd 

n li IcnrcWr/of 


1 1 oo 


NT2RP2004837 


F-NT2RP2004837 


375 


R-NT2RP2004837 


1134 


NT2RP2004847 


F-NT2RP2004847 


376 


R-NT2RP2004847 


1135 


NT2RP2005027 


F-NT2RP2005027 


- 377 


R-NT2RP2005027 


1136 


NT2RP2005069 


F-NT2RP2005069 


378 


R-NT2RP2005069 


1137 


NT2RP2005163 


F-NT2RP2005163 


379 


R-NT2RP2005163 


1138 


NT2RP2005181 


F-NT2RP2005181 


380 


R-NT2RP2005181 


1139 


NT2RP2005247 


F-NT2RP2005247 


381 


R-NT2RP2005247 


1140 


NT2RP2005378 


F-NT2RP2005378 . 


382 


R-NT2RP2005378 


1141 


NT2RP2005391 


F-NT2RP2005391 


383 


R-NT2RP2005391 


1142 
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Table 1 (continued) 



Correspondence between names of clone and the sequence name, and the SEQ ID. 


Name of clone 


Name of 5'-sequence 


SEQ ID 


3 Name of 3'-sequence 


SEQ ID 


NT2RP2005425 


F-NT2RP2005425 


384 


R-NT2RP2005425 


1143 


NT2RP2005463 


F-NT2RP2005463 


385 


R-NT2RP2005463 


1144 


NT2RP2005514 


F-NT2RP2005514 


386 


R-NT2RP2005514 


1145 


NT2RP2005535 


F-NT2RP2005535 


387 


R-NT2RP2005535 


1146 


NT2AP2005541 


F-NT2RP2005541 


388 


R-NT2RP2005541 


1147 


NT2RP2005597 


F-NT2RP2005597 


389 


R-NT2RP2005597 


1148 


NT2RP2005632 


F-NT2RP2005632 


390 


R-nnnnnnnnnnnn 


1149 


NT2RP2005666 


F-NT2RP2005666 


391 


R-NT2RP2005666 


1150 


NT2RP2005774 


F-NT2RP2005774 


392 


R-NT2RP2005774 


1151 


NT2RP2005878 


F-NT2RP2005878 


393 


R-NT2RP2005878 


1152 


NT2RP2005883 


F-NT2RP2005883 


394 


R-NT2RP2005883 


1153 


NT2RP2005887 


F-NT2RP2005887 


395 


R-NT2RP2005887 


1154 


NT2RP2005941 


F-NT2RP2005941 


396 


R-nnnnnnnnnnnn 


1155 


NT2RP2005994 


F-NT2RP2005994 


397 


R-NT2RP2005994 


1156 


NT2RP2006004 


F-NT2RP2006004 


398 


R-NT2RP2006004 


1157 


NT2RP2006042 


F-NT2RP2006042 


399 


R-NT2RP2006042 


1158 


NT2RP2006092 


F-NT2RP2006092 


400 


R-NT2RP2006092 


1159 


NT2RP2006099 


F-NT2RP2006099 


401 


R-NT2RP2006099 


1160 


NT2RP2006134 


F-NT2RP2006134 


402 


R-NT2RP2006134 


1161 


NT2RP2006269 


F-NT2RP2006269 


403 


R-NT2RP2006269 


1162 


NT2RP2006512 


F-NT2RP2006512 


404 


R-NT2RP2006512 


1163 


NT2RP3000011 


F-NT2RP3000011 


405 


R-NT2RP3000011 


1164 


NT2RP3000022 


F-NT2RP30Q0022 


406 


R-NT2RP3000022 


1165 


NT2RP3000059 


F-NT2RP3000059 


407 


R-NT2RP3000059 


1166 


NT2RP3000063 


F-NT2RP3000063 


408 


R-NT2RP3000063 


1167 


NT2RP3000125 


F-NT2RP3000125 


409 


R-nnnnnnnnnnnn 


1168 


NT2RP3000148 


F-NT2RP3000148 


410 


R-NT2RP3000148 


1169 


NT2RP3000169 


F-NT2RP3000169 


411 


R-NT2RP3000169 


1170 


NT2RP3000171 


F-NT2RP3000171 


412 


R-NT2RP3000171 


1171 


NT2RP3000172 


F-NT2RP3000172 


413 


R-NT2RP3000172 


1172 


NT2RP3000201 


F-NT2RP3000201 


414 


R-NT2RP3000201 


1173 


NT2RP3000232 


F-NT2RP3000232 


415 


R-NT2RP3000232 


1174 


NT2RP3000304 


F-NT2RP3000304 


416 


R-NT2RP3000304 


1175 


NT2RP3000378 


F-NT2RP3000378 


417 


R-NT2RP3000378 


1176 


NT2RP3000427 


F-NT2RP3000427 


418 






NT2RP3000436 


F-NT2RP3000436 


419 


R-NT2RP3000436 


1177 


NT2RP3000444 


F-NT2RP3000444 


420 


| R-NT2RP3000444 


1178 


NT2RP3000460 


F-NT2RP3000460 


421 


R-NT2RP3000460 


1179 


NT2RP3000481 


F-NT2RP3000481 


422 


R-NT2RP3000481 


1180 


NT2RP3000616 


F-NT2RP3000616 


423 


R-NT2RP3000616 


1181 


NT2RP3000645 . 


F-NT2RP3000645 


424 


R-NT2RP3000645 


1182 


NT2RP3000652 


F-NT2RP3000652 


425 


R-NT2RP3000652 


1183 


NT2RP3000676 


F-NT2RP3000676 


426 


R-NT2RP3000676 


1184 


NT2RP3000677 


F-NT2RP3000677 


427 


R-NT2RP3000677 


1185 


NT2RP3000721 


F-NT2RP3000721 


428 


R-NT2RP3000721 


1186 


NT2RP3000789 


F-NT2RP3000789 


429 


R-NT2RP3000789 


1187 


NT2RP3000818 


F-NT2RP3000818 


430 


R-NT2RP3000818 


1188 


NT2RP3000820 


F-NT2RP3000820 


431 


R-NT2RP3000820 


1189 
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Table 1 (continued) 



Correspondence between names of clone and the sequence name, and the SEQ ID. 



Name of clone 


Name of 5'-sequence 


SEQ ID 


3 Name of 3'-sequence 


SEQ ID 


NT2RP3000838 


F-NT2RP3000838 


432 


R-NT2RP3000838 


1190 


NT2RP3000871 


F-NT2RP3000871 


433 


R-NT2RP3000871 


1191 


NT2RP3000907 


F-NT2RP3000907 


434 


R-NT2RP3000907 


1192 


NT2RP3000921 


F-NT2RP3000921 


435 


R : NT2RP3000921 


1193 


NT2RP3001012 


F-NT2RP3001012 


436 


R-NT2RP3001012 


1194 


NT2RP3001044 


F-NT2RP3001044 


437 


R-NT2RP3001044 


1195 


NT2RP3001061 


F-NT2RP3001061 


438 


R-NT2RP3001061 


1196 


NT2RP3001159 


F-NT2RP3001159 


439 


R-NT2RP3001159 


1197 


NT2RP3001170 


F-NT2RP3001170 


440 


R-NT2RP3001170 


1198 


NT2RP3001195 


F-NT2RP3001195 


441 


R-NT2RP3001195 


1199 


NT2RP3001240 


F-NT2RP3001240 


442 ' 


R-NT2RP3001240 


1200 


NT2RP3001271 


F-NT2RP3001271 


443 


R-NT2RP3001271 


1201 


NT2RP3001322 


F-NT2RP3001322 


444 


R-NT2RP3001322 


1202 


NT2RP3001388 


F-NT2RP3001388 


445 






NT2RP3001542 


F-NT2RP3001542 


446 


R-NT2RP3001542 


1203 


NT2RP3001560 


F-NT2RP3001560 


447 


R-NT2RP3001560 


1204 


NT2RP3001592 


F-NT2RP3001592 


448 


R-NT2RP3001592 


1205 


NT2RP3001650 


F-NT2RP3001650 


449 






NT2R.P3001685 


F-NT2RP3001685 


450 


R-NT2RP3001685 


1206 


NT2RP3001738 


F-NT2RP3001738 


451 


R-NT2RP3001738 


1207 


NT2RP3001754 


F-NT2RP3001754 


452 


R-NT2RP3001754 


1208 


NT2RP3001858 


F-NT2RP3001858 


453 


R-NT2RP3001858 


1209 


NT2RP3001976 


F-NT2RP3001976 


454 


R-NT2RP3001976 


1210 


NT2RP3002015 


F-NT2RP3002015 


455 


R-NT2RP3002015 


1211 


NT2RP3002160 


F-NT2RP3002160 


456 


R-NT2RP3002160 


1212 


NT2RP3002281 


F-NT2RP3002281 


457 


R-NT2RP3002281 


1213 


NT2RP3002286 


F-NT2RP3002286 


458 


R-NT2RP3002286 


1214 


NT2RP3002311 


F-NT2RP3002311 


459 


R-NT2RP3002311 


1215 


NT2RP3002324 


F-NT2RP3002324 


460 


R-NT2RP3002324 


1216 


NT2RP3002342 


F-NT2RP3002342 


461 


R-NT2RP3002342 


1217 


NT2RP3002353 


F-NT2RP3002353 


462 


R-NT2RP3002353 


1218 


NT2RP3002409 


F-NT2RP3002409 


463 


R-NT2RP3002409 


1219 


NT2RP3002411 


F-NT2RP3002411 


464 


R-NT2RP3002411 


1220 


NT2RP3002448 


F-NT2RP3002448 


465 


R-NT2RP3002448 


1221 


NT2RP3002571 


F-NT2RP3002571 


466 


R-NT2RP3002571 


1222 


NT2RP3002664 


F-NT2RP3002664 


467 


R-NT2RP3002664 


1223 


NT2RP3002721 


F-NT2RP3002721 


468 


R-NT2RP3002721 


1224 


NT2RP3002737 


F-NT2RP3002737 


469 


R-NT2RP3002737 


1225 


NT2RP3002738 


F-NT2RP3002738 


470 


R-NT2RP3002738 


1226 


NT2RP3002790 


F-NT2RP3002790 


471 


R-NT2RP3002790 


1227 


NT2RP3002836 


F-NT2RP3002836 


472 


R-NT2RP3002836 


1228 


NT2RP3002887 


F-NT2RP3002887 


473 


R-NT2RP3002887 


1229 


NT2RP3002900 


F-NT2RP3002900 


474 


R-NT2RP3002900 


1230 


NT2RP3002958 


F-NT2RP3002958 


475 


R-NT2RP3002958 


1231 


NT2RP3002983 


F-NT2RP3002983 


476 


R-NT2RP3002983 


1232 


NT2RP3003000 


F-NT2RP3003000 


477 


R-NT2RP3003000 


1233 


NT2RP3003076 


F-NT2RP3003076 


478 


R-NT2RP3003076 


1234 


NT2RP3003354 


F-NT2RP3003354 


479 


R-NT2RP3003354 


1235 
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Table 1 (continued) 



5 



10 



15 



20 



30 



40 



50 



55 



Correspondence between names of clone and the sequence name, and the SEQ ID. ' 


Name of clone 


Name of 5'-sequence 


SEQ ID 


3 Name of 3' -sequence 


SEQ ID 


NT2RP3003448 


F-NT2RP3003448 


480 


R-NT2RP3003448 


1236 


NT2RP3003469 


F-NT2RP3003469 


481 


R-NT2RP3003469 


1237 


NT2RP3003473 


F-NT2RP3003473 


482 


R-NT2RP3003473 


1238 


NT2RP3003527 


F-NT2RP3003527 


483 


R-NT2RP3003527 


1239 


NT2RP3003532 


F-NT2RP3003532 


484 


R-NT2RP3003532 


1240 


NT2RP3003535 


F-NT2RP3003535 


485 


R-nnnnnnnnnnnn 


1241 


NT2RP3003559 


F-NT2RP3003559 


486 


R-NT2RP3003559 


1242 


NT2RP3003614 


F-NT2RP3003614 


487 


R-NT2RP3003614 


1243 


NT2RP3003729 - 


F-NT2RP3003729 


488 


R-NT2RP3003729 


1244 


NT2RP3003849 


F-NT2RP3003849 


489 


R-NT2RP3003849 


1245 


NT2RP3003874 


F-NT2RP3003874 


490 


R-NT2RP3003874 


1246 


NT2RP3003939 


F-NT2RP3003939 


491 






NT2RP3003963 


F-NT2RP3003963 


492 


R-NT2RP3003963 


1247 


NT2RP3004000 


F-NT2RP3004000 


493 


R-NT2RP3004000 


1248 


NT2RP3004025 


F-NT2RP3004025 


494 


R-NT2RP3004025 


1249 


NT2RP3004067 


F-NT2RP3004067 


495 






NT2RP3004075 


F-NT2RP3004075 


496 


R-NT2RP3004075 


1250 


NT2RP3004083 


F-NT2RP3004083 


497 


R-NT2RP3004083 


1251 


NT2RP3004090 


F-NT2RP3004090 


498 


R-NT2RP3004090 


1252 


NT2RP3004119 


F-NT2RP3004119 


499 


R-NT2RP3004119 


1253 


NT2RP3004130 


F-NT2RP3004130 


500 


R-NT2RP3004130 


1254 


NT2RP3004133 


F-NT2RP3004133 


501 


R-NT2RP3004133' 


1255 


NT2RP3004202 


F-NT2RP3004202 


502 


R-NT2RP3004202 


1256 


NT2RP3004294 


F-NT2RP3004294 


503 


R-NT2RP3004294 


1257 


NT2RP3004309 


F-NT2RP3004309 


504 


R-NT2RP3004309 


1258 


NT2RP3004321 


F-NT2RP3004321 


505 


R-NT2RP3004321 


1259 


NT2RP3004345 


F-NT2RP3004345 


506 


R-NT2RP3004345 


1260 


NT2RP3004355 


F-NT2RP3004355 


507 


R-NT2RP3004355 


1261 


NT2RP3004374 


F-NT2RP3004374 


508 


R-NT2RP3004374 


1262 


NT2RP3004406 


F-NT2RP3004406 


509 


R-NT2RP3004406 . 


1263 


NT2RP3004481 


F-NT2RP3004481 


510 


R-NT2RP3004481 


1264 


NT2RP3004552 


F-NT2RP3004552 


511 


R-NT2RP3004552 


1265 


NT2RP3004557 


F-NT2RP3004557 


512 






NT2RP3004625 


F-NT2RP3004625 


513 


R-NT2RP3004625 . 


1266 


NT2RP3004640 


F-NT2RP3004640 


514 


R-NT2RP3004640 


1267 


NT2RP3004647 


F-NT2RP3004647 


515 


R-NT2RP3004647 


1268 


NT2RP4000108 


F-NT2RP4000108 


516 


R-NT2RP4000108 


1269 


NT2RP4000634 


F-NT2RP4000634 


517 


R-NT2RP4000634 


1270 


NT2RP4000962 


F-NT2RP4000962 


518 


R-NT2RP4000962 


1271 


NT2RP4001001 


F-NT2RP4001001 


519 


R-NT2RP4001001 


1272 


NT2RP4001009 


F-NT2RP4001009 


520 


R-NT2RP4001009 


1273 


NT2RP4001467 


F-NT2RP4001467 


521 


R-NT2RP4001467 


1274 


NT2RP4001877 


F-NT2RP4001877 


522 


R-NT2RP4001877 


1275 


NT2RP4001879 


F-NT2RP4001879 


523 


R-NT2RP4001879 


1276 


NT2RP4002187 


F-NT2RP4002187 


524 


R-NT2RP4002187 


1277 


NT2RP4002451 


F-NT2RP4002451 


525 


R-NT2RP4002451 


1278 


NT2RP4002715 


F-NT2RP4002715 


526 


R-NT2RP4002715 


1279 


NT2RP4002750 


F-NT2RP4002750 


527 


R-NT2RP4002750 


1280 
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Table 1 (continued) 



Correspondence between names of clone and the sequence name, and the SEQ ID. 



Name of clone 


Name of 5' -sequence 


SEQ ID 


3 Name of 3" -sequence 


SEQ ID 


OVARC1 000003 


F-OVARC1 000003 


528 


R-OVARC1 000003 


1281 


OVARC1 000090 


F-OVARC1 000090 


529 


R-OVARC 1000090 


1282 


OVARC1000105 


F-OVARC1000105 


530 


R-OVARC1000105 


1283 


OVARC1000137 


F-OVARC1000137 


531 


R-OVARC1 000137 


1284 


OVARC 1000208 


F-OVARC1 000208 


532 


R-OVARC1 000208 


1285 


OVARC1 000255 


F-OVARC1 000255 


533 


R-OVARC1 000255 


1286 


OVARC1 000275 


F-OVARC1 000275 


534 


R-OVARC1 000275 


1287 


OVARC1 000298 


F-OVARC1 000298 


535 


R-OVARC1 000298 


1288 


OVARC1 000307 


F-OVARC1 000307 


536 


R-OVARC1 000307 


1289 


OVARC1000313 


F-OVARC1000313 


537 


R-OVARC1000313 


1290 


OVARC1 000331 


F-OVARC1 000331 


538 ! 


R-OVARC1 000331 


1291 


OVARC1 000410 


F-OVARC 1000410 


539 


R-OVARC1 000410 


1292 


OVARC1 000439 


F-OVARC 1000439 


540 


R-OVARC1 000439 


1293 


OVARC1 000467 


F-OVARC1 000467 


541 


R-OVARC1 000467 


1294 


OVARC1 000529 


F-OVARC1 000529 


542 


R-OVARC1 000529 


1295 


OVARC1 000553 


F-OVARC 1000553 


543 


R-OVARC1 000553 


1296 


OVARC1 000775 


F-OVARC1 000775 


544 


R-OVARC1 000775 


1297 


OVARC1 000811 


F-OVARC1 000811 


545 


R-OVARC1 000811 


1298 


OVARC1 000853 


F-OVARC1 000853 


546 


R-OVARC1 000853 


1299 


OVARC1 000873 


F-OVARC1 000873 


547 


R-OVARC1 000873 


1300 


OVARC1000916 


F-OVARC1000916 


548 


R-OVARC1000916 


1301 


OVARC1 000956 


F-OVARC1 000956 


549 


R-OVARC1 000956 


1302 


OVARC1 000995 


F-OVARC1 000995 


550 


R-OVARC1 000995 


1303 


OVARC1001030 


F-OVARC1001030 


551 


R-OVARC1001030 


1304 


OVARC1001049 


F-OVARC1001049 


552 


R-OVARC1001049 


1305 


OVARC1001086 


F-OVARC1001086 


553 


R-OVARC1001086 


1306 


OVARC1001132 


F-OVARC1001132 


554 


R-OVARC1 001132 


1307 


OVARC 1001 163 


F-OVARC1001163 


555 


R-OVARC1 001163 


1308 


OVARC1001222 


F-OVARC1001222 


556 


R-OVARC1001222 


1309 


OVARC1001260 


F-OVARC1001260 


557 


R-OVARC1001260 


1310 


OVARC1001336 


F-OVARC1001336 


558 


R-OVARC1001336 


1311 


OVARC1001338 


F-OVARC1001338 


559 


R-OVARC1001338 


1312 


OVARC1001569 


F-OVARC1001569 


560 


R-OVARC1001569 


1313 


OVARC1001570 


F-OVARC1001570 


561 


R-OVARC1001570 


1314 


OVARC1001596 


F-OVARC1001596 


562 


R-OVARC1001596 


1315 


OVARC1001607 


F-OVARC1001607 


563 


R-OVARC1001607 


1316 


OVARC1001725 


F-OVARC1001725 


564 


R-OVARC1001725 


1317 


OVARC1001727 


F-OVARC1001727 


565 


R-OVARC1001727 


.1318 


OVARC1001807 


F-OVARC1001807 


566 


R-OVARC1001807 


1319 


OVARC1001833 


F-OVARC1001833 


567 


R-OVARC1001833 


1320 


OVARC1001952 


F-OVARC1001952 


568 






OVARC1001991 


F-OVARC1001991 


569 


R-OVARC1001991 


1321 


OVARC1 002058 


F-OVARC1 002058 


570 


R-OVARC1 002058 


1322 


OVARC1002178 


F-OVARC1002178 


571 


R-OVARC1002178 


1323 


PLACE 1000033 


F-PLACE1 000033 


572 


R-PLACE1 000033 


1324 


PLACE 1000231 


F-PLACE1 000231 


573 


R-PLACE1 000231 


1325 


PLACE 1000258 


F-PLACE1 000258 


574 


R-PLACE1 000258 


1326 


PLACE 1000442 


F-PLACE1 000442 


575 


R-PLACE1 000442 


1327 
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Table 1 (continued) 



Correspondence between names of clone and the sequence name, and the SEQ ID. 


Name of clone 


Name of 5'-sequence 


SEQ ID 


3 Name of 3'-sequence 


SEQ ID 


PLACE 1000560 


F-PLACE1 000560 


576 


R-PLACE1 000560 


1328 


PLACE 1000740 


F-PLACE1 000740 


577 


R-PLACE1 000740 


1329 


PLACE 1000907 


F-PLACE1 000907 


578 






PLACE 1000912 


F-PLACE1000912 


579 


R-PLACE1000912 


1330 


PLACE 1000914 


F-PLACE1000914 


580 


R-PLACE1000914 


1331 


PLACE 1000927 


F-PLACE1 000927 


581 


R-PLACE1 000927 


1332 


PLACE 1000986 


F-PLACE1 000986 


582 


R-PLACE1 000986 


1333 


PLACE1001016 


F-PLACE1001016 


583 


R-PLACE1001016 


1334 


PLACE 1001100 


F-PLACE1001100 


584 


R-PLACE1001100 


1335 


PLACE 1001114 


F-PLACE1001114 


585 


R-PLACE1001114 


1336 


PLACE 1001123 


F-PLACE1001123 


586 


R-PLACE1001123 


1337 


PLACE 1001183 


F-PLACE1001183 


587 


R-PLACE1001183 


1338 


PLACE 1001229 


F-PLACE1001229 


588 


R-PLACE1 001229 


1339 


PLACE 1001231 


F-PLACE1 001231 


589 


R-PLACE1001231 


1340 


PLACE 1001340 


F-PLACE1 001340 


590 


R-PLACE1001340 


1341 


PLACE1001401 


F-PLACE1 001401 


591 


R-PLACE1 001401 


1342 


PLACE 1001407 


F-PLACE1 001407 


592 


R-PLACE1 001407 


1343 


PLACE 1001464 


F-PLACE1 001464 


593 


R-PLACE1 001464 


1344 


PLACE1 001500 


F-PLACE1 001500 


594 


R-PLACE1 001500 


1345 


PLACE1001516 


F-PLACE1001516 


595 


R-PLACE1001516 


1346 


PLACE1001536 


F-PLACE1001536 


596 


R-PLACE1001536 


1347 


PLACE 1001564 


F-PLACE1001564 


597 


R-PLACE1001564 


1348 


PLACE 1001655 


F-PLACE1001655 


598 


R-PLACE1001655 


1349 


PLACE 1001788 


F-PLACE1001788 


599 


R-PLACE1001788 


1350 


PLACE1001795 


F-PLACE1001795 


600 


R-PLACE1001795 


1351 


PLACE1001836 


F-PLACE1001836 


601 


R-PLACE1001836 


1352 


PLACE 1001918 


F-PLACE1001918 


602 


R-PLACE1001918 


.1353 


PLACE 1001949 


F-PLACE1001949 


603 


R-PLACE1001949 


1354 


PLACE 1002080 


F-PLACE1 002080 


604 


R-PLACE1 002080 . 


1355 


PLACE 1002095 


F-PLACE1 002095 


605 


R-PLACE1 002095 


1356 


PLACE 1002153 


F-PLACE1002153 


606 


R-PLACE1002153 


1357 


PLACE 1002329 


F-PLACE1 002329 


607 


R-PLACE1 002329 


1358 


PLACE 1002355 


F-PLACE1 002355 


608 


R-PLACE1 002355 


1359 


PLACE1 002374 


F-PLACE1 002374 


609 


R-PLACE1 002374 


1360 


PLACE 1002518 


F-PLACE1002518 


610 


R-PLACE1002518 


1361 


PLACE 1002547 


F-PLACE1 002547 


611 


R-PLACE1 002547 


1362 


PLACE 1002726 


F-PLACE1 002726 


612 


R-PLACE1 002726 


1363 


PLACE 1002905 


F-PLACE1 002905 


613 


R-PLACE1 002905 


1364 


PLACE 1002911 


F-PLACE1 002911 


614 


R-PLACE1 002911 


1365 


PLACE 1002967 


F-PLACE1 002967 


615 


R-PLACE1 002967 


1366 


PLACE 1003135 


F-PLACE1003135 


616 


R-PLACE1003135 


1367 


PLACE1003163 


F-PLACE1003163 


617 


R-PLACE1003163 


1368 


PLACE 1003407 


F-PLACE1 003407 


618 


R-PLACE1 003407 


1369 


PLACE 1003428 


F-PLACE1 003428 


619 


R-PLACE1 003428 


1370 


PLACE1 003438 


F-PLACE1 003438 


620 


R-PLACE1 003438 


1371 


PLACE 1003460 


F-PLACE1 003460 


621 


R-PLACE1 003460 


1372 


PLACE 1003529 


F-PLACE1 003529 


622 


R-nnnnnnnnnnnn 


1373 


PLACE 1003573 


F-PLACE1 003573 


623 


R-PLACE1 003573 


1374 
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Table 1 (continued) 



Correspondence between names of clone and the sequence name, and the SEQ ID. 


Name of clone 


Name of 5'-sequence 


SEQ ID 


3 Name of 3'-sequence 


SEQ ID 


PLACE 1 003598 


F-PLACE1 003598 


624 


R-PLACE1 003598 


1375 


PLACE1 003644 


F-PLACE1 003644 


625 


R-PLACE1 003644 


1376 


PLACE 1003737 


F-PLACE1 003737 


626 


R-PLACE1 003737 


1377 


PLACE 1003772 


F-PLACE1 003772 


627 


R-PLACE1 003772 


1378 


PLACE 1003839 


F- PLACE 1003839 


628 


R-PLACE1 003839 


1379 


PLACE 1003845 


F- PLACE 1003845 


629 


R-PLACE 1003845 


1380 


PLACE 1003 852 


F-PLACE1 003852 


630 


R-PLACE 1003852 


1381 


PLACE 1004028 


F-PLACE1 004028 


631 


R-PLACE1 004028 


1382 


PLACE 1004078 


F-PLACE1 004078 


632 


R-PLACE1 004078 


1383 


PLACE1004166 


F-PLACE1004166 


633 


R-PLACE1004166 


1384 


PLACE 1004168 


F-PLACE1004168 


634 


R-nnnnnnnnnnnn 


1385 


PLACE1004199 


F-PLACE1004199 


635 


R-PLACE1004199 


1386 


PLACE 1004279 


F- PLACE 1004279 


636 


R-PLACE1 004279 


1387 


PLACE 1004282 


F-PLACE1 004282 


637 


R-PLACE1 004282 


1388 


PLACE 1004305 


F-PLACE1 004305 


638 


R-PLACE1 004305 


1389 


PLACE 1004441 


F-PLACE1 004441 


639 


R-PLACE1 004441 


1390 


PLACE 1004450 


F-PLACE1 004450 


640 


R-PLACE1 004450 


1391 


PLACE 1004482 


F-PLACE1 004482 


641 


R-PLACE1 004482 


1392 


PLACE 1004492 


F- PLACE 1004492 


642 


R-PLACE1 004492 


1393 


PLACE 1004519 


F-PLACE1004519 


643 


R-PLACE1004519 


1394 


PLACE 1004520 


F-PLACE1 004520 


644 


R-PLACE1 004520 


1395 


PLACE 1004630 


F-PLACE1 004630 


645 


R-PLACE1 004630 


1396 


PLACE 1004637 


F-PLACE1 004637 


646 


R-PLACE1 004637 


1397 


PLACE 1004648 


F- PLACE 1004648 


647 


R-PLACE1 004648 


1398 


PLACE 1004816 


F-PLACE1004816 


648 


R-PLACE1004816 


1399 


PLACE 1004887 


F-PLACE1 004887 


649 


R-PLACE1 004887 


1400 


PLACE 1005003 


F-PLACE1 005003 


650 


R-PLACE1 005003 


1401 


PLACE 1005005 


F-PLACE1 005005 


651 


R-PLACE1 005005 


1402 


PLACE 1005031 


F-PLACE1 005031 


652 


R-PLACE1 005031 


1403 


PLACE 1005239 


F- PLACE 1005239 


653 


R-PLACE1 005239 


1404 


PLACE 1 005250 


F- PLACE 1005250 


654 


R-PLACE1 005250 


1405 


PLACE 1005383 


F-PLACE1 005383 


655 


R-PLACE1 005383 


1406 


PLACE 1005410 


F-PLACE1 005410 


656 


R-PLACE1 005410 


1407 


PLACE 1005426 


F-PLACE1 005426 


657 


R-PLACE1 005426 


1408 


PLACE 1005519 


F-PLACE1005519 


658 


R-PLACE1005519 


1409 


PLACE 1005539 


F-PLACE1 005539 


659 


R-PLACE1 005539 


1410 


PLACE 1005544 


F-PLACE1 005544 


660 


R-PLACE1 005544 


1411 


PLACE 1005569 


F-PLACE1 005569 


661 


R-PLACE1 005569 


. 1412 


PLACE 1005601 


F-PLACE1 005601 


662 


R-PLACE1 005601 


1413 


PLACE 1005660 


F-PLACE1 005660 


663 


R-PLACE1 005660 


1414 


PLACE 1005669 


F-PLACE1 005669 


664 


R-PLACE1 005669 


1415 


PLACE 1005682 


F-PLACE1 005682 


665 


R-PLACE1 005682 


1416 


PLACE 1005725 


F-PLACE1 005725 


666 


R-PLACE1 005725 


1417 


PLACE 1005736 


F-PLACE1 005736 


667 


R-PLACE1 005736 


1418 


PLACE 1005745 


F-PLACE1 005745 


668 


R-PLACE1 005745 


1419 


PLACE 1005768 


F-PLACE1 005768 


669 


R-PLACE1 005768 


1420 


PLACE1005815 


F-PLACE1005815 


670 


R-PLACE1005815 


1421 


PLACE 1005878 


F-PLACE1 005878 


671 


R-PLACE1 005878 


1422 



17 



EP 1 130 094 A2 



Table 1 (continued) 

Correspondence between names of clone and the sequence name, and the SEQ ID. 



Name of clone 


Name of 5' -sequence 


SEQ ID 


3 Name of 3'-sequence 


SEQ ID 


PLACE 1005927 


F-PLACE1 005927 


672 


R-PLACE1 005927 


1423 


PLACE 1006071 


F-PLACE1 006071 


673 


R-PLACE1 006071 


1424 


PLACE 1006073 


F-PLACE1 006073 


674 


R-PLACE1 006073 


1425 


PLACE 1006079 


F-PLACE1 006079 


675 


R-PLACE1 006079 


1426 


PLACE 1006093 


F-PLACE1 006093 


676 


R-PLACE1 006093 


1427 


PLACE 1006208 


F-PLACE1 006208 


677 


R-nnnnnnnnnnnn 


1428 


PLACE 1006219 


F-PLACE1006219 


678 


R-PLACE1006219 


1429 


PLACE 1006277 


F-PLACE1 006277 


679 


R-PLACE1 006277 


1430 


PLACE 1006290 


F-PLACE1 006290 


680 


R-PLACE1 006290 


1431 


PLACE 1006443 


F-PLACE1 006443 


681 


R-PLACE1 006443 


1432 


PLACE 1006515 


F-PLACE1006515 


682 


R-PLACE1006515 


1433 


PLACE 1006716 


F-PLACE1006716 


683 


R-PLACE1006716 


1434 


PLACE 1006786 


F-PLACE1 006786 


684 


R-PLACE1 006786 


1435 


PLACE 1006809 


F-PLACE1 006809 


685 


R-PLACE1 006809 


1436 


PLACE 1006959 


F-PLACE 1006959 


686 


R-PLACE1 006959 


1437 


PLACE 1007028 


F-PLACE1 007028 


687 


R-PLACE1 007028 


1438 


PLACE 1007040 


F-PLACE1 007040 


688 


R-PLACE1 007040 


1439 


PLACE 1007077 


F-PLACE1 007077 


689 


R-PLACE1 007077 


1440 


PLACE 1007081 


F-PLACE1 007081 


690 


R-PLACE1 007081 


1441 


PLACE 1007096 


F-PLACE1 007096 


691 


R-PLACE1 007096 


1442 


PLACE 1007296 


F-PLACE1 007296 


692 


R-PLACE1 007296 


1443 


PLACE 1007591 


F-PLACE1 007591 


693 


R-PLACE1 007591 


1444 


PLACE1 007626 


F-PLACE1 007626 


694 


R-PLACE1 007626 


1445 


PLACE 1007702 


F-PLACE1 007702 


695 


R-PLACE1 007702 


1446 


PLACE1 007845 


F-PLACE1 007845 


696 


R-PLACE1 007845 


1447 


PLACE1 007881 


F-PLACE1 007881 


697 


R-PLACE1 007881 


1448 


PLACE 1007971 


F-PLACE1 007971 


698 


R-PLACE1 007971 


1449 


PLACE 1008282 


F-PLACE1 008282 


699 


R-PLACE1 008282 


1450 


PLACE 1008297 


F-PLACE1 008297 


700 


R-PLACE1 008297 


1451 


PLACE 1008359 


F-PLACE1 008359 


701 


R-PLACE1 008359 


1452 


PLACE 1008469 


F-PLACE1 008469 


702 


R-PLACE1 008469 


1453 


PLACE 1008549 


F-PLACE1 008549 


703 


R-PLACE1 008549 


1454 


PLACE 1008657 


F-PLACE1 008657 


704 


R-PLACE1 008657 


1455 


PLACE 1008716 


F-PLACE1008716 


705 


R-PLACE1008716 


1456 


PLACE 1008744 


F-PLACE1 008744 


706 


R-PLACE1 008744 


1457 


PLACE 1008984 


F-PLACE1 008984 


707 


R-PLACE1 008984 


1458 


PLACE 1008985 


F-PLACE 1008985 


708 


R-PLACE1 008985 


1459 


PLACE 1009067 


F-PLACE1 009067 


709 


R-PLACE1 009067 


1460 


PLACE 1009196 


F-PLACE1009196 


710 


R-PLACE1009196 


1461 


PLACE 1009279 


* F-PLACE1 009279 


711 


R-PLACE1 009279 


1462 


PLACE 1009527 


F-PLACE1 009527 


712 


R-PLACE1 009527 


1463 


PLACE 1009546 


F-PLACE 1009546 


713 


R-PLACE1 009546 j 


1464 


PLACE 1009600 


F-PLACE1 009600 


714 


R-PLACE1 009600 


1465 


PLACE 1009735 


F-PLACE1 009735 


715 


R-PLACE1 009735 


1466 


PLACE 1009982 


F-PLACE1 009982 


716 


R-nnnnnnnnnnnn 


1467 


PLACE1010011 


F-PLACE1010011 


717 


R-PLACE1010011 


1468 


PLACE1010078 


F-PLACE1010078 


718 


R-PLACE1010078 


1469 


PLACE1010081 


F-PLACE1010081 


719 


R-PLACE1010081 


1470 
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Table 1 (continued) 

Correspondence between names of clone and the sequence name, and the SEQ ID. 



in an it? ui i^iunt? 


INdHlc UI O iJcLJUcl ILc 


oca in 

OCU IU 


^ Mamp Af ^'-cpnnpnre 

O IMallltr \J\ O oCLjutllL/C 


SEQ ID 


di arc inmoKi 
rLAL/b lUlU^Ol 


r-r LAL/bl Ul U^Ol 


70A 


D Dl Ar^cininoRl 
n-r LAL/bl Ul U<£01 


1 A71 
1 4/ 1 


DI A^CH AH r\AAC 

r LAL/bl 01 U440 


r-r LA L»b 1U1 U440 


f £\ 


D Dl Ar*C1 A1 A/I vIC 
n-r LAL/bl Ul U440 


H A 70 
1 4/ d 


DI Arc H nH 07^ O 

rLAUb lUlU/lo 


C DI ArCHAHA7HO 

r-rLAL/bl Ul U/l 0 


■700 ' 


D DJ AAC1A1A710 
n-r LAL/bl Ul U/lO 


■i A71 
1 4/ O 


Dl A^C HAHA7Q/I 

rLAL/b 1U1U/o4 


C DI ArCHAHA7D./1 

r-rLAL/b 1 Ul U/o4 


700 


D Dl Ar»C1A1A7Q/l 
n-rLAL/bl Ul U/o4 


A A7A 

14/4 


rLAL/b iviVod/ 


C Dl APCininQ07 

r-rLAL/bl Ul Uo^/ 


70A 


n-rLALt l Ul \Jod/ 


1 /17C 
1 4/0 


di Arc Hn^nnco 
rLAL/b lUlUybo 


C Dl ArCHAHAOCQ 

r-r LA L»bl Ul Uybo 


70C 

/do 


D Dl ArCHAHAQCQ 

n-r LAL/bl Ul Uybo 


H A7CZ 

1 4/b 


di Arc 4 flH1 n/ic 
HLAL/b lull 045 


C Dl ArCHAHHA/IC 

r-r LA Ubl Ull U4o 


726 


D Dl ArCHAHHA/IC 

n-r LAL/bl Ull U40 . 


H A77 
14/ / 


r LAL/bl Ullllb 


r-r LA L/bl Ull lib 


707 
Id/ 


n-rLAL/blUllllb 


1 4/0 


di Arcin-mQi 


c di ArcmiiiQi 
r-r LA L/bl Ulll ol 


70Q 






DI ArCHAHHOOC 

r LAL/bl Ull*£ob 


C Dl ArClftHOQft 

r-rLAL/bl Ull^ob 


70Q 

/dy 


n-r LAL/ b 1 U 11 *iob 


1/1 7Q 

1 4/y 


DI Arc H AH 1 OC5/I 

rLAUt lUllob4 


C Dl ArC1Ai1<Jft>1 
r-rLAL/bl Ul 1 ob4 


70 A 


n-r LAL/bl Ullob4 


H / on 
1 4oU 


DI ArC H AHH/IA7 

rLAL/b l U114U/ 


C Dl ArCHAHH/IA7 

r-r LAL/bl U114U/ 


70 H 

/ol 


Q Dl ArCHA"M>1A7 

n-r LAL/bl U114U/ 


H /I Q H 

1 4ol 


DI ArCHAHHCHC 

r LAL/bl Ull 01 b 


C Dl ArCHAHHCHC 

r-r LA L/bl Ull Dl b 


70 O 

/od 


□ Dl AOCHA11KHR 
n-r LA L/bl Ul 1010 


1 4o^ 


DI AOC i m 1 7no 
rLAL/b lUll/Uo 


C Dl AACirt117nQ 

r-rLAL/blUll /Uo 


70 O 

/oo 


D Dl Af^CI.AII^nQ 

n-r LAL/bl Ull /Uo 


i /1QO 

1 4oo 


DI Ar^C ■! ah 1 ROA 


r-r LML»bl Ull 0^4 


/ 04 


n di Apcmiifl5/i 
n-rLMOc 1 u 1 1 o^*t 


i AAA 

1 H-0*f 


di Arc h ah h 070 
rLAL/b lUliy/o 


C Dl Amni1Q7Q 
r-rLAL/bl Ull y /o 


7Q K 
/OO 


Q di Ar*C"inii07n 
n-r LA L/bl Ull y/O 


H /QC 

1 4oO 


r LAL/b^UUUll o 


c di APConnnnQ 

r-rLAL»b^UUUl 1 0 


/ Ob 


p di Arconnnnfl 

n-rLMUt^UUUl 1 0 


1 ARR 
1 4O0 


DI ArCOAAAOHA 

r LAL/b^iOUU^l y 


C Dl ArCOAAAOHO 

r-rLAL/biiUUU^l y 


70 7 

/oY 


□ Dl ArCOAAAOHO 

n-r LAL/b«tUUU/il y 


H /1Q7 
1 4o/ 


DI ArCOAAAHQH 

r LAL/boOUU 1 0 1 


C Dl ArCOAAAHQH 

1 — rLAL/boUUUl ol 


70 0 
/oo 


P Dl Ar COAAAH Q H • 

n-r LAL* boUUUl ol 


•i AQQ 

1 4oo 


DI ArCOAAAOHO 

r LAL/boUUU<£l 0 


C Dl ArCOAAAOHO 

r-rLAL/boUUU^l 0 


70Q 

/oy 


P Dl ARCOAAAOHO 

n-r LAL/boUUU^lo 


i4oy 


DI ArOtAAAOOl 

rLAL/b4UUUo04 


C Dl ArC/1AAAOC/l 

r - r LAL» b4UUUo04 


7^ A 

/ 4U 


p di A^C/i nnnQR/i 
n-r LAL/b4UUUo04 


i. /IQA 

1 4yu 


DI ArC^AAA/lCC 

rLAL/b4UUU400 


C Dl ArC/tAAAjlEC 

r-r LAO b4UUU400 


7 A i 
1 41 


P Dl ARC/IAAA/IKC 
n-r LAL/b4UUU400 


1 4yi 


Cl^MMf^H AAAAA/1 

oMNMOl UUUUU4 


C Cl^MKil^l AAAAA/I 

r-or\ IVIIVIL/I UUUUU4 


7/1 0 
/*+d 






OI/AIIUir H AAAAH A 

btvNIvlL/l UUUU 14 


C CI/MMA1 AAAA1 /I 

r-oftlNMO 1 UUUU14 


7A1 
/4o 






Cl/MMPH AAAAOO 

otvINIML/l UUUUob 


C Ol/'Mfcdr H AAAAQO 

r-oKlNivlL/l UOOUoZ 


7>l yl 

/ 44 






TUVDAH AAAAOC 

1 nYHU 1 UUUUob 


C TUIVD)r»H AAAAOC 

r- 1 MYnUl UUUUob 


7 A C 

/ 4o 


C* TUVDH1 AAAAOC 

n- \ MYnUl UUUUob 


H / OO 


1 MYMUlUUUUbl 


r-lni hUl UUUUbl 


7/1 ft 

/4b 


P TUVPH1 AAAAA1 

n- 1 n Y nU 1 UUUUb 1 


1 4yo 


1 n y nu 1 uuuuyy 


r- 1 n y mlm uuuuyy 


7i47 
/4/ 


P TI-IVRPi1 AAAAAQ 

n-ini nL» 1 uuuuyy 


1 AQA 

1 4y4 


TUVDA-f AAAH AC 

1 ninu luuuiyb 


r-lni nUl uuui yb 


7/1 Q 
/ 40 


P TWVROi AAA1 O.C 

n- 1 n Y n\j 1 uuui yb 


1 4yo 


TUVDHH AAA/ A A 

1 nYHU 1UUU4UU 


C TUVDAH AAA/1 AA 

r- I HYnUlUUU4UU 


7/1 A 

/4y 


P TUVDrt H AAA/1 AA 

n-IMY HU 1 UUU4UU 


i. AQR 

1 4yb 


TUVDAi AAACQA 

1 MYMUlUUUOoU 


C TI-IVQPM AAACQA 

r- I nYMUl UUU00U 


7CA 
/OU 


P TUIVPPH AAAKOA 

n-IMY nU 1 UUUOoU 


i /1Q7 

1 4y / 


Tl— 1 VCtr» H A AAC Q A 

1 MYMU lUUU0o4 


r-IHY nLH UUUOo4 


7Ki 
/Ol 


P TMVOni AAAKQ/1 

n- 1 n Y nU 1 UUU004 


H /IQQ 

1 4yo 


Tuvnr^i aaacvq 
1 ninuiuuuD/o 


r- 1 n t r\\Ji uuuo/o 


7EO 
/Od 


n- 1 n T r\\j 1 uuud/o 


1 AQQ 


l M Y ML) 1 UUU/ /b 


c TUVQnmnn77R 
p-iriT nvJi uuu / /b 


7EO 
/OO 


n-IMY MU 1 uuu / / b 


1 eon 
I ouu 


1 n y mlj 1 uuu / yo 


r- 1 n y mlm uuu/yo 


/ 04 


n- 1 m t mu 1 uuu/yo 


1 CA1 
i OU I 


TWVDOi AAAQ/1C 

1 MYMUlUUUo4b 


C TMVQA1 AAAQ./1C 

r- 1 n Y nUl UUUo4b 


7EK 
/OO 


M- 1 M Y MLI 1 UUUO40 


1 £AO 
I OU^ 


TUVCJOI AAAQCC 

1 MYMUlUUUobb 


r- 1 nYnvJIUUUobb 


7CR 

/Ob 


M- 1 M Y MU 1 UUUObb 


1 «;aq 
1 ouo 


1 MYMLnuuuyob 


C Tl-IVPr^*l AAAQER 

r- 1 n y nui uuuyob 


7^7 
/O/ 


m- 1 m y nu 1 uuuyob 


1 OU4 


THYR0 1000964 


F-THYROi 000964 


758 


R-THYR01 000964 


1505 


THYR01 000999 


F-THYR01 000999 


759 


R-THYR01 000999 


1506 


THYRO1001063 


F-THYRO1001063 


" 760 


R-THYRO1001063 


1507 


THYRO1001071 


F-THYRO1001071 


761 


R-THYRO1001071 


1508 


THYR01001102 


F-THYRO1001102 


762 


R-THYRO1001102 


1509 


THYRO1001113 


F-THYRO1001113 


763 


R-THYR01 001113 


1510 


THYRO1001128 


F-THYRO1001128 


764 


R-THYRO1001128 


1511 


THYRO1001205 


F-THYR0 100 1205 


765 


R-THYRO1001205 


1512 


THYRO1001237 


F-THYRO1001237 


766 


R-THYRO1001237 


1513 


THYRO1001242 


F-THYRO1001242 


767 


R-THYRO1001242 


1514 
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Table 1 (continued) 



; Correspondenc 


e between names of clone and the 


sequence name, and the SEQ ID, 


Name of clone 


Name of 5'-sequence 


SEQID 


3 Name Of 3'-<;pniJpnrf» 


opn in 


THYR01 nm pfiR 

i i i i 1 iv I UU l ^DO 

THYRnmm 
* 1 1 » nu i uu i / 


F-THYRO1001266 


768 


R-THYRH1 nm 

1 1 mii nu i uu i £.00 


1515 


F-THYRO1001327 


769 


R-THYRH1 nm Q07 

n 1 n 1 nu 1 UU I o£ / 


1516 


THYR0 1 nm arr 


F-THYRO1001456 


770 


R-TH YR0 1 nm / c;r 
n i ni nu I uu 1 400 


1517 


THYRni nn 1/1 K7 

i i i T nu \ uu \ ho/ 


F-THYRO1001457 


771 


R-THYRninm a«;7 

' • 1 n 1 nu 1 uu 1 *fO/ 


1518 


THYRnmni>i7i 
i n I riv i uu 1*4/ i 


F-THYRO1001471 


772 


R-THYROi nm/171 
n i ni nu wuih/ I 


1519 


THYRnmn 147ft 
i n I nu i uu I h / o 


F-THYRO1001478 


773 


R.TI-IVRr^H CiCkl A~7Q 
n-| nTnUlL)U14/o 


1520 


THYROi nm aqx 
i n T nu i uu 1 h yo 


F-THYR0 100 1495 


774 


n i n t nu i uui 4yo 


1521 


THVRH1 nm coo 
i n t nu i uu 1 o^o 


F-THYRO1001523 


775 


R-THYRH1 nm zoi 
11 Piii nu 1 uu 1 Oco 


W CAA 


THYRH1 nm wo 
i n t nu i uu i ozy 


F-THYRO1001529 


776 


R-THYROi nm coo 
n 1 n T nu 1 uu 1 O^y 


1523 


THYROI nm rq*5 

i i i i I iU I uu i Oijo 


F-THYR01 001593 


777 


R-THYRH1 nniCQQ 
n iiir nu \ uu i oyj 


1524 


THYRomm Rnft 

i 1 1 i nu i uu i duo 


F-THYRO1001608 


778 


n i n 1 nu I uu l DUo 


1525 


THYRH1 nm fiAi 
i r i i nu \ uu I Oh 1 


F-THYRO1001641 


779 


R-THYR01 nm «/i 1 
n i r i i nu i uu l 1 


1526 


THYRni nm 7nn 

• n t nu i uu 1 / UU 


F-THYRO1001700 


780 


R -THYRni nm 7nn 
1 it 1 n 1 nu 1 uu l /uu 


1527 


THYRnmm 7no 
Mii nu i uu I / Kjc. 


F-THYRO1001702 


781 


R-THYRD1 nm 7no 
n i n t nu I uu l / U*i 


1528 


THYR0 1 nm 70c 
i i i i nu i uu I / £.0 


F-THYRO1001725 


782 


R-THYRnmm 7ok 

> ■ 1 m 1 nu 1 uu 1 / 


1529 


THYRn 1 nm 77n 

i ri i nu i uu l / / u 


F-THYRO1001770 


783 


R-THYRH1 nm 77n 
n inTriuiuui//U 


1530 


THYRDmmftn^ 

i i i i nu i uu I ouo 


F-THYRO1001803 


784 


R-THYRH1 nn*i ono 
n 1 n T nu 1 uu l 0U0 


1531 


i / \Jr\r\ f UUUUOU 


F-Y79AA1 000030 


785 


R-Y7QAA1 nnnnon 

n- 1 / anM I UUUUoU 


1532 


Y7QA A 1 nnm 07 

I / <Jr\f\ | UUU 1 «;/ 


F-Y79AA1 000127 


786 


R-Y7QAA1 nnm 07 
n*r t / »/\M 1 uuui £ f 


1533 


Y7QA A 1 nnnon7 

T / c7rVM | UUU^U / 


F-Y79AA1 000207 


7ft7 

tot 


n V/7A* A J A A AAA -T 

R-Y79AA1 000207 


1534 


Y7Q A A 1 nnno^R 


F-Y79AA1 000226 


788 


R-Y7QA A1 nnnooc 
n t /y/\/\ i uuu^^b 


1535 


Y/9AA1 000270 


F-Y79AA1 000270 


789 


R-Y7QAA 1 nnno7n 


1536 


Y7QAA 1 nnndOR 

I / 3ttn I UUUHtiD 


F-Y79AA1 000426 


790 


R-Y7QAA1 nnnyioc 
n-T /y/\MiuuU4tb 


1537 


Y7Q A A 1 nnn*;o 1 

I / I UUUOci l 


F-Y79AA1 000521 


791 


R-Y7QA A1 nnncoi 
n- t /y/\Mi UUuo^i 


1538 


Y7QA A 1 nnn7cn 

I / ann 1 UUU / O U 


F-Y79AA1 000750 


792 


R-Y7QA A i nnn7cn 
n-T /y/\M 1 uuu/oU 


1539 


Y7QA a 1 nnn77ft 

I / *3r\r\ I UUU / / D 


F-Y79AA1 000776 


793 


R-Y7QAA1 nnn77c 
n- t / y/\M 1 uuu / / b 


1540 


Y7QAA1 nnn777 

• / ann I UUU / / / 


F-Y79AA1 000777 


794 


R-Y7QAA1 nnn777 
n- t / jMM r UUU / / / 


1541 


Y7QAA1 nnn«7ft 

i / <3r\r\ I UUUO / D 


F-Y79AA1 000876 


795 


R-Y7QAA1 nnnQ7c 
n-T / y/\Mi uuuo/b 


1542 


Y7QAA1 nnnapo 


F-Y79AA1 000888 


796 




Y7QA A 1 nnnQKo 
i fnf\f\ i uuuyoy 


F-Y79AA1 000959 


797 


R-Y7QAA1 nnnoco 
n- t / yMM i uuuyoy 


1543 


V7QA A1 nnnoc7 
T /y/\Miuuuyb/ 


F-Y79AA1 000967 


798 


R V7Q A A H r»r»r»ooT 
n-Y/yAAi 000967 


1544 


Y7QAA1 nm m q 

t / c7r\M | UU 1 U I O 


F-Y79AA1 00101*} 


7QQ 

/yy 


H-Y79AA1001013 


1545 


Y7QA A1 nm ncc 
t /yrtMl UU 1 UOb 


F-Y79AA1001056 


800 


R-Y7QAAinmnt;R 

n • / <Jnn 1 UU 1 UOO 


1546 


Y /9AAi001062 


F-Y79AA1001062 


801 


R-Y7QAA1 nm n«o 

n* T / SHtt I UU I ub^ 


1547 


Y79AA100inQn 

• » onn i vv I UvJU 


F-Y79AA1001090 


802 


R-Y7QAA1 nm nan 
n t / »rtr\ i uu 1 uy u 


1548 


Y7QAA1 nnioio 


F-Y79AA1001212 


803 


R-V7QA Ai nnn 0 
n-T / y/vA 1 uu 1 £i ^ 


1549 


Y7QAA1 nm 


F-Y79AA1001264 


804 


R-Y7QAA1 nm or/ 
n t / y/vAi uu 1 c.o*+ 


1550 


Y7QA A1 nm 97o 

I / \Jr\r\ I UU \c.l c. 


F-Y79AA1001272 


805, 


R-Y7QAAinm 070 

n T / IUU tL 


1551 


Y7QAA1 nm ^9P 


F-Y79AA1001328 


806 


R-Y79AA1001328 


1552 


Y7QAA1 nm 4o« 


F-Y79AA1001426 


807 


R-Y79AA1001426 


1553 


Y79AA1001427 


F-Y79AA1001427 


808 




Y79AA1 001430 


F-Y79AA1001430 


809 


R-Y79AA1 001430 


1554 


Y79AA1 001523 


F-Y79AA1001523 


810 


R-Y79AA1001523 


1555 


Y79AA1 001530 


F-Y79AA1001530 


811 


R-Y79AA1 001530 


1556 


Y79AA1 001592 


F-Y79AA1 001592 


812 


R-Y79AA1001592 


1557 


Y79AA1001727 


F-Y79AA1001727 


813 


R-Y79AA1001727 


1558 


Y79AA1001787 


F-Y79AA1001787 


814 


R-Y79AA1001787 


1559 


Y79AA1001793 


F-Y79AA1001793 


815 
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Table 1 (continued) 



5 



10 



20 



Correspondence between names of clone and the sequence name, and the SEQ ID. 


Name of clone 


Name of 5'-sequence 


SEQ ID 


3 Name of 3'-sequence 


SEQ ID 


Y79AA1001795 


F-Y79AA1001795 


816 


R-Y79AA1001795 


1560 


Y79AA1001799 


F-Y79AA1001799 


817 


R-Y79AA1001 799 


1561 


Y79AA1001803 


F-Y79AA1001803 


818 


R-Y79AA1001803 


1562 


Y79AA1001863 


F-Y79AA1001863 


819 


R-Y79AA1001863 


1563 


Y79AA1 002022 


F-Y79AA1 002022 


820 


R-Y79AA1 002022 


1564 


Y79AA1 002058 


F-Y79AA1 002058 


821 






Y79AA1002121 


F-Y79AA1002121 


822 


R-nnnnnnnnnnnn 


1565 


Y79AA1002129 


F-Y79AA1 002129 


823 


R-nnnnnnnnnnnn 


1566 


Y79AA1002213 


F-Y79AA1002213 


824 


R-Y79AA1002213 


1567 


Y79AA1 002334 


F-Y79AA1 002334 


825 


R-Y79AA1 002334 


1568 


Y79AA1 002373 


F-Y79AA1 002373 


826 


R-Y79AA1 002373 


1569 


Y79AA1 002376 


F-Y79AA1 002376 


827 


R-Y79AA1 002376 


1570 


Y79AA1 002378 


F-Y79AA1 002378 


828 


R-Y79AA1 002378 


1571 


Y79AA1 002381 


F-Y79AA1 002381 


829 


R-Y79AA1 002381 


1572 


NT2RP2006580 


F-NT2RP2006580 


2545 


R-NT2RP2006580 


2546 



The sequence name starting from "F" means the name of 5*-end sequence, and the sequence name starting from "R" 
means the name of 3'-end sequence. A blank indicates that the 3'-end sequence corresponding to the 5'-end sequence 
25 has not been determined in the clone. 

[0018] Furthermore, the present invention relates to the use of the above primers, as described below. 

(4) A polynucleotide which can be synthesized with the primer set of (2) or (3). 

(5) A polynucleotide comprising a coding region in the polynucleotide of (4). 
30 (6) A substantially pure protein encoded by polynucleotide of (4). 

(7) A partial peptide of the protein of (6). 

[0019] In addition, the present invention comprises a polynucleotide described below and a protein encoded by the 
polynucleotide. 

35 

(8) An isolated polynucleotide selected from the group consisting of 

(a) a polynucleotide comprising a coding region of the nucleotide sequence set forth in any one of the SEQ 
ID NOs in Table 370; 

40 (b) a polynucleotide comprising a nucleotide sequence encoding a protein comprising the amino acid sequence 

set forth in any one of the SEQ ID NOs in Table 370; 

(c) a polynucleotide comprising a nucleotide sequence encoding a protein comprising an amino acid sequence 
selected from the amino acid sequences set forth in the SEQ ID NOs in Table 370, in which one or more amino 
acids are substituted, deleted, inserted, and/or added, wherein said protein is functionally equivalent to the 

45 protein comprising said amino acid sequence selected from the amino acid sequences set forth in the SEQ 

ID NOs in Table 370; ' 

(d) a polynucleotide that hybridizes with a polynucleotide comprising a nucleotide sequence selected from the 
nucleotide sequences set forth in the SEQ ID NOs in Table 370, and that comprises a nucleotide sequence 
encoding a protein functionally equivalent to the protein encoded by the nucleotide sequence selected from 

so the nucleotide sequences set forth in the SEQ ID NOs in Table 370; 

(e) a polynucleotide comprising a nucleotide sequence encoding a partial amino acid sequence of a protein 
encoded by the polynucleotide of (a) to (d); 

(f) a polynucleotide comprising a nucleotide sequence with at least 70% identity to the nucleotide sequence 
set forth in any one of the SEQ ID NOs in Table 370. 

55 

(9) . A substantially pure protein encoded by the polynucleotide of (8). 

(10) An antibody against the protein or peptide of any one of (6), (7), and (9). 

(11) A vector comprising the polynucleotide of (5) or (8). 
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(12) A transformanl carrying the polynucleotide of (5) or (8), or the vector of (11) 

(1 3) A transformant expressively carrying the polynucleotide of (5) or (8), or the vector of (11 ) 

foln^ t Mt f0r r° dUCin9 the P rotein or P e P tide of a "V one of (6), (7), and (9), comprising culturing the trans- 
formant of (13) and recovenng the expression product 

i 1 r 5 .^nn!? 0 1 U H C ' e ° tide C ° mprisin9: the nucleotide ^t forth in any one of the SEQ ID NOs in Table 370 

colli t= fTT* COmplementar y t0 the complementary strand thereof, wherein said oligonucleotide 
comprises 1 5 nucleotides or more. 

(1 6) Use of the oligonucleotide of (1 5) as a primer for synthesizing a polynucleotide 

(1 7) Use of the oligonucleotide of (1 5) as a probe for detecting a gene. 

(18) An antisense polynucleotide against the polynucleotide of (8), or the portion thereof 

(1 9) A method for synthesizing a polynucleotide, the method comprising: 

2 :c:tz:z™17 strand usins a cdna iibrary as a tempiate > and usin9 »• ^ - * <*> 

b) recovering the synthesized product. 

(20) The method of (19), wherein the cDNA library is obtainable by oligo-capping method 

(21 ) The method of (1 9), wherein the complementary strand is obtainable by PCR 

(22) A method for detecting the polynucleotide of (8), the method comprising: 

ociur^and 9 " P ° lynUC ' e0tide With the oli 9°"^leotide of (15) underthe condrtions where hybridization 
b) detecting the hybridization of the target polynucleotide with the oligonucleotide of (15). 

Sii^I^*^ 01 po |y n "« ,eoBde8 P~teln«. the database oomprteing ififormalion on at least one sequence 
seated from the nucleot.de sequences set forth in the SEQ ID NOs in Table 370 and/or the amino acid sequences 
set forth ,n the SEQ ID NOs in Table 370, or a medium on which the database is stored. sequences 

[0020] Any patents, patent applications, and publications cited herein are incorporated by reference. 

BRIEF DESCRIPTION OF THE DRAWINGS 

[0021] 

Figure 1 shows the restriction maps of vectors pME18SFL3 and pUC19FL3 

Figure 2 shows the reproducibility of gene expression analysis. The ordinate and the abscissa show the intensities 
of gene expression obtained in experiments different from each other 'mensrt.es 
F.gureS shows the detection limit in gene expression analysis. The intensity of expression is shown in the ordinate 
and the concentration (ng/ml) of the probe used is shown in the abscissa ' 

DETAILED DESCRIPTION OF THE INVENTION 

^ 0 Nmit a t Herein, t l PO ' yn ^' eOtide " iS deWned 88 3 m ° ,eCUle in Which mul,i P' e nucleotides are polymerized There are 

o nucteSs' V ? Th Tl P °* meri2ed nUC,e ° tideS - C3Se that the po * mer «V '~ber 

of nucleot,des rt ,s also descnbed as an "oligonucleotide". The polynucleotide or the oligonucleotide of the present 

wh 0 ichc On A t!!n h rh CD ,h \tTT b y i he invention are fuiHength cdna - Herein - a ^ * ™>™« 

wh ch conta ns bo th ATG codon (the translation start site) and the stop codon. Accordingly, the untranslated regions 
2 LZZT UPS,ream " d ° WnS,ream ° f ,he Pr ° ,ein C ° ding region in " atural m ™ A - "W « may 

An "isolated polynucleotide" is a polynucleotide the structure of which is not identical to that of any naturally occurrino 
qen?Tt t ^^^ 

genes. The term therefore covers, for example, H«mt» 

hnlhn'Jr W *!l Ch SeqUenCe ° f Part ° f 3 natUra " y occurrin 9 9 enomic DNA mole ^le but is not flanked by 

bothofthecod,ng sequences that flank that part of the molecule in the genomeofthe organism in which it naturaHy 
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(b) a nucleic acid incorporated into a vector or into the genomic DNA of a prokaryote or eukaryote in a manner 
such that the resulting molecule is not identical to any naturally occurring vector or genomic DNA; 

(c) a separate molecule such as a cDNA, a genomic fragment, a fragment produced by polymerase chain reaction 
(PCR), or a restriction fragment; and 

5 (d) a recombinant nucleotide sequence that is part of a hybrid gene, i.e., a gene encoding a fusion protein. Spe- 

cifically excluded from this definition are nucleic acids present in mixtures of different (i) DNA molecules, (ii) trans- 
fected cells, or (iii) cell clones: e.g., as these occur in a DNA library such as a cDNA or genomic DNA library. 

[0024] The term "substantially pure" as used herein in reference to a given polypeptide means that the protein or 
10 polypeptide is substantially free from other biological macromolecules. The substantially pure protein or polypeptide 
is at least 75% (e.g., at least 80, 85, 95, or 99%) pure by dry weight. Purity can be measured by any appropriate 
standard method, for example, by column chromatography, polyacrylamide gel electrophoresis, or HPLC analysis. 
[0025] All the clones of the present invention (830 clones) are novel and covering full-length, and also predicted to 
encode any of the following functional protein: 

15 

secretory proteins, 
membrane proteins, 

proteins associated to signal transduction (signal transduction-associated proteins; e.g. protein kinases, etc.), 
proteins associated to a glycoprotein (glycoprotein-associated proteins), 
20 proteins associated with transcription (transcription-associated proteins), 

proteins associated with diseases (disease-associated proteins), 

or, enzymes and/or metabolism-associated proteins, cell division- and/or cell proliferation-associated proteins, 
cytoskeleton-associated proteins, nuclear proteins, DNA-and/or RNA-binding proteins, ATP- and/or GTP-binding 
proteins, protein synthesis- and/or protein transport-associated proteins, and cellular defense-associated proteins. 

25 > 

[0026] Furthermore, all the cDNA clones of the present invention can be characterized as follows: 

(1 ) a cDNA that is obtained by the oligo-capping method, which provides cDNA with high fullness ratio. The cDNA 
was selected by the score in the ATGpr (described as ATGprl , as well), which is a program for prediction of the 

30 fullness of the 5'-end of cDNA based on the features of the 5'-end sequence. In addition, the PSORT, which is a 

program for prediction of the existence of the signal sequence selected, cDNA that contains a signal sequence in 
the 5'-end, or transmembrane region in the protein coding region. Furthermore, the homology search with the 5'- 
end sequences confirmed that, the selected clones were not identical to any of the known human mRNA (namely 
novel); 

35 . or, 

(2) a cDNA that is obtained by the oligo-capping method, which provides cDNA with high fullness ratio. The cDNA 
was selected by the score in the ATGpr, which is a program for prediction of the fullness of the 5'-end based on 
the features of the 5'-end sequence. Furthermore, the a cDNA that has relative homology with an amino acid 
sequence of a protein with known functions was selected by the BLAST search (Aftschul S.F., Gish W., Miller W., 

40 Myers E.W., and Lipman D.J. (1990) J. Mol. Biol. 215: 403^10 ; Gish W, and States D.J. (1993) Nature Genet. 

3: 266-272) on the SwissProt database using the 5*-end sequence. In addition, the homology search using the 5'- 
end sequence confirmed that the selected clones were not identical to any of the known human mRNA (namely 
novel). 

45 [0027] All clones are obtainable as a full-length clone by such a method as PCR (Current Protocols in Molecular 
Biology, Ausubel et al. edit, (1 987) John Wiley & Sons, Section 6.1-6.4) using both the 5'- and 3'-end sequences, or 
using the 5'-end sequence and an oligo-dT primer that corresponds to the polyA sequence. 

[0028] Specifically, PCR can be performed using an oligonucleotide that has 15 nucleotides longer, and specifically 
hybridizes with the complementary strand of the polynucleotide that contains the nucleotide sequence selected from 

so the 5'-end sequences shown in Table 1 (SEQ ID NO: 1-829, and SEQ ID NO: 2545), and an oligo-dT primer as a 5'-, 
and S'-primer, respectively. The length of the primers is usually 15-100 bp, and favorably between 15-35 bp. In case 
of LA PCR, which is described below, the primer length of 25-35 bp may provide a good result. 
[0029] A method to design a primer that enables a specific amplification based on the given nucleotide sequence is 
known to those skilled in the art (Current Protocols in Molecular Biology, Ausubel et al. edit, (1 987) John Wiley & Sons, 

55 Section 6.1-6.4). In designing a primer based on the 5'-end sequence, the primer is designed so as that, in principle, 
the amplification products will include the translation start site. Accordingly, in case that a given 5'-end nucleotide 
sequence is the 5'-untranslated region (5'UTR), any part of the sequence can be used as a 5 , -primer as far as the 
specificity toward the target cDNA is insured. The translation start site can be predicted using a known method such 
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as the ATGpr as described below. 

[0030] When synthesizing a polynucleotide, the target nucleotide sequence to be amplified can extend to several 
thousand bp in some cDNA. However, it is possible to amplify such a long nucleotides by using such as LA PCR (Long 
and Accurate PCR). It is advantageous to use LA PCR when synthesizing long DNA In LA PCR, in which a special 
DNA polymerase having 3' D5* exonuclease activity is used, misincorporated nucleotides can be removed. Accordingly 
accurate synthesis of the complementary strand can be achieved even with a long nucleotide sequence. By using LA 
PCR, it is reported that amplification of a nucleotide with 20 kb longer can be achieved under desirable condition 
(Takeshi Hayashi (1996) Jikken-lgaku Bessatsu, "Advanced Technologies in PCR" Youdo-sha). 
[0031] A template DNA for synthesizing the cDNA of the present invention can be obtained by using cDNA libraries 
that are prepared by various methods. The full-length cDNA clones obtained here are those with high fullness ratio, 
which were obtained using a combination of (1) a method to prepare a full-length-enriched cDNA library using the 
oiigo-capping method, and (2) an estimation system for fullness using the 5'-end sequence (selection based on the 
estimation by the ATGpr after removing clones that are non-full-length compared to the ESTs). However, it is possible 
to easily obtain a full-length cDNA by using the primers that are provided by the present invention, not by the above 
described specialized method. 

[0032] The problem with the cDNA libraries prepared by the known methods or commercially available is that mRNA 
contained in the libraries has very low fullness ratio. Thus, it is difficult to screen full-length cDNA clone directly from 
the library using ordinary cloning methods. The present invention has revealed a primer that is capable of synthesizing 
a full-length cDNA. If provided with primers, it is possible to synthesize a target full-length cDNA by using enzymatic 
reactions such as PCR. In particular, a full-length-enriched cDNA library, synthesized by methods such as oligo-cap- 
ping, is desirable to synthesize a full-length cDNA with more reliability. 

[0033] Once the nucleotide sequences of the full-length cDNAs obtained in the present invention is determined, it is 
possible to predict the functions of the proteins encoded by the cDNA clones, for example, by searching the databases 
such as GenBank (http://www.ncbi.nlm.nih.gov/web/GenBankO, Swiss-Prot (http://www.ebi.ac.uk/ebLdocsSwiss- 
Prot_db/swisshome.html),UniGene (http://www.ncbi.nlm.nih.gov/UniGene) for homologies of the cDNAs, or by search- 
ing the amino acid sequences deduced from the full-length nucleotide sequences for signal sequence by using software 
such as PSORT (K. Nakai & M. Kanehisa, Genomics, 14: 897-991 (1992), for transmembrane region by using software 
such as SOSUI (T. Hirokawa et al., Bioinformatics, 1 4:378-379 (1 998); Mitsui Knowledge Industry Co., Ltd.) orfor motif 
by using software such as Pfam (http://www.sanger.ac.uk/Software/Pfam/index.shtml) or PROSITE (http://www.ex- 
pasy.ch/prosite). As a matter of course, the functions are often predictable by using partial sequence information (pref- 
erably 300 nucleotides or more) instead of the full-length nucleotide sequences. However, the result of the prediction 
obtained by using partial sequence information does not always agree with the result obtained by using full-length 
nucleotide sequence, and thus it is needless to say that the prediction of function is preferably performed based on 
the full-length nucleotide sequences. 

[0034] Homology search using each of GenBank, Swiss-Prot and UniGene was performed for the 826 clones whose 
full-length nucleotide sequences had been determined (H EM BA 1005337, NT2RM1 000407, NT2RM2001767, and 
NT2RP3003939 are not full-length). The amino acid sequences deduced from the full-length nucleotide sequences 
were searched forfunctional domains by using analytical software programs, PSORT, SOSUI and Pfam. Based on the 
results, proteins encoded by the cDNA clones were grouped into some categories and their functions were predicted. 
[0035] The following 437 clones were categorized into secretory and/or membrane proteins. The clones categorized 
into secretory and/or membrane proteins are those which matched the full-length sequences of Swiss-Prot database 
with the keywords "growth factor, "cytokine", "hormone", "signal", "transmembrane", "membrane", "extracellular ma- 
trix", "receptor", "G-protein coupled receptor", "ionic channel", 'Voltage-gated channel", "calcium channel", "cell adhe- 
sion", "collagen" or "connective tissue"; those which matched the data, suggesting that the proteins are secretory and/ 
or membrane proteins; or those which matched with the full-length sequences of GenBank or UniGene database similar 
description; and, further, those predicted to have an N-terminal signal sequence or a transmembrane region as a result 
of domain search for the amino acid sequences deduced from the full-length nucleotide sequences. 
BNGH41000020, BNGH41000087, BNGH41 000091 , HEMBA1000121 , HEMBA1000128, HEMBA1000349 



HEMBA1 000477, 
HEMBA1 000940, 
HEMBA1002163, 
HEMBA1 002421, 
HEMBA1 003530, 
HEMBA1 004391, 
HEMBA1 005070, 
HEMBA1006171, 
HEMBA 1006482, 
HEMBA1007241, 



H EM BA1 000590, 
HEMBA1 000962, 
HEMBA1002167, 
HEMBA1 002767, 
HEMBA1 003602, 
H EM BA1 004444, 
HEMBA1 005449, 
HEMBA1 006299, 
HEMBA1 006707, 
HEMBB1 000407, 



HEMBA1000713, 
HEMBA1001221, 
HEMBA1002178, 
H EM BA1 003047, 
HEMBA1 003732, 
HEMBA1 004454, 
HEMBA1 005522, 
HEMBA1006311, 
H EM BA1 006724, 
HEMBB1 000447, 



HEMBA1000732, 
HEMBA1001228, 
HEMBA1002195, 
HEMBA1003101, 
HEMBA1 003945, 
HEMBA1004505, 
HEMBA1 005545, 
HEMBA1 006335, 
HEMBA1 006749, 
HEMBB1 000567, 



HEMBA1 000745, 
HEMBA1001621, 
HEMBA1 002227, 
HEMBA1 003230, 
HEMBA1004110, 
HEMBA1 004797, 
HEMBA1 005698, 
HEMBA1 006357, 
HEMBA1 006902, 
HEMBB1 000679, 



HEMBA1 000835, 
HEMBA1002131, 
HEMBA1 002420, 
HEM BA1 003392, 
HEMBA1 004250, 
HEMBA1 004982, 
HEMBA1 005945, 
HEMBA1 006430, 
H EM BA1 006960, 
HEMBB1 000881, 
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HEMBB1001026, HEMBB1 001048, HEMBB1001407, HEMBB1001530, HEMBB1001573, HEMBB1001 847, 

HEMBB1001978, HEMBB1002041 , HEMBB1002162, H EM BB 1002245, HEMBB1002427, HEMBB1002693, 

MAMMA1000102, MAMMA1000106, MAMMA1000118, MAMMA1000141 , MAMMA1000204, MAMMA1000226, 

MAMMA1 000457, MAMMA1000473, MAMMA1000496, MAM MA1 000591 , MAMMA1000681 , MAMMA1000810, 
MAMMA1000986, MAMMA1000994, MAMMA1001043, MAMMA1001141 , MAMMA1001237, MAMMA1001344, 

MAMMA1001418, MAMMA1001893, MAMMA1 001957, MAMMA1 001978, 

MAMMA1002070, MAMMA1002091 , MAMMA1002095, MAMMA1002165, MAMMA1002234, MAMMA1002586, 

MAMMA1002633, MAMMA1003126, NT2RM1000462, NT2RM1000542, NT2RM1000580, NT2RM1000855, 



NT2RM 1000858, 

NT2RM2001626, 

NT2RM4000417, 

NT2RM4000997 ; 

NT2RP1 000050, 

NT2RP1 000551 

NT2RP2000533, 

NT2RP2000903, 

NT2RP2001755 

NT2RP2002527, 

NT2RP2003042 

NT2RP2003655 

NT2RP2004524 

NT2RP2005163 

NT2RP2005666 

NT2RP2006042 

NT2RP3000304, 

NT2RP3000818 

NT2RP3001240 

NT2RP3001650 

NT2RP3002342 

NT2RP3002958 

NT2RP3003614 

NT2RP3004309 

NT2RP3004647 

NT2RP4002451 

OVARC1 00031 3 ; 

OVARC1 000956, 

OVARC1001725, 

PLACE1000912, 

PLACE1001231 

PLACE1001536 

PLACE1001836 

PLACE1 002374, 

PLACE1 002967, 

PLACE1003845 

PLACE1 004482 

PLACE1 005003 

PLACE1 005544 

PLACE1 005927 

PLACE1 006443 

PLACE1 007296 

PLACE1008716 

PLACE1 009527 

PLACE1010251 

PLACE1 011116, 

PLACE3000213, 

THYR01 000099 

THYR0 1000795 

THYR0 1001 205 



NT2RM1 000899, NT2RM2000241 , NT2RM2000410, NT2RM2000423, NT2RM2000565, 

NT2RM2001 792, NT2RM2001 939, NT2RM2001 941 , NT2RM40001 98, NT2RM4000284, 

NT2RM4000444, NT2RM4000587, NT2RM4000593, NT2RM4000648, NT2RM4000761 , 

NT2RM4001325, NT2RM4001735, NT2RM4001768, NT2RM4001843, NT2RM4002352, 

NT2RP1000181, NT2RP1 000261, NT2RP1 000300, NT2RP1 000325, NT2RP1 000448, 

NT2RP1000613, NT2RP1000981 , NT2RP1001004, NT2RP1001563, NT2RP2000479, 

NT2RP2000616, NT2RP2000649, NT2RP2000663, NT2RP2000694, NT2RP2000818, 

NT2RP2001 200, NT2RP2001276, NT2RP2001 480, NT2RP2001 495, NT2RP2001 51 4, 

NT2RP2001915, NT2RP2001956, NT2RP2002063, NT2RP2002188, NT2RP2002232, 

NT2RP2002533, NT2RP2002721 , NT2RP2002824, NT2RP2002942, NT2RP2002976, 

NT2RP200321 0, NT2RP2003383, NT2RP2003390, NT2RP2003469, NT2RP2003593, 

NT2RP2003664, NT2RP2003950, NT2RP2004179, NT2RP2004205, NT2RP2004495, 

NT2RP2004556, NT2RP2004606, NT2RP2004648, NT2RP2004794, NT2RP2005027, 

NT2RP2005181 , NT2RP2005378, NT2RP2005463, NT2RP2005541 , NT2RP2005597, 

NT2RP2005883, NT2RP2005994, NT2RP2006004, 

NT2RP2006269, NT2RP1006512, NT2RP2006580, NT2RP3000169, NT2RP30001 71 , 

NT2RP3000436, NT2RP3000460, NT2RP3000616, NT2RP3000676, NT2RP3000721 , 

NT2RP3000907, NT2RP3000921 , NT2RP3001012, NT2RP3001159, NT2RP3001195, 

NT2RP3001271, NT2RP3001322, NT2RP3001388, NT2RP3001560, NT2RP3001592, 

NT2RP3001738, NT2RP3001858, NT2RP3002015, NT2RP3002160, NT2RP3002311 , 

NT2RP3002411, NT2RP3002737, NT2RP3002790, NT2RP3002836, NT2RP3002900, 

NT2RP3003000, NT2RP3003076, NT2RP3003354, NT2RP3003532, NT2RP3003535, 

NT2RP3004025, NT2RP3004075, NT2RP3004083, NT2RP3004130, NT2RP3004133, 

NT2RP3004345, NT2RP3004406, NT2RP3004481 , NT2RP3004552, NT2RP3004625, 

NT2RP4001 001 , NT2RP4001 009, NT2RP4001 467, NT2RP4001 879, NT2RP40021 87, 

NT2RP4002750, OVARC1 000003, OVARC1000105, OVARC1 000298, OVARC1 000307, 

OVARC1 00041 0, OVARC1 000439, OVARC1 000553, OVARC1 00081 1 , OVARC1 000873, 

OVARC1001030, OVARC1001163, OVARC1001336, OVARC1001570, OVARC1001 607, 

OVARC1001991, PLACE1 000033, PLACE1 000231 , PLACE1 000560, PLACE1 000740, 

PLACE1000914, PLACE1000927, PLACE100101 6, PLACE1001123, PLACE1001183, 

PLACE1001340, PLACE1001401 , PLACE1001407, PLACE1001464, PLACE1001516, 

PLACE1001564, PLACE1001655, PLACE1001 795, 

PLACE1001918, PLACE1001949, PLACE1 002080, PLACE1002095, PLACE1002355, 

PLACE1002518, PLACE1 002547, PLACE1 002726, PLACE1 002905, PLACE1 002911 , 

PLACE1 003407, PLACE1 003573, PLACE1 003737, PLACE 1 003772, PLACE 1 003839, 

PLACE1 003852, PLACE1 004279, PLACE1 004282, PLACE1 004441, PLACE1 004450, 

PLACE1004520, PLACE1004630, PLACE1004657, PLACE1004648, PLACE1004816, 

PLACE1005005, PLACE1005031 , PLACE1005383, PLACE1005410, PLACE1005426, 

PLACE1005569, PLACE1005660, PLACE1005725, PLACE1005745, PLACE1005878, 

PLACE1 006071 , PLACE1 006093, PLACE1 006208, PLACE1 006277, PLACE1 006290, 

PLACE1006716, PLACE1006809, PLACE1006959, PLACE1007081 , PLACE1007096, 

PLACE 1 007626, PLACE1 007845, PLACE1 007881 , PLAC E1 008359, PLACE1 008469, 

PLACE1008744, PLACE1008985, PLACE1009067, PLACE1009196, PLACE1 009279, 

PLACE1 009546, PLACE1 009600, PLACE1 009982, PLACE1010011 , PLACE101 0078, 

PLACE1010445, PLACE101 0713, PLACE1010784, PLACE1010827, PLACE101 0968, 

PLACE1011181, PLACE1011236, PLACE1011516, PLACE1011 708, PLACE3000181 , 

PLACE4000354, SKNMC1 000004, SKNMC1 00001 4, SKNMC1 000082, THYR01 000036, 

THYROI 0001 96, THYROI 000400, THYROI 000584, THYR01 000678, THYP01 000776, 

THYRO1000956, THYRO1001102, THYRO1001113, 

THYROI 001 237, THYROI 001242, THYROI 001 266, THYR01 001 327, THYROI 001 456, 
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THYRO1001478, THYRO1001523, THYRO1001529, THYRO1001641 , THYRO1001 702, THYRO1001725, 
Y79AA1 000207, Y79AA1 000226, Y79AA1 000270, Y79AA1 000426, Y79AA1 000521 , Y79AA1 000876, 
Y79AA1000888, Y79AA1000959, Y79AA1001013, Y79AA1001212, Y79AA1001264, Y79AA1001328, 
Y79AA1001426, Y79AA1001427, Y79AA1001430, Y79AA1001727, Y79AA1 001 787, Y79AA1001795, 
Y79AA1001799, Y79AA1001803, Y79AA1 002022, Y79AA1 002058, Y79AA1002129, Y79AA1002213, 
Y79AA1 002373, 

[0036] The following 1 46 clones were categorized into glycoprotein-associated proteins. The clones categorized into 
glycoprotein -associated proteins are those which matched the full-length sequences of Swiss- Prot database with the 
keyword "glycoprotein"; those which matched the data suggesting that the proteins are glycoprotein; or those which 
matched the full-length sequences of GenBank or UniGene database with similar description. 
BNGH41 000087, BNGH41 000091 , HEMBA1 000349, HEMBA1 000590, HEMBA1 000745, 
HEMBA1 001 221 , HEMBA1 001228, HEMBA1 001 621 , HEMBA1 0021 31 , HEMBA1 0021 78, 



HEMBA1 002767, 
HEMBA1 004505, 
HEMBA1 006902, 
HEMBB1 002427, 
M AM MA1 002070, 
NT2RM2001818, 
NT2RM4000648, 
NT2RP1001004, 
NT2RP2002533, 
NT2RP2005181, 
NT2RP2006269, 
NT2RP3002737, 
NT2RP3004481, 
OVARC1 000003, 
OVARC1001991, 
PLACE1001123, 
PLACE1 002374, 
PLACE 1003839, 
PLACE1 005003, 
PLACE1 007845, 
PLACE1 010968, 
THYRO1000196, 



HEMBA1 003392, 
HEMBA1 005522, 
HEMBB1 000881, 
MAM MA1 000591, 
MAMMA1003126, 
NT2RM2001941, 
NT2RM4001325, 
NT2RP2000694, 
NT2RP2003210, 
NT2RP2005597, 
NT2RP3000616, 
NT2RP3003000, 
NT2RP3004640, 
OVARC 1000811, 
PLACE1 000033, PLACE1 000740, PLACE1001016, 
PLACE1 001 231 , PLACE1 001 464, PLACE1 001 655 
PLACE1 002911, 
PLACE1 004441, 
PLACE1 006071, 
PLACE1 008744, 
PLACE3000181, 
THYR01 000956, 



HEMBA1 003230, 
HEMBA1005449, 
HEMBB1000679, 
MAMMA1000102, 
MAMMA1 002586, 
NT2RM2001939, 
NT2RM4000997, 
NT2RP2000616, 
NT2RP2003042, 
NT2RP2005541, 
NT2RP3000304, 
NT2RP3002958, 
NT2RP3004552, 
OVARC1 000553, 



PLACE1 002905, 
PLACE1 004282, 
PLACE1 005426, 
PLACE1008716, 
PLACE1011116, 
THYR01 000584, 



HEMBA1 004250, 
HEMBA1 005545, 
HEMBB1001048, 
MAMMA1 000681, 
NT2RM1 000462, 
NT2RM4000198, 
NT2RM4002352, 
NT2RP2000903, 
NT2RP2004205, 
NT2RP2005883, 
NT2RP3000921, 
NT2RP3003532, 
NT2RP4000108, 
OVARC1 000873, 



PLACE1 003573, 
PLACE1 004450, 
PLACE1 006073, 
PLACE1 008985, 
PLACE3000213, 
THYRO1001266, 



HEMBA1 004391, 
HEMBA1 006707, 
HEMBB1002120, 
MAMMA1001043, 
NT2RM 1000580, 
NT2RM4000284, 
NT2RP1000613, 
NT2RP2001480, 
NT2RP2004606, 
NT2RP2006004, 
NT2RP3001650, 
NT2RP3004130, 
NT2RP4001467, 
OVARC1001336, 

PLACE1001836, 
PLACE1 003737, 
PLACE1 004520, 
PLACE1 006290, 
PLACE1010251, 
PLACE4000354, 
Y79AA1 000270, 



HEMBA1 000835, 
H EM BA1 002421, 
H EM BA1 004444, 
H EM BA1 006749, 
HEMBB1 002245, 
MAMMA1001237, 
NT2RM2001792, 
NT2RM4000417, 
NT2RP1 000981, 
NT2RP2001755, 
NT2RP2005027, 
NT2RP2006042, 
NT2RP3002160, 
NT2RP3004133, 
NT2RP4002750, 
OVARC1001607, 

PLACE1 002355, 
PLACE1 003772, 
PLACE1 004648, 
PLACE1 007081, 
PLACE1010784, 
THYR01 000036, 
Y79AA1 000426, 



Y79AA1001727, Y79AA1001795, Y79AA1 002022, Y79AA1002213, 

[0037] The following 57 clones were categorized into signal transduction-associated proteins. The clones categorized 
into signal transduction-associated proteins are those which matched the full-length sequences of Swiss-Prot database 
with the keywords "serine/threonine-protein kinase", "tyrosine-protein kinase" or "SH3 domain"; those which matched 
the data suggesting that the proteins are signal transduction-associated proteins (for example, "ADP-ribosylation fac- 
tor"); or those which matched the full-length sequences of GenBank or UniGene database with similar description; 
and, further, those which was similarly predicted to be signal transduction-associated proteins based on the matching 
data of Pfam. 



HEMBA1 000006, 
HEMBA1 006658, 
NT2RM2001902, 
NT2RP2003179, 
NT2RP3000201, 
NT2RP4000634, 
OVARC1001569, 
PLACE1 008282, 
THYRO1001593, 



HEMBA1002195, 
HEMBA1006916, 
NT2RP1001020, 
NT2RP2003545, 
NT2RP3000820, 
NT2RP4000962, 
PLACE 1002329, 
PLACE1 008297, 
THYRO1001700, 



HEMBA1 002227, 
MAM MA1 000881, 
NT2RP1001031, 
NT2RP2004670, 
NT2RP3003527, 
OVARC1 000255, 
PLACE 10031 35, 
PLACE1010081, 
THYRO1001770 



HEMBA1 002551, 
MAMMA1001150, 
NT2RP2001469, 
NT2RP3000011, 
NT2RP3003849, 
OVARC1 000529, 
PLACE1 003598, 
PLACE1011364, 
Y79AA1 000777, 



HEMBA1 005084, 
MAMMA1001310, 
NT2RP2001529, 
NT2RP3000022, 
NT2RP3003874, 
OVARC1000916, 
PLACE1005519, 
PLACE1011824, 
Y79AA1 000967, 



HEMBA1 005929, 

MAM MA1 002 142, 
NT2RP2001769, 
NT2RP3000172, 
NT2RP3004067, 

OVARC1001338, 
PLACE1 006208, 

THYRO1001457, 
Y79AA1 002376, 



Y79AA1 002381, HEMBB1 000668, NT2RM4001377 

[0038] The following 81 clones were categorized into transcription-associated proteins. The clones categorized into 
transcription-associated proteins are those which keywords "transcription regulation", "zinc finger" or "homeobox" 
matched the full-length sequences of Swiss-Prot database; those which the matched the data suggesting that the 
proteins were transcription-associated proteins; or those which matched the full-length sequences of GenBank or Uni- 
Gene database with similar description; and, further, those which was similarly predicted to be transcription -associated 
proteins based on the matching data of Pfam. 
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HEMBA1000462, HEMBA1000671 , HEMBA1001297, HEMBA1001390, HEMBA1001 886, HEMBA1002048, 
HEMBA1003120, H EM BA1 003497, HEMBA1004785, HEMBA1005230, HEMBA1005246, HEMBA1006276, 
HEMBA1 006572, HEMBA1 007226, HEMBB1000106, HEMBB1000905, HEMBB1001 959, HEMBB1 002051 , 
HEMBB1002661, MAMMA1001094, MAMMA1001532, MAMMA1001615, NT2RM1000789, NT2RM2000632, 

5 NT2RM2000773, NT2RM4000326, NT2RP1 000271 , NT2RP1 000468, NT2RP2000092, NT2RP2000610, 
NT2RP2000712, NT2RP2000739, NT2RP2001538, NT2RP2001662, NT2RP200181 7, NT2RP2001948, 
NT2RP2002564, NT2RP2002974, NT2RP2003138, NT2RP2003302, NT2RP2003940, NT2RP2004108, 
NT2RP2004847, NT2RP2005247, NT2RP2005391, NT2RP2005535, NT2RP2005774, NT2RP2005941 , 
NT2RP2006092, NT2RP3000148, NT2RP3000232, NT2RP3000378, NT2RP3000652, NT2RP3001976, 

10 NT2RP3004090, NT2RP300411 9, NT2RP3004294, OVARC1001049, OVARC1001086, OVARC1001132, 
OVARC1001807, PLACE 1000258, PLACE1000442, PLACE1000907, PLACE1003529, PLACE1004166, 
PLACE1004168, PLACE1004887, PLACE1005250, PLACE1005682, PLACE1006079, PLACE1008549, 
PLACE1011407, PLACE1011978, THYR01 000580, Y79AA1 000030, Y79AA1001090, Y79AA1001523, 
Y79AA1002334, Y79AA1002378, HEMBB1002302, 

15 [0039] The following 85 clones were categorized into disease-associated proteins. The clones categorized into dis- 
ease-associated proteins are those which matched the full-length sequences of Swiss-Prot database with the keywords 
"disease mutation" or "syndrome"; those which matched the data suggesting that the proteins are disease-associated 
proteins; or those which matched the full-length sequences of Swiss-Prot database and Gen Bank or UniGene database 
where the matched sequences are those of genes or proteins which had been deposited in the database of Online 

20 Mendelian Inheritance in Man (OMIM) (http://www.ncbi.nlm.nih.gov/Omim/), which is a database of human genes and 
diseases. 

BNGH41000020, HEMBA1000349, HEMBA1000590, HEMBA1000671 , HEMBA1000835, HEMBA1001184, 
HEMBA1001228, HEMBA1001886, HEMBA1003120, HEMBA 1004250, HEMBA1005246, HEMBA1005267, 
HEMBA1006707, HEMBA1006749, HEMBA1 006902, HEMBA1006916, HEMBA1007013, HEMBB1002120, 

25 MAMMA1000204, MAMMA1 002080, NT2RM 2000632, NT2RM2001126, NT2RM2001558, NT2RP1000271 , 
NT2RP1 000465, NT2RP1 000579, NT2RP2000447, NT2RP2000514, NT2RP2000739, NT2RP2001223, 
NT2RP2001529, NT2RP2001562, NT2RP2002674, NT2RP2003369, NT2RP2004108, NT2RP2004205, 
NT2RP2005535, NT2RP2005941 , NT2RP2006004, NT2RP3000059, NT2RP3000125, NT2RP3000201 , 
NT2RP3000232, NT2RP3000616, NT2RP3000677, NT2RP3000838, NT2RP3000921, NT2RP3001542, 

30 NT2RP3002286, NT2RP3002721 , NT2RP3002737, NT2RP3002738, NT2RP3004481, OVARC1000208, 
OVARC1 000275, OVARC1 000331 , OVARC1 000410, OVARC1001086, OVARC1001132, OVARC1001 607, 
OVARC1001725, OVARC1001952, PLACE 1000258, PLACE1000442, PLACE1000907, PLACE1001100, 
PLACE1001500, PLACE1 002905, PLACE1 002967, PLACE1 003407, PLACE1 003428, PLACE1 005005, 
PLACE1 005239, PLACE1005815, PLACE1 007028, PLACE1008716, PLACE1011407, PLACE1011978, 

35 PLACE2000118, THYPO1000580, THYRO1000866, THYRO1001 071 , THYRO1001478, Y79AA1001 062, 
Y79AA1001530, 

[0040] It is unclear, by the analyses so far, whether or not the remaining 212 clones encode proteins belonging to 
any of the categories of secretory and/or membrane proteins, glycoprotein-associated proteins, signal transduction 
. -associated proteins, transcription-associated proteins or disease-associated proteins. Nonetheless, it is still possible 
40 for these clones to encode secretory and/or membrane proteins, glycoprotein-associated proteins, signal transduction- 
associated proteins, transcription-associated proteins, or disease-associated proteins. On the other hand, some of 
these clones can be presumed to have functions other than those as secretory and/or membrane proteins, glycoprotein- 
associated proteins, signal transduction-associated proteins, transcription-associated proteins and disease-associated 
proteins. 

45 [0041] Among the 212 clones, the following clones presumably belong to the categories of enzymes and/or metab- 
olism-associated proteins, cell division- and/or cell proliferation-associated proteins, cytoskeleton-associated proteins, 
nuclear proteins, DNA- and/or RNA-binding proteins, ATP-and/or GTP-binding proteins, protein synthesis- and/or pro- 
tein transport-associated proteins, or cellular defense-associated proteins, although it is unclear whether or not the 
clones belong to any of the categories of secretory and/or transmembrane proteins, glycoprotein-associated proteins, 

so signal transduction-associated proteins, transcription-associated proteins, and disease-associated proteins. 

[0042] The following 10 clones presumably belong to the category of enzymes and/or metabolism-associated pro- 
teins. The clones herein defined as clones presumably belonging to the category of enzymes and/or metabolism- 
associated proteins matched data containing keywords such as "metabolism", "oxidoreductase" and "E.C. No. (Enzyme 
commission number)". 

55 HEMBA1 003315, HEMBB1 002465, MAMMA1000614, NT2RP2000178, NT2RP2001388, NT2RP2001 903, 
NT2RP2002304, NT2RP2005878, NT2RP3001 685, PLACE1006219 

[0043] The following 4 clones presumably belong to the category of cell division- and/or cell proliferation-associated 
proteins. The cDNA clones were herein defined as clones presumably belonging to the category of cell division- and/ 
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or cell proliferation-associated proteins matched data containing keywords such as "cell division", "cell cycle", "mitosis", 

"chromosomal protein", "cell growth" and "apoptosis". 

MAMMA1 000403, NT2RM2000497, NT2RP2000394, Y79AA1002121 

[0044] The following 6 clones presumably belong to the category of cytoskeleton -associated proteins. The cDNA 
5 clones were herein defined as clones presumably belonging to the category of cytoskeleton-associated proteins 
matched data containing keywords such as "structural protein", "cytoskeleton", "actin-binding" and "microtubules". 
MAMMA 1001609, NT2RM2000589, NT2RP3000063, PLACE 1004078, PLACE 1004492, PLACE 1008657 
[0045] The following 7 clones presumably belong to the category of nuclear proteins. The cDNA clones were herein 
defined as clones presumably belonging to the category of nuclear proteins matched data containing keywords such 
10 as "nuclear protein". 

HEMBA1001878, HEMBA1002992, MAMMA1000614, NT2RM4000965, NT2RM2001738, NT2RP2001388, 
Y79AA1 002121 

[0046] The following 5 clones presumably belong to the category of DNA- and/or RNA-binding proteins. The cDNA 
clones were herein defined as clones presumably belonging to the category of DNA- and/or RNA-binding proteins 
*5 matched data containing keywords such as "DNA-binding" and "RNA-binding". 

HEMBA1003072, HEMBA1006770, HEMBA1007332, NT2RM2000497, Y79AA1002121 

[0047] The following 7 clones presumably belong to the category of ATP- and/or GTP-binding proteins. The cDNA 
clones were herein defined as clones presumably belonging to the category of ATP- and/or GTP-binding proteins 
matched data containing keywords such as "ATP -binding" and "GTP-binding". 
20 HEMBA1002316, MAMMA1001609, NT2RM2000306, NT2RM2000497, NT2RP2000178, NT2RP3003729, 
PLACE1 004305 

[0048] The following 7 clones presumably belong to the category of protein synthesis- and/or protein transport-as- 
sociated proteins. The cDNA clones were herein defined as clones presumably belonging to the category of protein 
synthesis-associated and/or protein transport-associated proteins matched data containing keywords such as "trans- 
25 lation regulation", "protein biosynthesis", "amino-acid biosynthesis", "ribosomal protein", "protein transport" and "signal 
recognition particle". 

NT2RM4000965, NT2RP2005069, NT2RP3000481 , NT2RP3000789, NT2RP4001877, OVARC1001 833, 
OVARC 1002058, 

[0049] The following 1 clone presumably belongs to the category of cellular defense-associated proteins. The cDNA 
30 clones were herein defined as clones presumably belonging to the category of cellular defense-associated proteins 
matched data containing keywords such as "heat shock", "DNA repair" and "DNA damage". 
PLACE1 005539 

[0050] Although it is unclear whether or not 26 out of 1 74 clones other than the above-mentioned clones belong to 
any of the above-described categories, these clones are predicted to have some functions, based on the homology 
35 search using their full-length sequences thereof. The clone names and the gene definitions found in the result of ho- 
mology search are shown below, separated with a double-slash mark, //. 

HEMBA1000634//Homo sapiens T-cell activation protein (PGR1) gene, complete cds. 
HEMBA1002524//Human MHC Class I region proline rich protein mRNA, complete cds. 
40 HEMBA1003399//MVP1 PROTEIN. 

HEMBA1 005489//Mus musculus semaphorin cytoplasmic domain-associated protein 3A (Semcap3) mRNA, com- 
plete cds. 

HEMBB1000542//Mus musculus bromodomain-containing protein BP75 mRNA, complete cds. 

MAMMA1000788//Bos taurus P14 (p14) mRNA, complete cds. 
45 MAMMA1002128//ABC1 PROTEIN HOMOLOG PRECURSOR. 

NT2RM2000514//Homo Sapiens F-box protein Fbx21 (FBX21) mRNA, complete cds. 

NT2RM2000622//Mus musculus F-box protein FBL10 mRNA, partial cds. 

NT2RM4000100//Homo sapiens Leman coiled-coil protein (LCCP) mRNA, complete cds. 

NT2RP2005425//Homo sapiens mRNA for AKAP450 protein. 
50 NT2RP3001170//Mus musculus activity-dependent neuroprotective protein (Adnp) mRNA, complete cds. 

NT2RP3002571//Bos taurus mRNA for lyncein. 

NT2RP3004557//Human Ki nuclear autoantigen mRNA, complete cds. 

OVARC1001596//Homo sapiens Art-like 2 binding protein BART1 mRNA, complete cds. 

PLACE1002153//Homo sapiens TACC2 protein (TACC2) mRNA, partial cds. 
55 PLACE 1 0031 63//Homo sapiens DBI-related protein mRNA, complete cds. 

PLACE 1 005736//Human mRNA for BAS-GRIP protein. 

PLACE1 007702//Mus musculus TRA1 mRNA, complete cds. 

PLACE1011045//Homo sapiens E1 -like protein mRNA, complete cds. 
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THYRO1000061//Mus musculus mRNA for UBE-1c1, UBE-1c2, UBE-1c3, complete cds. 
THYRO1000964//Drosophila melanogaster Pelle associated protein Pellino (Pli) mRNA, complete cds. 
Y79AA1000776//Mus musculus mRNA for GSG1 , complete cds. 
Y79AA1001056//Homo sapiens MAID protein mRNA, complete cds. 

Y79AA1001272//Homo sapiens retinoic acid repressible protein (RARG-1) mRNA, complete cds. 
Y79AA1001793//Mus musculus mRNA for GSG1 , complete cds. 

[0051] So far, useful information for presuming the functions are unavailable for the remaining 148 clones, whose 
names are listed below. 



HEMBA1 000275, 

HEMBA1001296, 

HEMBA1 003487, 

HEMBA1005145, 

HEMBA1006912, 

HEMBB1 000642, 

MAMMA1 000046, 

MAMMA1001066, 

MAMMA1 002205, 

NT2RM4001321, 

NT2RP2000240, 

NT2RP2003599, 

NT2RP2005514, 

NT2RP3000444, 

NT2RP3002281, 

NT2RP3002887, 



HEMBA1 000300, 
HEMBA1001563, 
HEMBA1 004007, 
HEMBA1 005430, 
HEMBA1 007057, 
HEMBB1001200, 
MAMMA1 000449, 
MAMMA1001284, 
MAM MA 1002224, 
NT2RP1 000002, 
NT2RP2001878, 
NT2RP2003931, 
NT2RP2005632, 
NT2RP3000645, 
NT2RP3002324, 
NT2RP3002983, 



HEMBA1 000443, 
HEMBA1002164, 
HEMBA1 004067, 
HEMBA1 005913, 
HEM BA1 007063, 
HEMBB1001547, 
MAM MA1 000528, 
MAM MA1 001 623, 
NT2RM2000582, 
NT2RP1 000239, 
NT2RP2001921, 
NT2RP2004069, 
NT2RP2005887, 
NT2RP3000871, 
NT2RP3002353, 
NT2RP3003448, 



HEMBA1 000875, 
HEMBA1 002239, 
HEMBA1 004085, 
HEMBA1006016, 
HEMBA1 007291, 
HEMBB1 002039, 
MAMMA1 000652, 
MAMMA1001634, 
NT2RM2001643, 
NT2RP1 000679, 
NT2RP2002015, 
NT2RP2004141, 
NT2RP2006099, 
NT2RP3001044, 
NT2RP3002409, 
NT2RP3003469, 



NT2RP3003963, NT2RP3004000, NT2RP3004202, NT2RP3004321 , 



NT2RP3004355, 
OVARC1 000775, 
OVARC1002178, 
PLACE1 003460, 
PLACE1 005669, 
PLACE1 007591, 
THYR0 1000846, 



NT2RP3004374, 
OVARC1 000853, 
PLACE1 000986, 
PLACE 1003644, 
PLACE 1005768, 
PLACE 1007971, 
THYR01 000999, 



NT2RP4002715, 
OVARC1 000995, 
PLACE1001114, 
PLACE1 004028, 
PLACE1006515, 
PLACE1 008984, 
THYRO1001063, 



OVARC1 000090, 
OVARC1001222, 
PLACE1001229, 
PLACE1004199, 
PLACE1 006786, 
PLACE1 009735, 
THYRO1001128, 



HEMBA1 000907, 
HEMBA1 002985, 
H EM BA1 004952, 
HEMBA1006517, 
HEMBB1 000276, 
HEMBB1 002228, 
MAMMA1 000706, 
MAMMA1001901, 
NT2RM4000115, 
NT2RP1 000740, 
NT2RP2002409, 
NT2RP2004447, 
NT2RP2006134, 
NT2RP3001061, 
NT2RP3002448, 
NT2RP3003473, 

OVARC1000137, 
OVARC1 001260, 
PLACE1001788, 
PLACE1004519, 
PLACE1 007040, 
PLACE2000219, 
THYRO1001471, 



HEMBA1001272, 
HEMBA1 003294, 
HEMBA1 004971, 
HEMBA1 006544, 
HEMBB1 000309, 
HEMBB1 002663, 
MAMMA1 000814, 
MAM MA1 002087, 
NT2RM4000295, 
NT2RP1 000903, 
NT2RP2002510, 
NT2RP2004837, 
NT2RP3000427, 
NT2RP3001754, 
NT2RP3002664, 
NT2RP3003559, 

OVARC1 000467, 
OVARC1001727, 
PLACE1 003438, 
PLACE1 005601, 
PLACE1 007077, 
PLACE4000455, 
THYRQ1 001495, 



THYRO1001608, THYRO1001803, Y79AA1000127, Y79AA1 000750, Y79AA1001592, Y79AA1001863, 
[0052] In the 437 clones categorized into secretory and/or membrane proteins by using their full-length sequences, 
41 0 clones were also predicted to encode proteins having functions of secretory and/or membrane proteins by using 
their partial nucleotide sequences. In the 146 clones categorized into glycoprotein -associated proteins by using their 
full-length sequences, 124 clones were also predicted to encode proteins having functions of glycoprotein-associated 
proteins by using their partial nucleotide sequences. In the 57 clones categorized into signal transduction-associated 
proteins by using their full-length sequences, 46 clones were also predicted to encode proteins having functions of 
signal transduction-associated proteins by using their partial nucleotide sequences. In the 81 clones categorized into 
transcription-associated proteins by using their full-length sequences, 57 clones were also predicted to encode proteins 
having functions of transcription-associated proteins by using their partial nucleotide sequences. In the 85 clones cat- 
egorized into disease-associated proteins by using their full-length sequences, 6 clones were also predicted to encode 
proteins having functions of disease-associated proteins by using their partial nucleotide sequences. The number of 
clones, which were predicted to encode disease-associated proteins based on the full-length nucleotide sequences, 
is much greater than that predicted based on the partial sequences. The reason is that the full-length sequences were 
categorized by using the data found in the OMIM database into the category of disease-associated proteins. 
[0053] In some cases, the predicted functions based on the partial sequences are different from those based on the 
full-length sequences. The reason is that a protein does not always belong solely to a single category of the above- 
described functional categories, and therefore, it is possible for the protein to belong to both of the predicted functional 
categories. Besides, additional functions can be found for the clones classified into these functional categories by 
further analyses. 

[0054] The following list shows the cDNA clones predicted and selected on the basis of the partial sequences (5' 
sequences) as cDNAs encoding secretory and/or membrane proteins, glycoprotein-associated proteins, signal trans- 
duction-associated proteins, transcription-associated proteins, or disease-associated proteins. 
[0055] The clones that are selected by the score in the ATGpr and by the PSORT for the existence of a signal 
sequence can be expected to encode a secretory or membrane protein since they are predicted to possess the secretion 
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signal or a transmembrane region. The clones that are selected by the 
existence of a signal sequence are listed below (254 clones). 

HEMBA1 000300 HEMBA1000713 HEMBA1 000907 
HEMBA1000962 HEMBA1001272 HEMBA1001297 
HEMBA1002164 HEMBA1 002239 HEMBA1 002420 
HEMBA1 002421 HEMBA1003101 HEMBA1 003294 
HEMBA1 003399 HEMBA1 003602 HEMBA1 003732 
HEMBA1004110 HEMBA1004797 HEMBA1005430 
HEMBA1006016 HEMBA1006171 HEMBA1006311 
HEMBA1 006335 HEMBA1 006357 HEMBA1 006572 
HE MBA 1006658 HEMBA1 006707 HEMBA1 006902 
HEMBA1 006960 HEMBA1 007013 HEMBB1 000276 
HEMBB1 000447 HEMBB1 000567 HEMBB1 000642 
HEMBB1000905 HEMBB1 001200 HEMBB1 001407 
HEMBB1001530 HEMBB1001547 HEMBB1001978 
HEMBB1002162 HEMBB1 002228 HEMBB1 002245 
HEMBB1 002427 HEMBB1 002465 HEMBB1 002663 
HEMBB1 002693 MAMMA1 000046 MAMMA1000102 
MAMMA1000118 MAMMA1000141 MAM MA 1000449 
MAMMA1 000457 MAMMA1 000591 MAMMA1 000652 
MAMMA1 000681 MAMMA1 000986 MAMMA1 000994 
MAMMA1 001 043 MAMMA1 001141 MAMMA1 001 284 
MAMMA1001310 MAMMA1001344 MAMMA1001893 
MAMMA1001901 MAMMA1001957 MAMMA1 002070 
MAMMA1 002087 MAMMA1002165 MAMMA1 002205 
MAMMA1 002224 MAMMA1 002633 NT2RM2000241 
NT2RM2000306 NT2RM2000410 NT2RM2000514 
NT2RM2001643 NT2RM2001941 NT2RM4000115 
NT2RM4000997 NT2RM4001321 NT2RM4001325 
NT2RM4001768 NT2RP1 000050 NT2RP1 000448 
NT2RP1 000903 NT2RP1001563 NT2RP2000479 
NT2RP2001495 NT2RP2001915 NT2RP2001948 
NT2RP2002015 NT2RP2002063 NT2RP2002304 
NT2RP2002674 NT2RP2002721 NT2RP2003383 
NT2RP2003469 NT2RP2003593 NT2RP2003599 
NT2RP2003655 NT2RP2003664 NT2RP2004179 
NT2RP2004447 NT2RP2004495 NT2RP2004524 
NT2RP2004556 NT2RP2004837 NT2RP2005027 
NT2RP2005463 NT2RP2005514 NT2RP2005887 
NT2RP2006042 NT2RP2006269 NT2RP3000169 
NT2RP3000460 NT2RP3000481 NT2RP3000645 
NT2RP3000789 NT2RP3000818 NT2RP3001012 
NT2RP3001044 NT2RP3001195 NT2RP3001560 
NT2RP3001685 NT2RP3001858 NT2RP3002160 
NT2RP3002281 NT2RP3002721 N12RP3002836 
* NT2RP3002958 NT2RP3003076 NT2RP3003354 
NT2RP3003469 NT2RP3003535 NT2RP3003559 
NT2RP3003963 NT2RP3004000 NT2RP3004083 
NT2RP3004133 NT2RP3004309 NT2RP3004321 
NT2RP3004355 NT2RP3004374 NT2RP4001001 
NT2RP4001879 NT2RP4002451 NT2RP4002715 
OVARC1 000208 OVARC 1000298 OVARC1 000439 
OVARC1 000775 OVARC1 000811 OVARC1 000853 
OVARC1 001 222 OVARC1 001 727 OVARC 1 001 807 
OVARC1001833 PLACE1 000231 PLACE1 000560 
PLACE1 000740 PLACE1000912 PLACE1000914 
PLACE1 000927 PLACE1 000986 PLACE1 0011 00 
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PLACE1001183 PLACE1001229 PLACE1001407 

PLACE1001536 PLACE1001788 PLACE1 002080 

PLACE1 002095 PLACE1 002374 PLACE1002518 

PLACE1 003407 PLACE1 003428 PLACE1 003460 
5 PLACE1 003839 PLACE1 003845 PLACE1 004028 

PLACE1004199 PLACE1 004282 PLACE1 004305 

PLACE1 004482 PLACE1 004637 PLACE1 005005 

PLACE1 005250 PLACE1 005383 PLACE1 005410 

PLACE1 005544 PLACE1 005569 PLACE1 005601 
10 PLACE1 005660 PLACE1 005669 PLACE1 005725 

PLACE1 005768 PLACE1 005927 PLACE1 006079 

PLACE1 006093 PLACE1 00621 9 PLACE1 006277 

PLACE1 006443 PLACE1 006786 PLACE1 006809 

PLACE1 007040 PLACE1 007096 PLACE1 007296 
15 PLACE1 007626 PLACE1 007971 PLACE1 008469 

PLACE1 008984 PLACE1 008985 PLACE1 009067 

PLACE1009196 PLACE1 009527 PLACE1 009982 

PLACE1010251 PLACE1011236 PLACE2000219 

PLACE4000455 SKNMC1 000004 SKNMC1000014 
20 THYR01 000036 THYR01 000099 THYR01 0001 96 

THYR01 000795 THYR01 000999 THYRO1001237 

THYR01 001327 THYR01 001478 THYR01 001 495 

THYR01 001 523 THYR01 001 702 THYR01 001 725 

Y79AA1 000226 Y79AA1 000270 Y79AA1 000426 
25 Y79AA1 000521 Y79AA1 000776 Y79AA1 000959 

Y79AA1001013 Y79AA1001056 Y79AA1001264 

Y79AA1 001328 Y79AA1001427 Y79AA1001430 

Y79AA1 001530 Y79AA1001592 Y79AA1001793 

Y79AA1 001 795 Y79M 1 001 803 Y79AA1 001 863 
30 . Y79AA1 002022 Y79AA1 002373 

[0056] In the example mentioned below, the 254 clones as described above were categorized into three groups 
according to their maximal value in the ATGpr and the result in the PSORT, which are shown in Table 7-1 0, 1 1 , 1 2 (246 
clones), and Table 13, 14, 15 (8 clones). In the tables, the name of clone, indicate the name of the clone that was 

35 selected by the ATGpr and the PSORT; the name of sequence indicates the name of the 5'-end sequence of the clone 
on the left; the maximal ATGpr score indicates the maximal ATGprl score of the 5'-end sequence shown on the left; 
and signal indicates the presence of the signal sequence according to the prediction by the PSORT In addition, the 
representative sequence is the sequence that has the longest sequence among the cluster in which the 5'-end sequence 
on the left was included. The maximal ATGpr score and signal on the right indicate the maximal ATGprl score of the 

40 representative sequence, and the presence of a signal sequence in the representative sequence according to the 
. prediction by the PSORT, respectively. The 170 clones shown in Table 7-1 0, having the maximal score in the ATGprl 
higher than 0.5, and predicted to possess a signal sequence by the PSORT, are very likely to be full-length and encode 
a secretory or membrane protein. The 35 clones in Table 11 , which have the maximal score in the ATGprl 0.3 or higher 
and less than 0.5, and predicted to have a signal sequence, are also as well. And, the 41 clones in Table 12, having 

45 the maximal score in the ATGprl 0 or higher and less than 0.3, and predicted to have a signal sequence, are likely to 
be full-length and encode a secretory or membrane protein. 

[0057] The 8 clones in Table 13 (4 clones), Table 14 (2 clones), and Table 15 (2 clones) have the maximal score in 
the ATGprl 0.5 or higher, 0.3 or higher and less than 0.5, and 0 or higher and less than 0.3, respectively, and are 
predicted to have no signal sequence by the PSORT However, these clones contain a region that is recognized by 
50 the PSORT to be a signal sequence within the representative sequence composing the same cluster. Thus, the clones 
were judged as a full-length clone which encodes a membrane protein, especially. 

[0058] The clones selected by the score in the ATGpr and by the keywords in the top hit data in the SwissProt are 
likely to encode a secretory or membrane protein, or proteins with functions associated to signal transduction, glyco- 
protein, transcription, and diseases according to the respective keywords. These 659 clones are shown below. Here, 
55 top hit data is defined to be data of known amino acid sequence which is identified to be the most homologous sequence 
in homology search using the SwissProt. 

BNGH41 000020 BNGH41 000087 BNGH41 000091 
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HEMBA1000006 HEMBA1000121 HEMBN1000128 
HEMBA1 000275 HEMBA1 000349 HEMBA1 000443 
HEMBA1 000462 HEMBA1 000477 HEMBA1 000590 
HEMBA1000634 HEMBA1000671 HEMBA1000732 
5 HEMBA1 000745 HEMBA1 000835 HEMBA1 000875 

HEMBA1000907 HEMBA1000940 HEMBA1001184 
HEMBA1001221 HEMBA1001228 HEMBA1001296 
HEMBA1001390 HEMBA1001563 HEMBA1001621 
HEMBA1001878 HEMBA1001886 HEMBA1002048 
10 HEMBA1002131 HEMBA1002163 HEMBA1002164 

HEMBA1002167 HEMBA1002178 HEMBA1002195 
HEMBA1 002227 HEMBA1 00231 6 HEMBA1 002421 
HEMBA1 002524 HEMBA1 002551 HEMBA1 002767 
HEMBA1 002985 HEMBA1 002992 HEMBA1 003047 
'5 HEMBA1 003072 HEMBA1003101 HEMBA1 003120 

HEMBA1003230 HEMBA1003315 HEMBA1003392 
HEMBA1 003487 HEMBA1 003497 HEMBA1 003530 
HEMBA1 003945 HEMBA1 004007 HEMBA1 004067 
HEMBA1 004085 HEMBA1 004250 HEMBA1 004391 
20 HEMBA1 004444 HEMBA1 004454 HEMBA1 004505 

HEMBA1 004785 HEM BA1 004797 HEMBA1 004952 
HEMBA1 004971 HEMBA1 004982 HEMBA1 005070 
HEMBA1005084 HEMBA1005145 HEMBA1005230 
HEMBA1 005246 HEMBA1 005267 HEMBA1 005337 
25 HEMBA1 005449 HEMBA1 005489 HEMBA1 005522 

HEMBA1 005545 HEMBA1 005698 HEMBA1005913 
HEMBA1 005929 H EM BA1 005945 HEMBA1 006276 
HEMBA1 006299 HEMBA1 006335 HEMBA1 006430 
HEMBA1 006482 HEMBA1006517 HEMBA1 006544 
30 HEMBA1 006572 HEMBA1 006707 HEMBA1 006724 

HEMBA1 006749 HEMBA1 006770 HEMBA1 006902 
HEMBA1006912 HEMBA1006916 HEMBA1007013 
HEMBA1 007057 HEMBA1 007063 HEMBA1 007226 
HEMBA1 007241 HEMBA1 007291 HEMBA1 007332 
35 HEMBB1000106 HEMBB1 000309 HEMBB1 000407 

HEMBB1 000447 HEMBB1 000542 HEMBB1 000567 
HEMBB1 000668 HEMBB1 000679 HEM BB1 000881 
HEMBB1001026 HEMBB1001048 HEMBB1001200 
HEMBB1001573 HEMBB1001847 HEMBB1001959 
40 HEMBB1 002039 HEMBB1 002041 HEMBB1 002051 ' 

HEMBB1002120 HEMBB1002302 HEMBB1002427 
HEMBB1 002661 MAMMA1000106 MAMMA1 000204 
MAMMA1 000226 MAMMA1 000403 MAM MA1 000473 
MAMMA1 000496 MAMMA1 000528 MAMMA1 000591 
45 MAMMA1 00061 4 MAMMA1 000681 MAMMA1000706 

MAMMA1 000788 MAMMA1 000810 MAMMA1000814 
MAMMA1 000881 MAMMA1 001 043 MAMMA 1 001 066 
MAMMA1001094 MAMMA1001150 MAMMA1001237 
MAMMA1 001 41 8 MAMMA1 001 532 MAMMA1 001 609 
50 MAMMA1001615 MAMMA1001623 MAMMA1001634 

MAMMA1001893 MAMMA1001957 MAMMA1001978 
MAMMA1 002070 MAMMA1 002080 MAMMA1 002091 
MAMMA1 002095 MAMMA1002128 MAMMA1002142 
MAMMA1002165 MAMMA1 002234 MAMMA1 002586 
55 MAMMA1 002633 MAMMA1003126 NT2RM 1000407 

NT2RM1 000462 NT2RM 1000542 NT2RM 1000580 
NT2RM1000789 NT2RM1000855 NT2RM1000858 
NT2RM1 000899 NT2RM2000410 NT2RM2000423 
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NT2RM2000497 NT2RM2000565 NT2RM2000582 
NT2RM2000589 NT2RM2000622 NT2RM2000632 
NT2RM2000773 NT2RM2001126 NT2RM2001558 
NT2RM2001626 NT2RM2001738 NT2RM2001767 

5 NT2RM2001 792 NT2RM2001 81 8 NT2RM2001 902 

NT2RM2001939 NT2RM2001941 NT2RM4000100 
NT2RM4000198 NT2RM4000284 NT2RM4000295 
NT2RM4000326 NT2RM400041 7 NT2RM4000444 
NT2RM4000587 NT2RM4000593 NT2RM4000648 

10 NT2RM4000761 NT2RM4000965 NT2RM4001377 

NT2RM4001735 NT2RM4001843 NT2RM4002352 
NT2RP1 000002 NT2RP1 000050 NT2RP1000181 
NT2RP1 000239 NT2RP1 000261 NT2RP1 000271 
NT2RP1 000300 NT2RP1 000325 NT2RP1 000465 

15 NT2RP1 000468 NT2RP1 000551 NT2RP1 000579 

NT2RP1000613 NT2RP1 000679 NT2RP1 000740 
NT2RP1 000981 NT2RP1001004 NT2RP1001020 
NT2RP1001031 NT2RP2000092 NT2RP2000178 
NT2RP2000240 NT2RP2000394 NT2RP2000447 

20 NT2RP200051 4 NT2RP2000533 NT2RP200061 0 

NT2RP2000616 NT2RP2000649 NT2RP2000663 
NT2RP2000694 NT2RP2000712 NT2RP2000739 
NT2RP2000818 NT2RP2000903 NT2RP2001200 
NT2RP2001223 NT2RP2001276 NT2RP2001388 

25 NT2RP2001469 NT2RP2001480 NT2RP2001495 

NT2RP2001514 NT2RP2001529 NT2RP2001538 
NT2RP2001562 NT2RP2001662 NT2RP2001755 
NT2RP2001769 NT2RP200181 7 NT2RP2001878 
NT2RP2001903 NT2RP2001921 NT2RP2001948 

30 NT2RP2001 956 NT2RP2002063 NT2RP20021 88 

NT2RP2002232 NT2RP2002304 NT2RP2002409 
NT2RP2002510 NT2RP2002527 NT2RP2002533 
NT2RP2002564 NT2RP2002824 NT2RP2002942 
NT2RP2002974 NT2RP2002976 NT2RP2003042 

35 NT2RP2003138 NT2RP2003179 NT2RP2003210 

NT2RP2003302 NT2RP2003369 NT2RP2003390 
NT2RP2003469 NT2RP2003545 NT2RP2003593 
NT2RP2003655 NT2RP2003664 NT2RP2003931 
NT2RP2003940 NT2RP2003950 NT2RP2004069 

40 NT2RP2004108 NT2RP2004141 NT2RP2004205 

NT2RP2004447 NT2RP2004606 NT2RP2004648 
NT2RP2004670 NT2RP2004794 NT2RP2004847 
NT2RP2005069 NT2RP2005163 NT2RP2005181 
NT2RP2005247 NT2RP2005378 NT2RP2005391 

45 NT2RP2005425 NT2RP2005535 NT2RP2005541 

NT2RP2005597 NT2RP2005632 NT2RP2005666 
NT2RP2005774 NT2RP2005878 NT2RP2005883 
NT2RP2005941 NT2RP2005994 NT2RP2006004 
NT2RP2006042 NT2RP2006092 NT2RP2006099 

so NT2RP2006134 NT2RP2006269 NT2RP2006512 

NT2RP3000011 NT2RP3000022 NT2RP3000059 
NT2RP3000063 NT2RP3000125 NT2RP3000148 
NT2RP3000171 NT2RP3000172 NT2RP3000201 
NT2RP3000232 NT2RP3000304 NT2RP3000378 

55 NT2RP3000427 NT2RP3000436 NT2RP3000444 

NT2RP3000481 NT2RP300061 6 NT2RP3000645 
NT2RP3000652 NT2RP3000676 NT2RP3000677 
NT2RP3000721 NT2RP3000820 NT2RP3000838 
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NT2RP3000871 NT2RP3000907 NT2RP3000921 
NT2RP3001012 NT2RP3001061 NT2RP3001159 
NT2RP3001170 NT2RP3001195 NT2RP3001240 
NT2RP3001271 NT2RP3001322 NT2RP3001388 

5 NT2RP3001542 NT2RP3001560 NT2RP3001592 

NT2RP3001650 NT2RP3001738 NT2RP3001754 
NT2RP3001976 NT2RP3002015 NT2RP3002160 
NT2RP3002286 NT2RP3002311 NT2RP3002324 
NT2RP3002342 NT2RP3002353 NT2RP3002409 

10 NT2RP3002411 NT2RP3002448 NT2RP3002571 

NT2RP3002664 NT2RP3002737 NT2RP3002738 
NT2RP3002790 NT2RP3002836 NT2RP3002887 
NT2RP3002900 NT2RP3002958 NT2RP3002983 
NT2RP3003000 NT2RP3003076 NT2RP3003354 

15 NT2RP3003448 NT2RP3003473 NT2RP3003527 

NT2RP3003532 NT2RP3003614 NT2RP3003729 
NT2RP3003849 NT2RP3003874 NT2RP3003939 
NT2RP3004025 NT2RP3004067 NT2RP3004075 
NT2RP3004090 NT2RP300411 9 NT2RP30041 30 

20 NT2RP30041 33 NT2RP3004202 NT2RP3004294 

NT2RP3004309 NT2RP3004345 NT2RP3004406 
NT2RP3004481 NT2RP3004552 NT2RP3004557 
NT2RP3004625 NT2RP3004640 NT2RP3004647 
NT2RP4000108 NT2RP4000634 NT2RP4000962 

25 NT2RP4001 009 NT2RP4001 467 NT2RP4001 877 

NT2RP4001879 NT2RP4002187 NT2RP4002451 
NT2RP4002750 OVARC1 000003 OVARC1 000090 
OVARC1000105 OVARC1 000137 OVARC1 000255 
OVARC1 000275 OVARC1 000307 OVARC1000313 

30 OVARC1 000331 OVARC1 00041 0 OVARC1 000439 

OVARC 1000467 OVARC1 000529 OVARC1 000553 
OVARC1 000873 OVARC1000916 OVARC1 000956 
OVARC 1000995 OVARC1001030 OVARC1001049 
OVARC 1001 086 0VAPC1001132 OVARC1001163 

35 OVARC1001222 OVARC1001260 OVARC1 001336 

OVARC1001338 OVARC1 001569 OVARC1001570 
OVARC1001596 OVARC1001607 OVARC1001725 
OVARC1001952 OVARC1001991 OVARC1 002058 
OVARC1002178 PLACE1 000033 PLACE1 000258 

40 PLACE1 000442 PLACE1 000740 PLACE1 000907 

PLACE1001016 PLACE1001114 PLACE1001123 
PLACE1001231 PLACE1001340PLACE1001401 
PLACE1001407 PLACE1001464 PLACE1001500 
PLACE1001516 PLACE1 001564 PLACE1001655 

^5 PLACE1001795 PLACE1001836 PLACE1001918 

PLACE1001949 PLACE1 002080 PLACE1 002095 
PLACE1002153 PLACE1 002329 PLACE1 002355 
PLACE1 002374 PLACE1 002547 PLACE1 002726 
PLACE1002905 PLACE1 002911 PLACE1002967 

50 PLACE1 0031 35 PLACE1 0031 63 PLACE1 003428 

PLACE1 003438 PLACE1 003460 PLACE1 003529 
PLACE1 003573 PLACE1 003598 PLACE1 003644 
PLACE1 003737 PLACE1 003772 PLACE1 003852 
PLACE1 004078 PLACE1004166 PLACE1004168 

55 PLACE1 004279 PLACE1 004441 PLACE1 004450 

PLACE1 004482 PLACE1 004492 PLACE1004519 
PLACE1 004520 PLACE1 004630 PLACE1 004648 
PLACE1004816 PLACE1 004887 PLACE1 005003 
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PLACE1 005031 PLACE1 005239 PLACE1 005383 

PLACE1 005426 PLACE1 00551 9 PLACE 1005539 

PLACE1 005544 PLACE1 005569 PLACE1 005682 

PLACE1 005736 PLACE1 005745 PLACE1005815 
5 PLACE1 005878 PLACE1 005927 PLACE1 006071 

PLACE1 006073 PLACE1 006208 PLACE1 006277 

PLACE1 006290 PLACE1 006443 PLACE1006515 

PLACE1 00671 6 PLACE1 006959 PLACE1 007028 

PLACE1 007077 PLACE1 007081 PLACE1 007096 
10 PLACE1 007296 PLACE1 007591 PLACE1 007702 

PLACE1 007845 PLACE1 007881 PLACE1 008282 

PLACE1 008297 PLACE1 008359 PLACE1 008469 

PLACE1 008549 PLACE1 008657 PLACE1008716 

PLACE 1 008744 PLACE1 008984 PLACE1 008985 
15 PLACE1 009279 PLACE1 009527 PLACE1 009546 

PLACE1 009600 PLACE1 009735 PLACE1010011 

PLACE1010078 PLACE1010081 PLACE1010251 

PLACE1 01 0445 PLACE1 01 071 3 PLACE1 01 0784 

PLACE1010827 PLACE1010968 PLACE1011045 
20 PLACE1011116 PLACE1011181 PLACE1011236 

PLACE1 01 1 364 PLACE1 01 1 407 PLACE 1 011516 

PLACE1011708 PLACE1011824 PLACE1011978 

PLACE2000118 PLACE3000181 PLACE3000213 

PLACE4000354 SKNMC1 000014 SKNMC1 000082 
25 THYR01 000061 THYR0 10001 96 THYR01 000400 

THYR01 000580 THYR01 000584 THYR01 000678 

THYR01 000776 THYR0 1000795 THYROI 000846 

THYR01 000866 THYR01 000956 THYR01 000964 

TH YR01 001 063 THYR0 1 001 071 THYROI 001 1 02 
30 THYRO1001113 THYROI 001128 THYRO1001205 

TH YR01 001 242 THYR0 1 001 266 THYROI 001 456 

THYRO1001457THYRO1001471 THYRO1001478 

THYR01 001 529 THYR01 001 593 THYROI 001 608 

THYRO1001641 THYRO1001 700 THYRO1001702 
35 THYRO1001770THYRO1001803 Y79AA1 000030 

Y79AA1 000127 Y79AA1 000207 Y79AA1 000270 

Y79AA1 000426 Y79AA1 000750 Y79AA1 000777 

Y79AA1 000876 Y79AA1 000888 Y79AA1 000967 

Y79AA1001062 Y79AA1001090 Y79AA1 001212 
40 Y79AA1001272 Y79AA1001426 Y79AA1 001523 

Y79AA1 001 727 Y79AA1 001 787 Y79AA1 001 799 

Y79AA1001803 Y79AA1001863 Y79AA1 002058 

Y79AA1002121 Y79AA1002129 Y79AA1002213 

Y79AA1 002334 Y79AA1 002376 Y79AA1 002378 
45 Y79AA1 002381 NT2RP2006580 

[0059] Among the clones, the following 83 clones are identical to the clones selected by the score in the ATGpr and 
the prediction by the PSORT for the existence of a signal sequence. 

so HEMBA1000907 NT2RM2000410 PLACE1000740 

HEMBA1002164 NT2RM2001941 PLACE1001407 

HEMBA1 002421 NT2RP1 000050 PLACE1 002080 

HEMBA1003101 NT2RP2001495 PLACE1002095 

HEMBA1 004797 NT2RP2001948 PLACE1 002374 
55 HEMBA1 006335 NT2RP2002063 PLACE1 003428 

HEMBA1 006572 NT2RP2002304 PLACE1 003460 

HEMBA1 006707 NT2RP2003469 PLACE1 004482 

HEMBA1 006902 NT2RP2003593 PLACE1 005383 
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HEMBA1007013 NT2RP2003655 PLACE1 005544 
HEMBB1000447 NT2RP2003664 PLACE1005569 
HEMBB1 000567 NT2RP2004447 PLACE1 005927 
HEMBB1 001200 NT2RP2006042 PLACE1006277 
HEMBB1 002427 NT2RP2006269 PLACE 1006443 
MAMMA1 000591 NT2RP3000481 PLACE1 007096 
MAMMA1 000681 NT2RP3000645 PLACE1 007296 
MAMMA1001043 NT2RP3001012 PLACE1008469 
MAMMA1001893 NT2RP3001195 PLACE1008984 
MAMMA1001957 NT2RP3001560 PLACE1 008985 
M AM MA1 002070 NT2RP3002160 PLACE1009527 
MAMMA1002165 NT2RP3002836 PLACE1010251 
MAMMA1 002633 NT2RP3002958 PLACE1011236 
NT2RP3003076 SKNMC1000014 
NT2RP3003354 THYP01 0001 96 
NT2RP3004133 THYR01 000795 
NT2RP3004309 THYRO1001478 
NT2RP4001879 THYRO1001702 
NT2RP4002451 Y79AA1 000270 
OVARC1 000439 Y79AA1 000426 
OVARC1001222 Y79AA1001803 
Y79AA1001863 

[0060] The 446 clones in Table 1 6, 1 7, 1 8, 1 9, and 20, and NT2RP2006580 are predicted to encode a secretory or 

membrane protein. Among them, 77 clones were identical to the clones selected by the score in the ATGpr and the 

prediction by the PSORT for the existence of a signal sequence (overlapping with any of the 254 clones listed in Table 

7-15). Besides, many clones were turned out to be identical to the clones selected as a protein associated with a 

glycoprotein. Also, there were clones identical to those selected as a protein associated with a disease. 

[0061] The 243 clones in Table 21 are predicted to encode a glycoprotein. Among them, 53 clones were identical to 

those selected by the score in the ATGpr and the prediction by the PSORT for the existence of a signal sequence. 

And, many clones were turned out to be identical to the clones selected as a secretory or membrane protein. Moreover, 

there were clones identical to those selected as a protein associated with a disease. 

[0062] The 51 clones in Table 22 are predicted to encode a protein associated to signal transduction. 

[0063] The 130 clones in Table 23 are predicted to encode a protein associated to transcription. 

[0064] The 1 7 clones in Table 24 are predicted to encode a protein associated with diseases. 

[0065] In these clones, 532 clones have the maximal ATGprl score of 0.5 or higher (Table 25). 60 clones have the 

maximal ATGprl score of 0.3 or higher and less than 0.5 (Table 26 and NT2RP2006580). And 67 clones were with the 

maximal ATGprl score of 0 or higher and less than 0.3 (Table 27). 

[0066] 532 clones shown in Table 25, each having the maximal score in the ATGprl 0.5 or higher, are very likely to 
be full-length and encode a secretory or membrane protein, or proteins associated to signal transduction, glycoprotein, 
transcription, or diseases. 59 clones in Table 26 and NT2RP2006580, which have the maximal score in the ATGprl 
0.3 or higher and less than 0.5, are likely to be full-length and encode a secretory or membrane protein, or proteins 
associated to signal transduction, glycoprotein, transcription, or diseases. 67 clones in Table 27, having the maximal 
score in the ATGprl 0 or higher and less than 0.3, are still likely to be full-length and encode a secretory or membrane 
protein, or proteins associated to signal transduction, glycoprotein, transcription, or diseases. 
[0067] This is the method for selecting the cDNA clones predicted to encode secretory and/or transmembrane pro- 
teins, glycoprotein-associated proteins, signal transduction-associated proteins, transcription-associated proteins, or 
disease-associated proteins on the basis of the partial sequences (5' sequences). 

[0068] The polynucleotide of the present invention encodes an amino acid sequence of a functional protein such as 
a secretory or membrane protein, or a protein associated to signal transduction, glycoprotein, transcription, or diseases. 
Since the protein has the complete amino acid sequence, it is possible to analyze its biological activity by expressing 
the protein as a recombinant protein using an appropriate expression system, or by raising and using an antibody 
which specifically recognizes it. 

[0069] It is possible to analyze the biological activity of a secretory protein or a membrane protein, or proteins asso- 
ciated to signal transduction, glycoprotein, or transcription, based on the methods in "Gene Transcription" (Hames B. 
D., and Higgins S.J. edit, (1993)), "Glycobiology" (Fukuda M., and Kobata A. edit, (1993)), "Growth Factors" (McKay 
I., and Leigh I. edit, (1993)), "Extracellular Matrix" (Haralson M.A., and HassellJ.R. edit, (1995), "Transcription Factors" 
(Latchman D.S. edit, (1993)), "Signal Transduction" (Milligans G. edit, (1992)), featured in "The Practical Approach 
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Series" (IRL PRESS), or "Signal Transduction Protocols" (Kendall D.A., and Hill S.J. edit, (1 995), "Glycoprotein Analysis 
in Biomedicine" (Hounsell E.R edit, (1993)), featured in "Method in Molecular Biology" (Humana Press). 
[0070] As to a protein associated with a disease, it is possible to perform a functional analysis as described above, 
but also possible to analyze correlation between the expression or the activity of the protein and a certain disease by 
5 using a specific antibody that recognizes the protein. Alternatively, it is possible to utilize the database Online Mendelian 
Inheritance in Man (OMIM) (http://www.ncbi.nlm.nih.gov/Omim/) , which is a database of human genes and diseases, 
to analyze the protein. New information is constantly being deposited in the OMIM database. Therefore, it is possible 
for one skilled in the art to find a new relationship between a particular disease and a gene of the present invention in 
the updated database. 

10 [0071] Proteins associated with diseases are useful in drug development as they can be utilized as a diagnostic 
marker, a drug that regulates the level of their expression and activities, or a target of gene therapy. Also, as for a 
secretory protein, membrane protein, or proteins associated with signal transduction, glycoprotein, or transcription, 
search of the OMIM with the keywords mentioned below revealed that the proteins are associated with many diseases. 
Also, relationship between a proteins associated to signal transduction or transcription and diseases is reported in 

15 "Transcription Factor Research- 1999" (Fujii, Tamura, Morohashi, Kageyama, and Satake edit, (1999) Jikken-lgaku 
Zoukan, Vol.17, No.3), and "Gene Medicine" ((1999) Vol.3, No.2). Thus, not only a protein associated with diseases, 
but also a secretory protein, membrane protein, or protein associated with signal transduction, glycoprotein, or tran- 
scription is involved in diseases, suggesting these proteins also are very important as a target in medical industry. 
[0072] Keywords used in the search of the OMIM 

20 

(1) secretion protein 

(2) membrane protein 

(3) channel 

(4) extracellular matrix 
25 (5) receptor 

(6) glycoprotein 

(7) protein kinase 

(8) calmodulin kinase 

(9) transcription factor 

30 

[0073] Shown in the search result are only the accession numbers in the OMIM. Using the number, data showing 
the relationship between a disease and a gene or protein can be seen. The OMIM data has been renewed everyday. 

1 ) Secretion protein 

35 268 entries found, searching for "secretion protein" 

104760, 176860, 160900, 107400, 118910, 139320, 603850, 147572, 176880, 600946, 603215, 157147, 600174, 
151675, 170280, 179512, 179513, 138120, 179509,246700, 179510,600626, 179511,600998, 109270, 601489, 
154545, 179490, 185860, 603216, 122559, 601746, 147290, 602672, 146770, 603062, 179508, 131230, 601591 , 
602421, 139250, 167805, 167770, 600041 , 600564, 118825, 601146, 300090, 600753, 601652, 600759, 600768, 

40 602434, 182590,603166,308230, 602534, 603489, 107470, 150390, 1 0461 0, 173120, 158106, 143890,306900, 

308700, 134797, 137350,227500, 176300, 107730, 600760, 138079, 120180, 120160, 120150, 124092, 138160, 
101000, 227600,600509, 601199, 142410, 104311 , 193400, 201910, 107300, 122560,272800,217000,590050, 
147670, 133170, 176730, 300300, 134370, 274600, 120140, 162151, 158070, 

152790, 120120, 106100,300200, 192340, 190160, 138040, 147470, 147620, 173350, 147380, 152200, 152760, 
45 157145, 153450,264080, 113811 , 600937, 600840, 1 88545, 20211 0, 600514, 186590, 603372, 136435, 137241, 

252800,214500,207750, 138850, 1 39191 , 142640, 138130, 189907, 603692, 600633, 603355, 107270,600377, 
1 47892, 232200, 600281 , 232800, 602358, 1 37035, 601 771 , 601 769, 253200, 601 933, 1 1 8444, 600270, 1 20700, 
600945, 603732, 147660, 600761 ,172400, 600823, 600877, 130080, 171060, 107740, 307800, 602843, 130660, 
152780, 124020, 601124, 601340, 601604, 601610, 171050,312060,232700, 300159, 142703, 600734, 125255, 
50 168450, 123812, 188540, 147940, 188450, 600839, 182452, 188400, 182280, 176760, 263200, 600264, 188826, 

252650, 601185, 162641, 137216, 601398, 601538, 118888, 118445, 601745, 

190180, 601922, 182098, 602008, 147440, 602384, 600031 , 109160, 602663, 151670, 602682, 602730, 602779, 
146880, 603061 , 142704, 603140, 106150, 600732, 153620, 603318, 139392, 600042, 102200, 603493, 182100, 
264300, 603795, 184600 

55 

2) Membrane protein 

1017 entries found, searching for "membrane protein" 

130500, 305360, 153330, 173610, 1 70995, 109270, 170993, 309060, 120920, 602333, 133740, 133710, 602690, 
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133730, 159430, 600897, 133090, 601178, 602413, 602003, 109280, 603237, 602173, 107776, 602334, 125305, 
602335, 182879, 154045, 309845, 600594, 603718, 603241 , 603214, 603657, 603177, 600182, 601476, 602879, 
136950, 600723, 601114, 185880, 185881 , 300096, 602257, 160900, 177070, 603062, 603344, 602977, 310200, 
600959, 300100, 186945, 600039, 600267, 128240, 1 82900, 601097, 136430, 600946, 602534, 601047, 143450, 
603141,603700, 600579,256540, 159440,602414, 600403,602048, 188860, 137290, 158343, 184756,602910, 
603179, 600279, 108733, 107770, 1 73335, 602625, 154050, 219800, 603850, 601028, 600447, 104225, 186946, 
601767, 603143, 121015, 603215, 227400, 603735, 600179, 602421 , 180721 , 

176801, 176860, 600753, 603142, 176790, 600266, 601239, 115501 , 143890, 121014, 121011, 125950, 603534, 
304040, 601134, 600754, 601510, 601595, 190315,300172, 602216, 602261 , 602262, 602461 , 131560, 179514, 
179512, 176981, 142461, 139310,312080, 176640, 128239, 185470, 310300, 601403, 601757, 273800, 151460, 
176943, 1 04311 , 168468, 120130, 602887, 600164, 601531 , 601832, 104775, 600040, 603583, 176894, 602631 , 
166945, 182180, 120620, 141180,601014, 139150, 182860, 177061,600174, 180069, 191275, 104760,601693, 
300017, 603518, 601009, 134651 , 601107, 103868, 600168, 136425, 603531 , 603291 , 600917, 603216, 102720, 
300118, 179590, 135630, 602285, 107450, 602296, 303630, 176878, 120090, 600322, 138160, 601212, 603293, 
131230, 112205, 600763, 600718, 300187, 170715, 601966, 300051 , 602474, 

120070, 600691, 600855, 182309, 602101 , 602857, 194355, 162230, 600874, 113730, 155550, 602701 , 306400, 
601789, 231200, 107271 , 175100, 182870, 305100, 301000, 601313, 157147, 147670, 139200, 603593, 157655, 
600934, 155970, 602049, 155960, 155760, 118990, 135620, 308230, 602694, 162060,300023, 160993, 153619, 
153432, 120131, 603823, 603167, 601023, 600816, 165040, 601681, 166490, 300112, 120190, 300145, 163970, 
600772, 602926, 602933, 602202, 400015, 151510, 600759, 602672, 602654, 603821 , 116952, 151430, 602632, 
155975, 602217, 150370, 600752, 601179, 600932, 603048, 603234, 601805, 603822, 603869, 601717, 601181 , 
313440, 139130, 107777, 109190,603452, 191163, 1 91164, 602370, 176877, 103195,600523, 191328,601275, 
204200, 602426, 603820, 600551 , 600695, 600552, 600553, 602306, 601523, 

602507, 602299, 600583, 114070, 600632, 603498, 185430, 600587, 235200, 173470, 603199, 601633, 602500, 
208900, 1 80297, 156225,516020, 190195, 141900, 102680, 193300, 101000, 193400, 300011 , 107400, 257220, 
107741, 180380,203200, 111700, 600024, 304800, 600065, 110750, 179605, 113705, 601638, 222900, 120120, 
602509, 602469, 600930, 601383, 1 76261 , 602574, 602997, 311770, 131550, 603616, 308700, 603372, 256100, 
224100,276903,305900,516000, 131195,314555,601567, 603866, 306900, 103390, 186720, 173850,601050, 
602505, 186590, 246530, 602689, 1 94380, 300041 ,162643, 152790, 120150, 600682, 600106, 272750, 188040, 
602382, 601497, 113811 , 182138, 212138, 601309, 109690, 114760, 176805, 601253, 123900, 602581 , 189980, 
191190, 110700, 600163, 137167, 600580, 601610, 190000, 123825, 603491, 

6001 35, 1 86591 , 1 7391 0, 1 381 40, 1 07266, 1 20950, 601 081 , 603690, 244400, 31 2700, 1 71 060, 601 1 99, 601 758, 
170500,277900,601997,314850,601880,603009, 120220,603126, 164920, 602934, 164730, 163890,603434, 
107269, 602909, 600877, 256550, 1 64761 , 602872, 120110, 126150, 158070, 266200, 223360, 250800, 269920, 
252650, 603355, 154582, 138190, 300035, 602640, 227650, 158120, 153700, 182380, 155740, 204500, 603401 , 
601975,300135, 136350,602924,300167, 185050, 176100,300189, 151525,300200, 165180,230800,602158, 
602676, 603411, 193245, 120325, 601848, 192500, 603102, 147795, 245900, 137060, 147557, 120650, 602377, 
307800, 120930,308100, 142800, 191092, 232300, 173510, 602225, 180470, 190930, 186357, 134638, 600544, 
601373, 600509, 600359, 603784, 600395, 600653, 603754, 601597, 601066, 

600185, 601295, 600978, 205400, 603274, 600418, 600839, 516050, 601691 , 601007, 600650, 600308, 603261 , 
601 1 93, 600004, 60001 7, 51 6040, 253800, 276901 , 60001 9, 257200, 1 08780, 300037, 3001 04, 3001 26, 2551 25, 
203300, 300191 , 426000, 302060, 304700, 201475, 252010, 193210, 311030, 306250, 248600, 191740, 108360, 
131244, 600423,232200, 191305,231680, 103320, 190180,600493, 111200, 226200, 312600, 600170, 111680, 
186910, 203100, 600536,600238, 186830, 186760, 186745, 186711, 106180, 111203, 103180, 182530, 182160, 
600644, 307030, 192321 , 600667, 125647, 179080, 114207, 114860, 176000, 116930, 600748, 173515, 173325, 
600377, 171760, 171050, 118425, 170260, 191315, 600798, 600821 , 600823, 600444, 600840, 159465, 600857, 
158380, 600867, 154360, 152427, 150330, 110900, 147840, 147360, 147280, 

146880, 312610, 120940, 142871, 142790, 600937, 1 42600, 134390, 111250, 600979, 600997, 142460, 186845, 
134635,601017, 1391 91 , 139090, 138850, 601040, 138720, 122561 , 131100, 123610,217070, 100500,603377, 
602354, 603302, 603207, 603086, 602188, 602095, 603867, 603842, 603798, 602602, 601194, 602607, 603713, 
603681 , 601252, 603648, 603646, 603644, 601282, 601284, 603667, 603712, 603594, 601872, 603425, 601843, 
603263, 603208, 601411 , 603201, 603189, 601463, 603164, 603152, 603087, 602874, 601492, 602893, 602057, 
602859, 602746, 603879, 60351 0, 602458, 603380, 601 581 , 603765, 603283, 601 599, 601 733, 601 852, 60231 6, 
601615, 601617, 602184, 602894, 603005, 603030, 603861 , 602835, 602136, 600153, 600074, 600046, 600023, 
601625, 516006, 600018, 600016, 516002, 601590, 313475, 313470, 600244, 

600528, 601611, 600282, 600327, 601568, 600368, 601730, 601535, 601745, 601929, 300169, 300150, 300132, 
601533, 600385, 600464, 600424, 600429, 601756, 601488, 516005, 251100, 516004, 600918, 516003, 602192, 
516001, 240500, 600465, 602241 , 602243, 230200, 601485, 601478, 60141 6, 602297, 601459, 601839, 602314, 
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193065, 193001 , 191306, 600504, 601 020, 1 911 91 , 602372, 190181 , 600534, 188380, 186854, 186360, 600530, 
185250, 182331 , 600535, 182305, 601296, 600582, 600732, 600734, 600742, 600782, 176802, 176266, 600769, 
601 883, 600864, 601 901 , 1 76260, 1 73490, 60091 0, 601 905, 1 71 890, 60091 6, 601 987, 602679, 1 62651 , 1 61 555, 
160994, 602714, 602715, 602724, 602736, 300007, 602783, 275630, 602836, 270200, 602871 , 159460, 602876, 
154540, 153900, 602890, 601153, 602190, 602905, 153634, 153337, 602914, 

152310, 151690, 151625, 602935, 602974, 150325, 602992, 150320, 250790, 603006, 603007, 603008, 150292, 
233690, 603046, 150210, 603061 , 147940, 603063, 221770, 223100, 603097, 147880, 603118, 147730, 146928, 
146630, 142622,603149,603150,603151,600923, 138981 , 138590, 138330,216950, 603192, 138297,603202, 
601002, 602343, 138230, 136131 , 603217, 603220, 134660, 131390, 131235, 603242, 603243, 130130, 602345, 
126455, 601123, 126064, 125240, 602359, 603312, 602380, 603318, 123890, 123836, 603356, 603361 , 603366, 
123830, 179610, 188060, 123620, 120980, 186355, 118510, 114835, 114217, 113810, 603499, 182310, 111740, 
1 0961 0, 603548, 603564, 1 08740, 603598, 60361 3, 1 07273, 603626, 60251 8, 1 7941 0, 603647, 60251 5, 603652, 
106195, 602573, 178990, 105210, 104615, 167055, 603717, 104614, 603728, 

1 0421 0, 603749, 603750, 1 03850, 602608, 603787, 603788, 603796, 1 73445, 1 03220, 1 0291 0, 1 02681 , 1 02670, 
102642, 603833, 1 73391 , 1 02576, 102575, 171833, 102573, 101800, 603875, 601108 

3) Channel 

272 entries found, searching for "channel" 

176266, 600724, 170500, 182390, 123825, 114208, 114205, 601784, 114206, 600937, 114204, 603415, 600053, 
114209, 114207, 600760, 118425, 601011 , 192500, 176261 , 600761 , 176260, 600359, 600228, 600877, 602235, 
300008, 1 82389, 1 82391 , 601328, 601534, 600504, 602323, 601 958, 602780, 602781 , 601327, 601 012, 600734, 
603208, 182392, 603220, 603219, 603888, 600054, 602232, 601 745, 603537, 602604, 603796, 302910, 602866, 
601013, 602905, 602906, 600163, 152427, 180901 , 600702, 600308, 602754, 107776, 602024, 314555, 601949, 
600235, 602023, 176263, 600681 , 176265, 193245, 603305, 176258, 602983, 601219, 601 141 , 176267, 602343, 
602726, 138253, 176262, 600003, 600397, 602872, 138249, 600843, 600935, 600580, 600845, 602158, 602106, 
176264, 300110, 176257, 602717, 603493, 176268, 600932, 602727, 138254, 

603652, 300138, 602420, 600570, 600150, 603583, 602345, 603749, 601142, 1 76256, 600846, 138252, 602982, 
603787, 602836, 603788, 602566, 603651 , 602421 , 1 00690, 1 07777, 100725, 1 0071 0, 600509, 603061 , 154275, 
304040, 154276, 180902, 121014, 602368, 139311 , 601383, 108745, 601313, 601042, 600131 , 186360, 600109, 
600229, 600170, 603319, 601485, 118503, 180903, 602076, 124030, 601059, 601212, 601218, 147450, 600855, 
600919, 601154, 601157, 171060, 600968, 182139, 131230, 121015, 600421, 113730, 249210, 310500, 600637, 
125950, 118800, 156490, 602974, 1 0461 0, 121011 , 602522, 118504, 300041, 160900, 601382, 602103, 600465, 
602014, 600442, 601109, 602481,277900, 254210, 138247, 164920, 170280, 171050, 128100, 173910, 600884, 
123885, 602887, 600232, 180297, 137192, 600304, 138251 , 603053, 300103, 

603152, 603199, 11 8511 , 118508, 138079, 600983, 182307, 603324, 305990, 603418, 114080, 232200, 600046, 
600040, 602403, 603750, 603785, 104210, 600019, 600300, 182860, 603852, 603853, 603855, 516060 

4) Extracellular matrix 

167 entries found, searching for "extracellular matrix" 

603479, 602201, 601418, 601548, 154870, 115437, 602285, 602262, 602261 , 134797, 600754, 120361, 116935, 

602263, 603320, 601807, 603321 ,185250, 185261 , 253700, 128239, 120324, 193300, 276901 , 308700, 60051 4, 
600261, 602109, 120140, 120150, 147557, 193400, 600536, 188826, 120180, 118661 , 120320, 152200, 135821, 
112260, 230740, 602090, 155760, 192975, 190182, 602108, 601463, 186745, 600900, 600985, 600758, 602369, 
179590, 601211 , 600065, 602178, 600262, 182888, 182889, 151510, 182120, 150325, 190181 , 150370, 186355, 
193065, 165070, 154705, 147559, 146650, 146640, 153619, 175100, 187380, 231050, 188060, 135820, 156790, 
130660, 301870, 128240, 600076, 600119, 193210, 600215, 600245, 121010, 150240, 600309, 600491 , 222600, 
120328, 600564, 600596, 600616, 600700, 600742, 120325, 138297, 600930, 

156225, 601028, 601050, 601105, 253800, 601284, 601313, 120280, 310200, 601492, 120250, 601587, 601636, 
601652, 601692,601728, 120220,601915, 602048, 155120,310300, 120210, 120165, 120120, 118940, 116930, 

602264, 116806, 602366, 120470, 602415, 602428, 602453, 602505, 602574, 603005, 603196, 603221 , 603319, 
107269, 216550, 103320, 603489, 603551 , 603767, 603799, 603842 

5) Receptor (including membrane proteins, and also including transcription factors, since nuclear proteins were 
not excluded in the search) 

1606 entries found, searching for "receptor" 

600408, 176943,107770,601531,143890,313700, 162643,202200, 147670, 1 91306, 1 82131 , 192321 , 138249, 
190120,600264,162321,603613,603614,602164, 138251, 182134, 138040, 152790, 602393, 133430,601769, 
304800, 147280, 168468, 147730, 155555, 191190, 1 09760, 122561, 136537,602034, 147138, 187930,312861, 
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107450, 138981, 182135, 603612, 191191,600933, 601267, 600168, 120650, 182133, 601919, 108962, 162323, 
102576, 600022, 603366, 600052, 136430, 601835, 600825, 600979, 102981 , 192974, 602779, 601828, 603499, 
601 972, 1 91 31 5, 602601 , 60361 1 , 602943, 601 300, 1 91 31 6, 1 08960, 601 299, 1 478 1 0, 602909, 601 834, 1 08961 , 
602392, 602910,603372, 106165, 601199, 1 80901 , 131244, 107470, 136435, 146740, 164920, 1391 91 , 138971 , 

5 109690, 100690, 138850, 118504, 147781, 146928, 601373, 126449, 

104225, 100725, 164342, 104220, 118503, 136538, 137241 , 601663, 601805,306250, 600377, 600337, 600509, 
600983, 126110, 118507, 602548, 162010, 601268, 147671 , 601284, 113503, 109190, 603826, 154540, 147569, 
600956, 138245, 139139, 155541 , 137192, 118445, 104250,300119, 118511,601159, 100710,305660, 104210, 
114610, 138253, 146929, 602778, 135630, 147140, 146790, 147045, 601998, 158378, 131243, 600041 , 118508, 

10 137142, 113995, 138247, 182137, 147811 , 1 82132, 138248, 600414, 600563, 137160, 138032, 601496, 138252, 

138254, 601600, 173800, 146760, 1 79590, 180903, 109635, 300038, 138244, 182139, 600849, 600644, 601296, 
602282, 179611, 143090, 100710, 601076,600380, 170998, 600845, 118505, 118510, 190160, 104260, 137164, 
137140, 600456, 147880, 137190, 601156, 601956, 100730, 601194, 602717, 

173880, 600042, 180902,300093, 602423, 602469, 603028, 601437, 146933, 179610, 173510, 600843, 305915, 
15 137143, 603361,603031, 137141 , 136539, 1 62332, 118509, 155540, 600233,601109, 601743, 600409, 147139, 

131235, 603506, 603455, 151445, 602408, 601681 , 603540, 602454, 602490, 600214, 600798, 600232, 602729, 
600730, 601122, 120577, 160994, 603248, 602621 , 601305, 1 76946, 118502, 176888, 602167, 138246, 158050, 
601470, 603453, 603065, 137163, 137166, 600846, 118495, 138243, 1 92975, 138060, 602757, 1 91311 , 603652, 
120340, 600315, 136425, 118493, 600731 , 601502, 601503, 601751 , 603651 , 602345, 118496, 601598, 602343, 
20 118494, 186880, 134934, 601007, 600946, 186930, 186970, 1331 71 , 308380, 120620, 126452, 190010, 126450, 

186810, 180220, 173410, 188070, 131550, 109691 , 147679, 180240, 173490, 

300034, 264080, 114131, 146661, 147370, 147545, 136352, 190182, 186780, 126453, 110700, 147851,308385, 
126451, 128239, 600018,601487, 601040,305990, 601604, 190181 , 188545, 1 62641 , 600445, 231200, 136350, 
601586, 164770, 600073, 602376, 138491 , 118946, 176761 , 176806, 601770, 180245, 164870, 602691 , 600939, 

25 109610, 192977, 159530, 602997, 164860, 300007, 146710, 601757, 150370, 118444, 600239, 138033, 601167, 

108360, 162642, 173850,603881, 180246, 193210, 173470, 601469, 134935, 182452, 138492, 135620,601523, 
601790, 600221, 109630,602451, 147265,602626, 602001 , 602069, 601642, 600848, 102776, 180190, 182098, 
176886, 602250, 182454, 600222, 600821 , 1 80247, 602730, 134637, 167055, 165196, 165195, 173391,601426, 
600527, 600167, 153618, 601330, 601970, 600785, 600004, 601043, 109135, 

30 109636, 601613, 600804, 601529, 1 02581 , 600936, 126150, 182451 , 300107, 190151, 602746, 165070, 170650, 

600421 , 1 00997, 602648, 603243, 300035, 305670, 182455, 162651 , 109535, 601320, 120920, 603411 , 603691 , 
601 535, 1 02775, 601 1 66, 1 80381 , 1 76804, 6021 88, 60005 1 , 601 993, 601 773, 603755, 600241 , 601 050, 603659, 
600253, 300130, 137026, 602368, 154570, 176945, 602005, 120980, 602583, 102777, 600524, 602848, 173393, 
601 71 1 , 1 04221 , 1 76884, 600441 , 1 08361 , 600665, 600446, 600799, 600742, 1 0421 9, 60381 9, 600867, 602351 , 

35 601978, 600578, 602566, 600551 , 601 898, 151443, 602642, 300182, 191164, 602356, 603071 , 602190, 601522, 

182889, 142703, 601576, 1 00735, 1 76882, 602969, 182453, 601895, 602886, 602927, 602697, 601070, 120830, 
601108, 176891, 176802, 600024, 600552, 601908, 176981, 603510, 151460, 

602237, 602545, 1 62341 , 603748, 161565, 600894, 186711 , 137161 , 601839, 601592, 603507, 602885, 430000, 
104222, 601116, 602643,601896, 601404, 601381 , 600180, 600870, 123889, 600206, 600242, 602992, 601380, 

40 602950, 602174, 603159, 602042, 602297, 602836, 602355, 602304, 603822, 147267, 603030, 603821 , 602043, 

603820, 603317, 601 965, 601524, 601974, 603823, 602728, 601741 , 137570, 603500, 602592, 153622, 601204, 
186990, 601115, 600283, 182180, 600600, 600066, 600282, 1 76944, 600926, 600895, 300188, 602657, 602756, 
600925, 182888, 603808,603029, 602702, 602464, 603751 , 425000, 601910, 151020, 600553, 603195,602646, 
601909, 603692, 136950, 600543, 1 64320, 300086, 602933, 602993, 137162, 603281, 153243, 1 61555, 600011 , 

45 600144, 600869, 600493, 602346, 600342, 602336, 113955, 602893, 601577, 

603749, 602892, 60381 0, 602853, 600579, 601 044, 603809, 1 86690, 600752, 603304, 600240, 603232, 600868, 
602894, 602337, 603143, 109545, 602891 , 602890, 602716, 603142, 602510, 603144, 603141 , 300090, 602550, 
603145, 107741, 107730, 164761,208900, 107269, 114208, 235200, 158120, 147440,300200, 161561 , 186830, 
151520, 131240, 139250, 601667, 1 53240, 218030, 147680, 186740,600044, 107940, 153390, 102582,600978, 

50 601218, 142409, 601156, 601884, 601789, 125950, 171833, 602221 , 139320, 147760, 190000, 184757, 601512, 

165180, 166490, 168470, 601366, 176000, 191160, 102578, 103320, 112260, 192240, 109091 , 603233, 134370, 
254210, 173610, 125480, 600957, 118945, 120470, 136351 , 600725, 176797, 602887, 173511, 123910, 601459, 
252500, 104615, 601528, 600345, 601890, 151390, 602170, 186790, 186960, 

600542, 1 86973, 600423, 600058, 176730, 1 86945, 104760, 601309, 601500, 300091 , 113705, 214500, 602731 , 
55 600726, 176885, 164875, 139330, 104640, 147840, 600065, 131242, 164160, 600565, 601211 , 151530, 603599, 

1 80860, 1 90040, 1 47720, 2221 00, 223900, 600555, 600994, 1 86770, 1 20420, 602004, 601 099, 603776, 601 21 2, 
132890, 600007, 158105,603886,603884, 176830, 162200, 602458, 601603, 107910, 193400, 133100, 160900, 
114855,601498,601511, 116831 , 131390, 107773, 137800, 155750, 147795,264600, 114207,244400,187040, 
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126455, 164040, 147683,263200, 188230, 184756, 147574, 179615, 176960, 176947, 147561, 131320, 1 07265, 
147470,264700, 173335, 124010, 147050, 132810,230350,276000, 114130, 155730, 134638, 254150, 122560, 
186940, 208150, 188040, 188400, 100600, 601564, 603875, 603849, 601497, 

603254, 6031 80, 602952, 602775, 602584, 602570, 601 045, 600632, 602559, 601 883, 60061 8, 601 848, 601 766, 
601753, 600554, 600937, 600694, 311360, 302910, 600173, 300139, 300065, 274000, 305100, 300116, 300022, 
163800, 187410, 187020, 603818, 1 05850, 107941 , 307800, 601897, 212895, 603598, 603584, 603583, 603454, 
603412, 601872, 114204, 266300, 114841 , 116897, 152690, 603261 , 603130, 603109, 603061 , 603055, 603043, 
601771, 154275,600910, 187011 , 188060, 600039, 600464, 186355, 121360, 122559, 123000,253800, 602901, 
125255, 131100, 600837, 602772, 600835, 131530, 602695, 137580, 602623, 139130, 249210, 142408, 602457, 
600179, 142445, 154276, 245480, 142800, 600998, 602354, 601698, 602272, 601053, 602265, 231550,229300, 
147780, 601985, 147796, 226200, 600276, 147830, 150200, 601937, 189906, 

601 922, 600341 , 1 00650, 601 662, 1 89965, 1 59440, 1 90020, 601 054, 600764, 60041 0, 1 53440, 205400, 601 055, 
203800, 600576, 600749, 190090, 601767, 600475, 190080, 154550, 184745, 601721 , 601712, 600594, 600739, 
600738, 180069, 601020, 601 679, 1 62662, 601266, 601676, 601203, 172400, 601463, 600685, 601599, 164009, 
600611,601570,600626, 600201 , 600514, 191100, 195002,600567, 600633, 191030, 190700, 600014,303700, 
30821 0, 308230, 1 911 70, 269700, 1 91 092, 1 921 30, 60031 9, 238600, 1 95000, 6001 25, 600577, 261 680, 600566, 
2661 00, 309900, 266600, 306900, 600536, 1 94070, 201 91 0, 1 88860, 1 88595, 257220, 600038, 2021 1 0, 261 000, 
600363, 600850, 306100, 602229, 603883, 1 02645, 186921 , 186910, 603785, 1 86852, 104311 , 107266, 107270, 
603746, 603732, 109270, 602060, 602041, 148180, 151385, 151625, 123830, 

182530, 123842, 124030, 134660, 153370, 134850, 601023, 182280, 134797, 182125, 134390, 601047, 135820, 
601804, 153420,601801, 139312, 139392, 181031 , 601622, 180700, 147570, 603157, 162150, 601589, 121013, 
151440, 602919, 151510, 123810, 123890, 131210, 179730, 602663, 179020, 602630, 601231 , 601252, 137295, 
138190, 138550,277700, 601295, 139311 , 153455, 176311 , 1 76310, 601313, 133170, 141800, 142995, 602358, 
143100, 145505,300079, 168461 , 145981 ,158070, 106700, 107400, 107720,601485, 103950, 108330, 1 65360, 
300300, 156490,603492, 602018, 118485, 164951 , 164730, 164720, 147620,603406, 164343, 119530, 161560, 
142910, 602414,601933, 120290, 1 64013, 164012, 600667,601534, 601513,601520, 164015, 164340, 1 73515, 
164975, 302020, 160782, 601501, 165230, 302060, 165120, 601492, 601483, 

167040, 167415, 600714, 192968, 600696, 601458, 601447, 173325, 168820, 176820, 601413, 190198, 600489, 
173445, 601754,600481,300155, 600453, 154230, 173430, 154030, 173360, 181590, 176876, 176970, 1 78600, 
164005, 182160,274500, 179616,275120, 151990,300147, 601863, 211750, 275355, 151675, 190170, 1 79838, 
600750, 180200, 1 80231 , 151430, 600753, 601582, 150240, 601584, 601153, 224500, 601154, 601969, 180440, 
600596, 600281 , 600262, 227400, 601997, 147684, 147678, 600761 , 147581 , 602014, 602024, 147573, 601150, 
159555, 147559, 600945, 191163, 602065, 147558, 601641 , 147450, 602096, 602113, 600583, 602154, 600556, 
159350, 147245, 186855, 192020, 1 91510, 146631 , 146630, 180950, 601693, 146255,602260, 238300,600231, 
602293, 194540, 602299, 145680, 602311, 145260, 600230, 602350, 239100, 

600508, 143055, 601 723, 143010, 155960, 601377, 602382, 275350, 600220, 602396, 304050, 600424, 602421 , 
142461, 602430, 602431 , 142460, 246530,273300, 249100, 602461 , 602465, 141850, 601788, 602498, 140210, 
181460, 600422,300127, 600164, 600765, 602582, 138800, 300101 , 138720, 138420, 602609, 600157, 138079, 
138030, 600156, 601017, 137240, 602671 , 602680, 602682, 136530, 182090, 600807, 601826, 602724, 153245, 
182331, 210250, 600151 , 602738, 131340, 131241 , 300008, 131195, 600119, 602809, 602839, 602840, 128240, 
126850, 126065,252650,253200, 188380, 600810, 600396, 123841 , 182810, 123835, 600053, 217030, 602921, 
602931 , 602932, 601 900, 600050, 1 85430, 185520, 121800, 254770, 259700, 222300, 120940, 120700, 120436, 
120360, 603033, 600295, 603035, 262600, 603046, 600009, 263400, 120150, 

263520, 603126,590085, 185605, 118960, 118940, 118455, 603149, 603177, 300019, 603181, 118425, 603207, 
426000, 116955, 116940, 116930, 300088, 603264, 603272, 603274, 116899, 603302, 313650, 266265, 603331, 
114835, 603356, 114830, 312760, 603378, 602061 , 310400, 603414, 603437, 113730, 310200, 113710, 147557, 
113000, 112205, 111400, 111100, 110750, 603518, 603526, 602136, 603576, 309845, 603594, 308310, 108728, 
1 08355, 600250, 307200, 603628, 1 07777, 6021 65, 603653, 600899, 1 07273, 1 07271 , 603695, 603705, 60371 7, 
186590, 186720, 186760, 186820, 1 87700, 600916, 147183, 105590, 104610, 146770, 306400, 602227, 1 03390, 
103280, 103070, 102670, 301000, 603851 , 600874, 600871, 102200, 158380, 603889 

6) Glycoprotein 

438 entries found, searching for "glycoprotein" 

231200,273800,138700, 138600, 1 73510, 173515, 192974, 109770, 138610,603578, 195002, 182889,601275, 
602977,300051, 173470, 171050, 138680, 142640, 194460, 176390, 138720,600119, 185430, 138670, 180297, 
171060, 600073, 173335, 128239, 118850, 602616, 110700, 164345, 159465, 159460, 191845, 173511, 600564, 
159440, 256550, 153310, 168810, 600738, 151460, 138470, 190197, 603586, 601325, 601193, 162820, 158120, 
155970, 190920, 603201 , 603594, 601411 , 155735, 186730, 601028, 158030, 1 76391 , 115501 , 137290, 601103, 
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600315, 176870, 601525, 60141 8, 137061 , 137207, 137060, 176397, 176393, 176394, 182888, 160995, 176398, 
600718, 176396, 176392, 176399, 1 76401 , 176395, 125645, 601774, 104175, 195000, 601785, 193400, 600065, 
111200, 253700, 152200, 154550, 310200, 188230, 256540, 120980, 130660, 

107269, 158070, 156790, 131550, 135630, 138297, 155760, 231050, 603381 , 143890, 176801, 118860, 103600, 
193210, 186820, 114890, 188060, 118910, 107271 , 153340, 313470, 600074, 603062, 109270, 602724, 603356, 
120324, 192340, 266265, 110900, 306400, 601327, 118457, 151250, 136836, 253000, 104640, 190010, 190000, 
135620, 135600, 601852, 134797, 134370, 111250, 156225, 600596, 187430, 164870, 151510, 186720, 601962, 
600900, 151530, 180990, 180290, 182120, 603759, 179605, 158381 , 158373, 158343, 155740, 153420, 151675, 
142800, 176300, 153240, 140100, 134820, 134660, 134390, 125240, 120520, 112205, 111740, 106100, 104225, 
1 03000, 1 39090, 1 76860, 1 02720, 1 76895, 1 80621 , 602421 , 602257, 252600, 252650, 1 80620, 227600, 228960, 
208900, 182145, 208400, 602643, 602593, 602461, 602171, 182900, 601269, 

600270, 600033, 602894, 2471 00, 1 8691 0, 600239, 230500, 21 7800, 600867, 253220, 601 581 , 305600, 1 62060, 
158378, 188450, 186880, 186990, 1 88040, 154582, 164022, 188540, 153634, 1 89965, 193190, 165095, 165220, 
158375, 152790, 158374, 151627, 1 82205, 155750, 191316, 151523, 151020, 165330, 166490, 192225,224050, 
224100, 185490, 192240, 173445, 1 67770, 185050, 153619, 230800, 147740, 147730, 147670, 153618, 236200, 
193300, 249000, 176385, 153440, 147557, 152310, 253270, 184900, 182331 , 146760, 146661 , 272300, 272800, 
142930, 169615, 171640, 182520, 1 82310, 300027, 147780,305370, 151525, 142858, 142840, 308230,308385, 
309060, 142445, 142290, 21 6950, 1 39130, 600026, 600044,600046, 138971 , 138960, 138140, 600133,600182, 
600215, 173350, 173360, 135820, 600403, 600410, 600491 , 134934, 147563, 

600535, 133700, 600587, 133170, 131390, 600616, 600713, 131195, 600722, 130160, 600742, 600751 , 600764, 
600769, 600798, 180540, 600978, 129010, 601040, 601050, 125505, 125490, 124010, 601194, 601211 , 601253, 
147380, 120930, 601313, 120830, 120620, 601365, 601368, 120220, 601456, 601484, 117700, 147045, 601652, 
274500, 116930, 116880, 601788, 116805, 114250, 113810, 601880, 601914, 601932, 111700, 602046, 602053, 
602108, 602243, 176820, 178630, 178640, 111680,300017, 109535, 142860, 602692, 109530, 602746, 308840, 
107740, 107400, 603104, 603125, 603126, 603130, 107273, 603197, 107266, 603241 , 603243, 104614, 312080, 
104610, 603492, 103390, 102670, 102480, 100735, 603665, 603756, 100730, 603777 

7) Protein kinase (a member of signal transduction) 
729 entries found, searching for "protein kinase" 

600289, 160900,601032,176948,600899, 176947, 176894, 601939, 602980, 601314, 601955,601335,600447, 
602130, 603606, 601158, 602006, 602549, 602678, 176872, 603014, 602520, 186945, 601254, 602315, 601263, 
177061, 176873, 600497, 603607, 602449, 602740, 602898, 602741 , 300083, 602899, 114080, 603412, 601184, 
602739, 176910, 600050, 176949, 602741 , 602743, 600341 , 601951, 601212, 600038, 156490, 600855, 600758, 
603455, 156491 , 603424, 300075, 1 80381 , 151510, 6001 68, 600085, 601 890, 602896, 602123, 600221 , 602904, 
602687, 176945, 602897, 600222, 602098, 601685, 176944, 109635, 601795, 601679, 603722, 602521 , 601436, 
191164, 602004, 176942, 601684, 300101 , 601299, 601434, 602615, 601435, 176960, 153390, 603166, 179090, 
300300, 1 76871 , 60221 6, 1 7691 2, 1 76893, 603453, 3001 85, 1 77060, 1 76943, 

176981, 603441, 176970, 116899, 603442,311550, 603495, 169190, 600448, 602399, 176946, 176977, 188830, 
602350, 601 591 , 601 782, 1 37026, 400008, 300094, 600058, 600831 , 1 76892, 601 639, 60291 9, 1 7691 1 , 1 76975, 
300172, 603072, 600583, 177015, 1 76982, 176980, 603248, 176941 , 602757, 600870, 603440, 148750, 601959, 
600869, 602448, 600408, 306000, 266200, 602539, 602425, 600160, 310200, 208900, 600997, 186973, 305360, 
179611 , 307030, 603262, 601050, 602758, 147795, 311800, 600664, 600441 , 603251 , 600527, 313650, 123831 , 

191315, 602958, 123832,602989,602614, 123828, 136350, 601284, 602940,601329,600173, 171834, 124095, 
603464, 603584, 116953, 300035, 600600, 1 09135, 601232, 601988, 603850, 603384, 603184, 602990, 125855, 
601047, 603460, 603258, 602748, 603723, 164870, 603368, 139310, 601818, 

602913, 603005, 602221 , 173570, 147670, 602610, 600524, 113508, 251170, 142370, 142408, 191306, 147796, 
118423, 600286, 601074, 600765, 600922, 179610, 602747, 601953, 601132, 600136, 601288, 601289, 602297, 

191316, 601535, 602925, 125450, 602839, 602168, 602461, 105590, 114085, 600714, 154235, 603261 , 1 09270, 
191305, 602625, 602366, 602749, 600927, 300134, 603496, 136352, 176790, 600073, 601523, 115441 , 191170, 
114210, 116900, 188250, 102576, 603764, 603497, 603304, 601934, 602255, 600004, 600526, 601589, 600856, 
601269, 601465, 601207, 601935, 600863, 602394, 601983, 602048, 300200, 1 79050, 164761 , 189980, 602626, 
137025, 602694, 602731 , 125305, 123810, 300139, 601792, 275350, 171833, 193525, 601540, 162200, 601826, 
116898, 601108, 601528, 600954, 602609, 602838, 603167, 601522, 600505, 

600431 , 600267, 1 88555, 6001 40, 308240, 6001 37, 60001 1,151410, 601 530, 1 34934, 1 1 6952, 3001 42, 1 91 31 1 , 
601603,603889,601728, 165160, 1 65070, 136351 , 601836, 601839, 133090,601595, 602745, 602516, 154950, 
603601 , 602052, 154045, 603583, 600695, 602933, 602756, 601014, 602474, 602887, 172270, 601366, 180220, 
602189, 114105, 600963, 603369, 601296, 603289, 602265, 602337, 600066, 600456, 602387, 600917, 139270, 
603271 , 188345, 601231 , 115440, 115442, 600778, 164920, 175100, 310300, 601767, 603168, 603140, 603113, 
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116940, 162060, 603048, 603275, 601146, 600434, 602336, 602310, 602308, 147522, 603311 , 227645, 114110, 
601114, 300022, 164785, 167414, 123280, 600007, 600560, 229300, 151430, 176740, 602426, 109636, 602775, 
108355, 601999, 601524, 1 90151 , 202500, 601592, 600723, 102750, 600753, 

603618, 603814, 147521 , 602514, 603015, 602525, 602524, 172471 , 602647, 602590, 600864, 172470, 602538, 
602527, 602526, 143890, 164730, 232300, 131550, 116951 , 601713, 154550, 603434, 138160, 601702, 126335, 
272800, 601497, 602038, 107940, 191190, 273800, 193300, 120150, 603068, 603259, 102582, 601099, 253700, 
308000, 602338, 602689, 185605, 164040, 600119, 152690, 601496, 602188, 123900, 602860, 164960, 600618, 
601 045, 3001 89, 1 64860, 602505, 230800, 1 41 850, 1 47545, 1 1 0300, 600051 , 1 38600, 233700, 1 09700, 238600, 
1 09690, 253800, 311 770, 1 56225, 60371 9, 1 91 030, 309000, 601 893, 1 90030, 1 89972, 601 247, 1 901 20, 6001 79, 
258501, 190040,300121, 180380,314850, 600438, 306400, 179715, 190450, 600636, 1 80901 , 173335, 601290, 
154500, 131195, 115460, 603078, 603775, 603760, 158900, 602354, 102680, 

122560, 602382, 103320, 603597, 603510, 232600, 133170, 603353, 603345, 603318, 603309, 230400, 139250, 
603296, 603272, 114240, 147557, 232400, 139259, 602122, 230200, 164014, 248600, 601703, 194364, 150000, 
602102, 601683, 158070, 602170, 602007, 601306, 248610, 601387, 161770, 132800, 1 64760, 601902, 601253, 
173470, 602930, 603691 , 165360, 123835, 603544, 147265, 107777, 602377, 600605, 602869, 601121 , 602388, 
301300,590060,601059, 168461, 142600,314555, 142410, 1 70290, 602498, 190090,311030, 142409, 190181, 
600966, 308100, 600936, 171900, 1 90182, 172405, 102600, 603754, 600281 , 172430, 138249, 300039, 603154, 
602642, 300041 , 602659, 1 92240, 603473, 136537, 603134, 182280, 603084, 125660, 189990, 133430, 603755, 
603302, 600737, 300144, 305400, 188545, 600652, 189940, 600633, 603009, 

181031, 182160, 148500, 602384, 600650, 602190, 171150, 173490, 164765, 147780, 600910, 601272, 147880, 
125255, 120090, 173390, 602668, 600483, 602995, 602996, 180860, 142445, 116949, 602681 , 603027, 182125, 
600327, 600799, 164757, 230450, 602730, 600782, 164880, 232700, 116935, 602303, 603203, 164710, 600244, 
600206, 263200, 300034, 601487, 600980, 600956, 601985, 600884, 601956, 191041 , 601568, 601586, 155960, 
602288, 176761, 113900, 600581,516050, 190070, 164940,600544, 107941,312861,602373, 123836, 106165, 
-1 03850, 274270, 601 922, 602355, 1 47420, 31 1010,1 63800, 600536, 60201 8, 307200, 60361 9, 603652, 1 93001 , 
193245, 603729, 603752, 118888, 603796, 305600, 603852, 603853, 603886 

8) Calmodulin kinase (a member of signal transduction) 
35 entries found, searching for "calmodulin binding" 

300172, 114180,302020, 139312, 602584, 602293,600310, 603379, 114106, 602350, 114105, 114213, 138249, 
153430, 177061 , 182520, 102680, 600489, 601478, 306000, 600490, 600922, 601302, 601568, 168890, 164795, 
163730, 602698, 602699, 602987, 102681 , 603384 

9) Transcription factor 

71 7 entries found, searching for '"transcription factor" 

305371, 189963, 164177, 600297, 600298, 163260, 189907, 173110, 600733, 189903, 1 89972, 600438, 600281, 
1 89962, 1 57670, 602272, 600609, 1 89968, 1 89971 , 1 89889, 1 07580, 1 89908, 601 748, 601 542, 601 632, 60061 0, 
1 89969, 600480, 601 760, 1 7631 0, 603022, 60051 9, 601 750, 1 23803, 600520, 600494, 1 641 76, 602460, 603246, 
113725, 107773, 189904, 602228, 147141 , 132890, 189964, 1 64175, 142410, 313650, 164011 , 164014, 164005, 
601714, 600492, 164012, 601878, 600673, 600635, 191523, 602191 , 600490, 602149, 1 89967, 140580, 1 64343, 
603256, 600727, 600729, 600728, 140581 , 600571 , 601511 , 102582, 189906, 600660, 124097, 314310, 600860, 
600662, 184756, 600777, 600013, 600172, 600489, 601425, 600786, 600502, 602406, 600743, 189965, 603257, 
602751, 602542, 603148, 603107, 603789, 602318, 156845, 123811 , 600425, 

600540, 600695, 601 622, 147574, 601601 , 602407, 602150, 601538, 600663, 603306, 165170, 187040, 602444, 
1 89902, 1 89973, 600659, 600661 , 601 01 0, 600788, 60261 7, 601 602, 602053, 601 742, 300039, 602438, 602976, 
600744, 602543, 602479, 600481 , 600473, 603739, 600426, 603738, 189901 , 603677, 600427, 603255, 600607, 
600379, 189909, 601 679, 600787, 602160, 601043, 601397, 601044, 600366, 300025, 602575, 602669, 601804, 
601 801 , 1 7631 2, 1 7631 1 , 600746, 602480, 602944, 600967, 60091 2, 306700, 306900, 1 93400, 601 206, 480000, 
191160, 601861 , 164008, 600475, 600773, 600772, 600774, 142409, 156490, 600589, 601490, 151385, 600599, 
184757, 602955, 234000, 603433, 603349, 603198, 602294, 600390, 603628, 147620, 600211 , 601787, 601863, 
147470, 603795, 603734, 152760, 104155, 128990, 601729,' 6001 97, 147370, 

173490, 603423, 600822, 188595, 603243, 600573, 601689, 142765, 603181 , 600879, 603731 , 600288, 602295, 
121360, 164874, 300019, 162095, 602355, 603258, 126090, 159540, 300070, 600555, 600664, 601874, 153245, 
191191,601126,601512, 146733, 131550,142385,601796,603406,602959,601734,601732, 139191, 139139, 
600633, 138971, 600006, 603170, 601488, 147576, 147680, 601498, 602630, 602643, 603364, 600914, 154040, 
602746, 128992, 143089, 160900, 600140, 134934, 133510, 176860, 190180, 601150,601175, 170993, 601361, 
122560, 602778,308230, 602903, 309550, 601788, 602946, 159970, 124092, 180200, 1 73410, 602356, 603015, 
600779, 603111 , 187930, 602614, 600951 , 603200, 602369, 1 64770, 147569, 603300, 603301 , 159980, 134638, 
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603431, 147730, 603366, 603348, 600556, 602136, 164160, 310200, 152390, 

601241, 116897, 137295,600576, 194070, 601487, 600698, 164810,601769, 141900, 602225, 275350, 131100, 
179755, 600075, 162200, 165160, 116806, 600899, 123810, 133450, 216400, 278700, 190080, 164730, 191170, 
193300, 600618, 600999, 601090, 106150, 601843, 133530, 110700, 602550, 138040, 133430, 300133, 163731 , 

5 602302, 126337,309548, 180245, 126110, 602291 , 1 09565, 107400,314670, 601444, 143100, 104760, 106180, 

601953, 600584, 125852, 602419, 600401, 142200, 1 07680, 167414, 600020, 188400, 208900, 175100, 602700, 
601828, 139320, 602777, 600185, 602681 , 603023, 314997, 602848, 600284, 102578, 114290, 165095, 137070, 
602991,602421,600005,602996,314995, 152200, 151900, 112260, 129010,600892,273800, 176760,602341, 
490000, 136533, 400003, 601007, 602229, 603620, 602218, 602116, 602020, 

10 142000, 601955, 126340, 120150, 193067, 182452, 142461, 194558, 180660, 600756, 160745, 107741 , 106210, 

157640, 186770, 146738, 603759, 213700, 147880, 152391 , 277900, 151626, 107730, 600711 , 600246, 107470, 
600237, 223100, 107748, 600065, 600349, 426000, 194500, 154030, 227650, 600247, 314980, 109560, 305370, 
600800,301000,277700,600838,312173, 600439, 600440, 191315,601595, 190450, 190070, 190020, 162360, 
131 320, 1 33540, 600993, 601 993, 1 59530, 601 902, 602868, 1 81 590, 601 724, 602260, 601 093, 1 87270, 1 64761 , 

15 6021 02, 603245, 136950, 1 061 00, 601 1 82, 1 6741 0, 601 897, 602896, 1 701 00, 602506, 1 041 50, 1 76730, 601 600, 

187011, 102600, 180380, 162080, 603450, 142967, 602301 , 126375, 603372, 603355, 1 64720, 603250, 167409, 
167415, 602897, 601565, 185250, 182138, 601851 , 600749, 601575, 194548, 

154500, 601365, 194541 , 601621 , 601623, 601531 , 600790, 194355, 123830, 123812, 154540, 601415, 143055, 
601386, 194550, 186930, 131290, 601320, 601620, 601754, 601313, 184430, 182900, 182500, 600725, 147870, 

20 154365, 116953, 601297, 601296, 601265, 600796, 120436, 601644, 601930, 601643, 230200, 601645, 601972, 

600861 , 602009, 601172, 601158, 601646, 180630, 600821, 118440, 601656, 601647, 150200, 601125,601671, 
1 41 850, 1 1 6899, 600697, 1 09270, 2021 1 0, 1 50570, 601 1 08, 1 91 339, 601 063, 1 09691 , 1 80240, 2031 00, 1 51 430, 
179710, 111000, 176797, 238600, 104311, 240300, 125255, 600423, 158070, 602439, 600324, 112261 , 243305, 
602474, 174762, 600613, 602539, 138890, 138720, 114550, 173865, 602582, 602584, 173510, 600250, 602627, 

25 173325, 602635, 246530, 172425, 600193, 602691 , 600188, 170998, 152790, 

1 68468, 256540, 225250, 600848, 1 43400, 1 68461 , 262600, 1 68360, 601 912, 602951 , 60001 7, 230000, 266600, 
602981 , 272800, 109150, 102200, 603025, 603026, 603109, 167050, 603127, 603128, 165240, 230400, 313700, 
164975, 164875, 602017, 115500, 235800, 164873, 602110, 164785, 164772, 312865, 603296, 600542, 164740, 
602125, 309801 , 602148, 300007, 306955, 603368, 116940, 602181 , 603416, 126650, 163920, 300024, 603437, 

30 602209, 603576, 603607,305435, 600944, 180410, 303630, 159557, 301870, 132810, 100790, 603849, 603862, 

603881, 

[0074] There are several methods for analyzing the expression levels of genes associated with diseases. Differences 
in gene expression levels between diseased and normal tissues are studied by the analytical methods, for example, 

35 Northern hybridization and differential display. Other examples include a method with high-density cDNA filter, a method 
with DNA microarray and methods with PCR amplification (Experimental Medicine, Vol.17, No. 8, 980-1056 (1999); 
Cell Engineering (additional volume) DNA Microarray and Advanced PCR Methods, Muramatsu & Naba (eds.), Shu- 
junsya). The levels of gene expression between diseased tissues and normal tissues can be studied by any of these 
analytical methods. When explicit difference in expression level is observed for a gene, it can be concluded that the 

40 gene is closely associated with a disease or disorder. Instead of diseased tissues, cultured cells can be used for the 
assessment. Similarly, when gene expression is explicitly different between normal cells and cells reproducing disease- 
associated specific features, it can be concluded that the gene is closely associated with a disease or disorder. When 
the expression levels of genes are evidently varied during major cellular events (such as differentiation and apoptosis), 
the genes are involved in the cellular events and accordingly are candidates for disease- and/or disorder-associated 

45 genes. Further, genes exhibiting tissue-specific expression are genes playing important parts in the tissue functions 
and, therefore, can be candidates for genes associated with diseases and/or disorders affecting the tissues. 
[0075] For example, non-enzymic protein glycation reaction is believed to be a cause for a variety of chronic diabetic 
complications. Accordingly, in endothelial cells, genes, of which expression levels are elevated or decreased in a gly- 
cated protein-dependent manner, are associated with diabetic complications caused by glycated proteins (Diabetes 

50 1 996, 45 (Suppl. 3), S67-S72; Diabetes 1997, 46 (Suppl. 2), S19-S25). The onset of rheumatoid arthritis is thought to 
be involved in the proliferation of synovial cells covering inner surfaces of joint cavity and in inflammatory reaction 
resulted from the action of cytokines produced by leukocytes infiltrating into the joint synovial tissues (Rheumatism 
Information Center, http://www.rheuma-net.or.jp/). Recent studies have also revealed that tissue necrosis factor (TNF)- 
a participates in the onset (Current opinion in immunology 1 959, 1 1 , 657-662). When the expression of a gene exhibits 

55 responsiveness to the action of TNF on synovial cells, the gene is considered to be involved in rheumatoid arthritis. 
Many genes acting at the downstream of TNF-. and IL-1 . among inflammation-associated cytokines have been previ- 
ously identified. The respective stimulations are transduced through independent pathways of signaling cascade. There 
exists another signaling cascade for both stimulations, wherein NF-.B is a common transducing molecule shared by 
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the two stimulations (J. Leukoc. Biol., 1994, 56(5): 542-547). It has also been revealed that many inflammation-asso- 
ciated genes, including IL-2, IL-6 and G-CSF, are varied in the expression levels in response to the signal through the 
common pathway (Trends Genet. 1 999, 1 5(6): 229-235). It is assumed that genes of which expression levels are varied 
in response to the stimulation of TNF-. or IL-1 . also participate in inflammation. Genes associated with neural differ- 
5 entiation can be candidates for causative genes for neurological diseases as well as candidates for genes usable for 
treating the diseases. 

[0076] Clones exhibiting differences in the expression levels thereof can be selected by using gene expression anal- 
ysis. The selection comprises, for example; analyzing cDNA clones by using high-density cDNA filter; and statistically 
treating the multiple signal values (signal values of radioisotope in the radiolabeled probes or values obtained by meas- 

10 uring fluorescence intensities emitted from the fluorescent labels) forthe respective clones by two-sample t-test, where 
the signal values are determined by multiple experiments of hybridization. The clones of interest are selectable based 
on the statistically significant differences in the signal distribution at p<0.05. However, selectable clones with significant 
difference in the expression levels thereof may be changed depending on the partial modification of statistical treatment. 
For example, the clones may be selected by conducting statistical treatment with two-sample t-test at p<0.01 ; or genes 

15 exhibiting more explicit differences in the expression levels thereof can be selected by performing statistical treatment 
with a pre-determined cut-off value for the significant signal difference. An alternative method is that the expression 
levels are simply compared with each other, and then, the clones of interest are selected based on the ratio of the 
expression levels thereof. 

[0077] Clones exhibiting differences in the expression levels can also be selected by comparing the expression levels 
20 by PCR analysis, for example, by using the method of determining the band intensities representing the amounts of 
PCR products with ethidium bromide staining; the method of determining the radioisotopic signal values or fluorescence 
intensities of the PCR products when radio-labeled or fluorescence-labeled primers; or the method of determining the 
values of radioisotope signals or fluorescence intensities of the probes hybridized to the PCR products when radio- 
labeled or fluorescence-labeled probes, respectively, are used in the hybridization. If the expression level ratios ob- 
25 tained in multiple PCR experiments are constantly at least 2-fold, such a clone can be judged to exhibit the difference 
in the expression level. When the ratios are several-fold or not less than 10-fold, the clone can be selected as a gene 
exhibiting the explicit difference in the expression level. 

[0078] A survey of genes of which expression levels are varied specifically to the glycated protein in the endothelial 
cells revealed three genes with elevated expression levels, NT2RP2001538, NT2RP4001001 and Y79AA1 000967. 
30 These clones are genes associated with diabetes. 

[0079] A survey of genes of which expression levels are varied in response to TNF. (T umor Necrosis Factor-alpha) 
in the primary cell culture of synovial tissue detected the following clones with elevated expression levels in thepresence 
of TNF.: 

BNGH41000020, HEMBA1 000349, HEMBA1000634, HEMBA1000671 , HE MBA 1000835, H EM BA1 000962, 

35 HEMBA1002178, HEMBA1002195, HEMBA1002239, HEMBA1002420, HEMBA1002524, HEMBA1002992, 
HEMBA1003315, HEMBA1003392, HEMBA1003487, HEMBA1 003602, HEMBA1 004067, HEMBA1004797, 
HEMBA1 005337, HEMBA1 005489, HEM3A1006916, HEMBB1 000668, HEMBB1 000905, HEMBB1001547, 
HEMBB1001573, HEMBB1002041 , HEMBB1 002663, MAMMA1000652, MAMMA1000810, MAMMA1001634, 
MAMMA1002091, MAMMA1 002234, NT2RM2000306, NT2RM4000417, NT2RP1000002, NT2RP1000181 , 

40 NT2RP1000740, NT2RP2000694, NT2RP2001921 , NT2RP2002527, NT2RP2004495, NT2RP2004606, 
NT2RP2005163, NT2RP2005463, NT2RP2006134, NT2RP3000171 , NT2RP3000652, NT2RP3001195, 
NT2RP3001976, NT2RP3003473, NT2RP3003874, NT2RP3004090, NT2RP3004294, NT2RP3004557, 
NT2RP3004647, NT2RP4000108, NT2RP4001001 , NT2RP4001 877, OVARC1000090, OVARC1000105, 
OVARC1 000275, OVARC1 000439, OVARC1001607, PLACE1 000740, PLACE1 000927, PLACE1001016, 

45 PLACE1001100, PLACE1001464, PLACE1001500, PLACE1001918, PLACE1 002095, PLACE1 002547, 
PLACE1 003644, PLACE1004519, PLACE1 005031 , PLACE1 005410, PLACE1 005736, PLACE1006219, 
PLACE1006809, PLACE1008716, PLACE101 0081 , THYRO1001770, Y79AA1 000127, Y79M1000207, 
Y79AA1000270, Y79AA1000876, Y794A1001013, Y79AA1001264, Y79AA1001272, Y79AA1001328, 
Y79AA1 001 430, Y79AA1 001 530, Y79AA1 001 799 

so [0080] Clones with decreased expression levels in the presence of TNFD are NT2RM4000326, NT2RP1 000300, 
NT2RP2000514, NT2RP2001755, NT2RP2006042, NT2RP3000481 , NT2RP3002790. These clones are candidates 
for rheumatoid arthritis-associated genes. 

[0081] A survey of genes of which expression levels are varied in response to TNF. (Tumor Necrosis Factor-alpha) 
or IL-1 . (lnterleukin-1 beta) in a human T cell strain, Jurkat cell, revealed the following clones with elevated expression 
55 levels in the presence of TNF: 

MAMMA1 0001 41 , MAMMA1 000788, MAMMA1 001 237, MAMMA1 002070.NT2RM2000582, NT2RM20021 09, 
NT2RP1 000679, NT2RP2003664, NT2RP2004108, NT2RP2005597, NT2RP3001592, NT2RP3002738, 
NT2RP3004133, NT2RP3004294, NT2RP3004321 , NT2RP3004557, PLACE1002547, PLACE1003573, 
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PLACE1008744, PLACE1010011, PLACE1010713, PLACE1 01 11 81 , Y79AA1000776 



PLACE1 004305, 
Y79AA1002129 

[0082] The survey also revealed a clone of which expression level was decreased in the presence of TNF. The clone 
is PLACE1 002070. The same survey further revealed the clones of which expression levels were elevated in the 
presence of IL-1.. The clones are MAMMA1000614, MAMMA1001237, NT2RM2000514 and NT2RP3001159. These 
clones are genes associated with inflammation. 

[0083] A survey of genes of which expression levels are varied in response to the stimulation for inducing cell dif- 
ferentiation (stimulation using retinoic acid (RA) or using RA/inhibitor (inhibitor for cell division)) in cultured cells of 
neural strain, NT2, revealed the following clones with elevated expression levels in the presence of RA: 
HEMBA1000121, HEMBA1000275, HEMBA1000300, HEMBA1000634, HEMBA1000671 , H EM BA1 000875 



HEMBA1001184, 
HEMBA1 002421, 
HEMBA1004110, 
HEMBA1 005489, 
HEMBA1 006658, 
HEMBB1 000567, 
HEMBB1002120, 
MAMMA1 000528, 
MAMMA1 002224, 
NT2RM4000198, 
NT2RP1000181, 
NT2RP2000092, 
NT2RP2001388, 
NT2RP2002824, 
NT2RP2003383, 



HEMBA1001390, 
HEMBA1 003072, 
HEMBA1 004391, 
HEMBA1005913, 
HEMBA1 006749, 
HEMBB1 000642, 
HEMBB1 002228, 
MAMMA1 000810, 
NT2RM2000423, 
NT2RM4000284, 
NT2RP 1000261, 
NT2RP2000479, 
NT2RP2001538, 
NT2RP2002942, 
NT2RP2003469, 



HEMBA1001886, 
HEMBA1003120, 
H EM BA 1004444, 
HEMBA1 006299, 
HEMBA1 007063, 
HEM BB1 000668, 
HEMBB1 002693, 
MAM MA1 000881, 
NT2RM2000497, 
NT2RM4000593, 
NT2RP1 000465, 
NT2RP2000610, 
NT2RP2001878, 
NT2RP2002974, 
NT2RP2003664, 



HEMBA1002163, 
HEMBA1003294, 
HEMBA1 005230, 
HEMBA1 006357, 
HEMBA1 007241, 
HEMBB1001026, 
MAMMA1000106, 
MAMMA1001634, 
NT2RM2000582, 
NT2RM4001321, 
NT2RP1 000468, 
NT2RP2000663, 
NT2RP2002015, 
NT2RP2002976, 
NT2RP2003940, 



NT2RP2004524, NT2RP2004556, NT2RP2004670, NT2RP2005069, 



NT2RP2005247, 
NT2RP2005774, 
NT2RP3000011, 
NT2RP3000652, 
NT2RP3001170, 
NT2RP3001976, 
NT2RP3003532, 
NT2RP3004090, 
NT2RP4000634, 
OVARC1 000553, 
OVARC1001030, 
PLACE1 000442, 
PLACE1002518, 
PLACE1 003839, 
PLACE1 005736, 
PLACE1 007626, 



NT2RP2005425, 
NT2RP2005878, 
NT2RP3000125, 
NT2RP3000677, 
NT2RP3001240, 
NT2RP3002790, 
NT2RP3003729, 
NT2RP3004130, 
NT2RP4002451, 
OVARC1 000775, 
OVARC1001049, 
PLACE1 000927, 
PLACE1 002547, 
PLACE 1004078, 
PLACE 1005768, 
PLACE1 008282, 



NT2RP2005463, 
NT2RP2005883, 
NT2RP3000171, 
NT2RP3000818, 
NT2RP3001322, 
NT2RP3002900, 
NT2RP3003874, 
NT2RP3004202, 
NT2RP4002715, 
OVARC 1000853, 
OVARC1001132, 
PLACE1 000986, 
PLACE1 002967, 
PLACE1 004441, 
PLACE1005815, 
PLACE1 008984, 



NT2RP2005514, 
NT2RP2005887, 
NT2RP3000232, 
NT2RP3000820, 
NT2RP3001388, 
NT2RP3002983, 
NT2RP3003939, 
NT2RP3004294, 
OVARC1 000090, 
OVARC1 000873, 
OVARC1001596, 
PLACE1001100, 
PLACE1 003407, 
PLACE 1004450, 
PLACE1 006073, 
PLACE1 008985, 



HEMBA1 002227, 
H EM BA1 003497, 
HEMBA1 005246, 
HEMBA1006517, 
H EM BB1 000447, 
HEMBB1001847, 
MAMMA1 000141, 
MAMMA1001957, 
NT2RM2001126, 
NT2RP1 000002, 
NT2RP1 000579, 
NT2RP2000694, 
NT2RP2002304, 
NT2RP2003179, 
NT2RP2004069, 

NT2RP2005535, 
NT2RP2006099, 
NT2RP3000460, 
NT2RP3001044, 
NT2RP3001542, 
NT2RP3003000, 
NT2RP3004025, 
NT2RP3004640, 
OVARC1 000208, 
OVARC1000916, 
OVARC1002178, 
PLACE1001123, 
PLACE1 003428, 
PLACE1 005669, 
PLACE1 006208, 
PLACE1010445, 



HEMBA1 002420, 
HEMBA1 004007, 
H EM BA1 005267, 
H EM BA1 006544, 
HEMBB1 000542, 
HEMBB1 002051, 
MAM MA1 000473, 
MAMMA1 002205, 
NT2RM2001902, 
NT2RP1 000050, 
NT2RP1 000679, 
NT2RP2000903, 
NT2RP2002721, 
NT2RP2003302, 
NT2RP2004108, 

NT2RP2005541, 
NT2RP2006134, 
NT2RP3000481, 
NT2RP3001061, 
NT2RP3001592, 
NT2RP3003354, 
NT2RP3004083, 
NT2RP4000108, 
OVARC1 000275, 
OVARC1 000995, 
PLACE1 000258, 
PLACE1001795, 
PLACE1 003644, 
PLACE1 005682, 
PLACE1 007296, 
PLACE1011708, 



THYRO1001128, 
Y79AA1 000207, 
Y79AA1001727, 



PLACE1011978, PLACE4000455, SKNMC1000004, THYRO1000036, 
THYROI 000580, THYR01 000776, THYROI 000999, THYR01 001 063, 
THYR01 001 327, THYR01 001523, THYROI 001 725, THYR01 001 770 
Y79AA1000270, Y79AA1001056, Y79AA1001062, Y79AA1001090 
Y79AA1 002381 

[0084] The survey also revealed the clones of which expression levels were decreased in the presence of RA The 

clones are BNGH41 000020, HEMBA1 005070, NT2RP2005027, NT2RP3003473 and Y79AA1 002376. 

[0085] The same survey further revealed the following clones with elevated expression levels in the presence of RA/ 

inhibitor: 



THYRO1001205, 
Y79AA1 000226, 
Y79AA1002213, 



HEMBA1 000128, 

HEMBA1 004391, 

HEMBA1 006335, 

MAMMA1001344, 

NT2RP2001388, 

NT2RP2004837, 

NT2RP2005887, 



HEMBA1 000875, 
HEM BA1 004454, 
HEMBA1 006544, 
NT2RM2000582, 
NT2RP2002674, 
NT2RP2005069, 
NT2RP3000460, 



HEMBA1001390, 
HEM BA1 004785, 
HEMBA1 007241, 
NT2RP1001004, 
NT2RP2002974, 
NT2RP2005425, 
NT2RP3000838, 



HEMBA1002163, 
HEMBA1005913, 
HEMBB1 000447, 
NT2RP2000663, 
NT2RP2003383, 
NT2RP2005463, 
NT2RP3001044, 



HEM BA1 002227, 
HEMBA1006171, 
HEMBB1 000668, 
NT2RP2000694, 
NT2RP2004069, 
NT2RP2005541, 
NT2RP3001240, 



HEMBA1 002421, 
HEMBA1 006299, 
MAMMA1 000994, 
NT2RP2000903, 
NT2RP2004606, 
NT2RP2005883, 
NT2RP3001388, 
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NT2RP3002721, NT2RP3002738, NT2RP3003469, NT2RP3004083, NT2RP3004130, NT2RP3004202, 
NT2RP3004294, NT2RP3004640, NT2RP4000108, NT2RP4002451 , NT2RP4002715, OVARC1000275, 
OVARC1 000467, OVARC1 000553, OVARC1 000853, OVARC1 000873, OVARC1000916, OVARC1 000995, 
OVARC1001030, OVARC1001222, OVARC1001596, OVARC1002058, OVARC1002178, PLACE1000927, 

5 PLACE1001123, PLACE1 001407, PLACE1001464, PLACE1001564, PLACE1001795, PLACE1 002547, 
PLACE1 003407, PLACE1 003644, PLACE1 003845, PLACE1 004441 , PLACE1 004482, PLACE1 005410, 
PLACE1005601, PLACE1005725, PLACE1005736, PLACE1006093, PLACE1006219, PLACE1006290, 
PLACE1006716, PLACE1007296, PLACE1007626, PLACE1008359, PLACE1010968, PLACE1011364, 
PL^CE1011824, THYRO1000678, THYRO1000776, THYRO1000999, THYRO1001113, THYRO1001237, 

10 THYRO1001523, Y79AA1000226, Y79AA1 000888, Y79AA1001430 

[0086] The same survey further revealed the following clones with elevated expression levels in the presence of RA/ 
inhibitor: 

HEMBA1000349, HEMBA1001297, HEMBA1001 878, HEMBA1005070, HEMBA1006482, HEMBB1001 959, 
NT2RM2001939, NT2RP1000981, NT2RP2001469, NT2RP3003473, OVARC1001132, PLACE1001655, 
15 Y79AA1 000127, Y79AA1 002381 . These clones are associated with neural differentiation and, therefore, are candi- 
dates for genes associated with neurological diseases. 

[0087] Based on the functional analyses using a secretory protein, membrane protein, or proteins associated with 
signal transduction, glycoprotein, transcription, or diseases, it is possible to develop a medicine. 
[0088] In case of a membrane protein, it is most likely to be a protein that functions as a receptor or ligand on the 
20 cell surface. Therefore, it is possible to reveal a new relationship between a ligand and receptor by screening the 
membrane protein of the invention based on the binding activity with the known ligand or receptor. Screening can be 
performed according to the known methods. 

[0089] For example, a ligand against the protein of the invention can be screened in the following manner. Namely, 
-a ligand that binds to a specific protein can be screened by a method comprising the steps of: (a) contacting a test 
25 sample with the protein of the invention or a partial peptide thereof, or cells expressing these, and (b) selecting a test 
sample that binds to said protein, said partial peptide, or said cells. 

[0090] On the other hand, for example, screening using cells expressing the protein of the present invention that is 
a receptor protein can also be performed as follows. It is possible to screen receptors that is capable of binding to a 
specific protein by using procedures (a) attaching the sample cells to the protein of the invention or its partial peptide, 

30 and (b) selecting cells that can bind to the said protein or its partial peptide. 

[0091] In a following screening as an example, first the protein of the invention is expressed, and the recombinant 
protein is purified. Next, the purified protein is labeled, binding assay is performed using a various cell lines or primary 
cultured cells, and cells that are expressing a receptor are selected (Growth and differentiation factors and their re- 
ceptors, Shin-Seikagaku Jikken Kouza Vol.7 (1991) Honjyo, Arai, Taniguchi, and Muramatsu edit, p203-236, Tokyo- 

35 Kagaku-Doujin). A protein of the invention can be labeled with Rl such as 125 l, and enzyme (alkaline phosphatase 
etc.). Alternatively, a protein of the invention may be used without labeling and then detected by using a labeled antibody 
against the protein. The cells that are selected by the above screening methods, which express a receptor of the protein 
of the invention, can be used for the further screening of an agonists or antagonists of the said receptor. 
[0092] Once the ligand binding to the protein of the invention, the receptor of the protein of the invention or the cells 

40 expressing the receptor are obtained by screening, it is possible to screen a compound that binds to the ligand and 
receptor. Also it is possible to screen a compound that can inhibit both bindings (agonists or antagonists of the receptor, 
for example) by utilizing the binding activities. 

[0093] When the protein of the invention is a receptor, the screening method comprises the steps of (a) contacting 
the protein of the invention or cells expressing the protein of the invention with the ligand, in the presence of a test 

45 sample, (b) detecting the binding activity between said protein or cells expressing said protein and the ligand, and (c) 
selecting a compound that reduces said binding activity when compared to the activity in the absence of the test sample. 
Furthermore, when the protein of the invention is a ligand, the screening method comprises the steps of (a) contacting 
the protein of the invention with its receptor or cells expressing the receptor in the presence of samples, (b) detecting 
the binding activity between the protein and its receptor or the cells expressing the receptor, and (c) selecting a com- 

50 pound that can potentially reduce the binding activity compared to the activity in the absence of the sample. 

[0094] Samples to screen include cell extracts, expressed products from a gene library, synthesized low molecular 
compound, synthesized peptide, and natural compounds, for example, but are not construed to be listed here. A com- 
pound that is isolated by the above screening using a binding activity of the protein of the invention can also be used 
as a sample. 

55 [0095] A compound isolated by the screening may be a candidate to be an agonist or an antagonist of the receptor 
of the protein. By utilizing an assay that monitors a change in the intracellular signaling such as phosphorylation which 
results from reduction of the binding between the protein and its receptor, it is possible to identify whether the obtained 
compound is an agonist or antagonist of the receptor. Also, the compound may be a candidate of a molecule that can 
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inhibit the interaction between the protein and its associated proteins (including a receptor) in vivo. Such compounds 
can be used for developing drugs for precaution or cures of a disease with which the protein is associated. 
[0096] Secretory proteins may regulate cellular conditions such as growth and differentiation. It is possible to find 
out a novel factor that regulates cellular conditions by adding the secretory protein of the invention to a certain kind of 
cell, and performing a screening by utilizing the cellular changes in growth or differentiation, or activation of a particular 
gene. 

[0097] The screening can be performed, for example, as follows. First, the protein of the invention is expressed and 
purified in a recombinant form. Then, the purified protein is microinjectedadded into a various kind of cell lines or 
primary cultured cells, and the change in the cell growth and differentiation is monitored. The induction of a particular 
gene that is known to be involved in a certain cellular change is detected with the amounts of mRNA and protein. 
Alternatively, the amount of an intracellular molecule (low molecular compounds, etc.) that is changed by the function 
of a gene product (protein) that is known to be functioning in a certain cellular change is used for the detection. 
[0098] Once the screening reveals that the protein of the invention can regulate cellular conditions or the functions, 
it is possible to apply the protein as a pharmaceutical and diagnostic medicine for associated diseases by itself or by 
altering a part of it into an appropriate composition. 

[0099] As is above described for membrane proteins, the secretory protein provided by the invention may be used 
to explore a novel ligand-receptor interaction using a screening based on the binding activity to a known ligand or 
receptor A similar method can be used to identify an agonist or antagonist. The resulting compounds obtained by the 
methods can be a candidate of a compound that can inhibit the interaction between the protein of the invention and 
an interacting molecule (including a receptor). The compounds may be able to use as a preventive, therapeutic, and 
diagnostic medicine for the diseases, in which the protein may play a certain role. 

[01 00] Proteins associated with signal transduction or transcription may be a factor that affects a certain protein or 
gene in response to intracellular/extracellular stimuli. It is possible to find out a novel factor that can affect a protein or 
gene by expressing the protein provided by the invention in a certain types of cells, and performing a screening utilizing 
25 the activation of a certain intracellular protein or gene. 

[0101]- The screening may be performed as follows. First, a transformed cell expressing the protein is obtained. Then, 
the transformed cell line and the untransformed original cell are compared forthe changes in the expression of a certain 
gene by detecting the amount of its mRNA or protein. Alternatively, the amount of an intracellular molecule (low mo- 
lecular compounds), which is changed by the function of a gene product (protein) that is known to function in a certain 
cellular change, may be used for the detection. Furthermore, the change of the expression of a certain gene can be 
detected by introducing a fusion gene that comprises a regulatory region of the gene and a marker gene (luciferase, 
beta-galactosidase, etc.) into a cell, expressing the protein provided by the invention into the cell, and estimating the 
activity of a marker gene product (protein). 

[01 02] If the protein or gene of the invention is associated with diseases, it is possible to screen a gene or compound 
that can regulate its expression and/or activity either directly or indirectly by utilizing the protein of the present invention. 
[0103] For example, the protein of the invention is expressed and the recombinant protein is purified. Then, the 
protein and gene whose expression was affected in the presence of the protein of the invention is also purified," and 
the binding activity between the two proteins or genes is examined. The examination may be performed with pretreat- 
ment with a compound that is candidate of an inhibitor. In an alternative method, a transcription regulatory region 
locating in the 5'-upstream of the gene encoding the protein of the invention that is capable of regulating the expression 
of other genes is obtained, and fused with a marker gene. The fusion is introduced into a cell, and the cell is added 
with compounds to explore a regulatory factor of the expression of the said gene. 

[0104] The compound obtained by the screening can be used for developing pharmaceutical and diagnostic medi- 
cines for the diseases with which the protein of the present invention is associated. Similarly, if the regulatory factor 
obtained by the screening is a protein, the protein itself can be used as a pharmaceutical, and if there is a compound 
that affects the original expression level and/or activity of the protein, it also can be used for the same purpose. 
[0105] If the protein of the invention has an enzymatic activity, regardless of whether it is a secretory protein, mem- 
brane protein, or proteins associated with signal transduction, glycoprotein, transcription, or diseases, a screening may 
be performed by adding a compound to the protein of the invention under the suitable condition and monitoring the 
change of the compound. The enzymatic activity may also be utilized to screen for a compound that can inhibit the 
activity of the protein. 

[01 06] In a screening given as an example, the protein of the invention is expressed and the recombinant protein is 
purified. Then, compounds are contacted with the purified protein, and the amount of the compound and the reaction 
products is examined. Alternatively, compounds that are candidates of an inhibitor are pretreated, then a compound 
(substrate) that can react with the purified protein is added, and the amount of the substrate and the reaction products 
is examined. 

[01 07] The compounds obtained in the screening may be used as a medicine for diseases with which the protein of 
the invention is associated. Also they can be applied for tests that examine whether the protein of the invention functions 
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normally in vivo. 

[0108] Whether the secretory or membrane protein of the present invention is a novel protein associated with dis- 
eases or not is determined in another method than described above, by obtaining a specific antibody against the protein 
of the invention, and examining the relationship between the expression or activity of the protein and a certain disease. 
5 In an alternative way, it may be analyzed referred to the methods in "Molecular Diagnosis of Genetic Diseases" (Elles 
R. edit, (1996) in the series of "Method in Molecular Biology" (Humana Press). 

[0109] Disease-associated proteins are a target of the above described screenings and very useful for developing 
a drug that is capable of regulating the expression and activity of the protein. Also, they are useful in medicinal industry 
as a diagnostic marker of the related disease and as a target for gene therapy. 

10 [0110] Compounds isolated as mentioned above can be administered patients as it is, or after formulated into a 
pharmaceutical composition according to the known methods. For example, a pharmaceutically acceptable carrier or 
vehicle, specifically sterilized water, saline, plant oil, emulsifier, or suspending agent can be mixed with the compounds 
appropriately. The pharmaceutical compositions can be administered to patients by a method known to those skilled 
in the art, such as intraarterial intravenous, or subcutaneous injections. The dosage may vary depending on the weight 

15 or age of a patient, or the method of administration, but those skilled in the art can choose an appropriate dosage 
properly. If the compound is encoded by DNA, the DNA can be cloned into a vector for gene therapy, and used for 
gene therapy. The dosage of the DNA and the method of its administration may vary depending on the weight or age 
of a patient, or the symptoms, but those skilled in the art can choose properly. 

[0111] The protein encoded by the polynucleotide of the invention can be prepared as a recombinant protein or as 

20 a natural protein. For example, the recombinant protein can be prepared by inserting the polynucleotide encoding the 
protein of the invention into a vector, introducing the vector into an appropriate host cell and purifying the protein 
expressed within the transformed host cell, as described below. In contrast, the natural protein can be prepared, for 
example, by utilizing an affinity column to which an antibody against the protein of the invention (Current Protocols in 
Molecular Biology (1987) Ausubel et al. edit, John Wily & Sons, Section 16.1-16.19) is attached. The antibody used 

25 for the affinity purification may be either a polyclonal antibody, or a monoclonal antibody. Alternatively, in vitro translation 
(See, for example, "On the fidelity of mRNA translation in the nuclease-treated rabbit reticulocyte lysate system." Dasso 
M.C., and Jackson R.J. (1 989) Nucleic Acids Res. 1 7: 31 29-31 44) may be used for preparing the protein of the invention. 
[01 1 2] Proteins functionally equivalent to the proteins of the present invention can be prepared based on the activities, 
which were clarified in the above-mentioned manner, of the proteins of the present invention. Using the biological 

30 activity possessed by the protein of the invention as an index, it is possible to verify whether or not a particular protein 
is functionally equivalent to the protein of the invention by examining whether or not the protein has said activity. 
[0113] Proteins functionally equivalent to the proteins of the present invention can be prepared by those skilled in 
the art, for example, by using a method for introducing mutations into an amino acid sequence of a protein (for example, 
site-directed mutagenesis (Current Protocols in Molecular Biology, edit, Ausubel et al., (1987) John Wiley & Sons, 

35 Section 8.1 -8.5). Besides, such proteins can be generated by spontaneous mutations. The present invention comprises 
the proteins having one or more amino acid substitutions, deletions, insertions and/or additions in the amino acid 
sequences of the proteins of the present invention (Table 370), as far as the proteins have the equivalent functions to 
those of the proteins identified in the present Examples described later. 

[01 14] There are no limitations in the number and sites of amino acid mutations, as far as the proteins maintain the 
40 functions thereof. The number of mutations is typically 30% or less, or 20% or less, or 1 0% or less, preferably within 
5% or less, or 3% or less of the total amino acids, more preferably within 2% or less or 1% or less of the total amino 
acids. From the viewpoint of maintaining the protein function, it is preferable that a substituted amino has a similar 
property to that of the original amino acid. For example, Ala, Val, Leu, lie, Pro, Met, Phe and Trp are assumed to have 
similar properties to one another because they are all classified into a group of non-polar amino acids. Similarly, sub- 
^5 stitution can be performed among non-charged amino acid such as Gly, Ser, Thr, Cys, Tyr, Asn, and Gin, acidic amino 
acids such as Asp and Glu, and basic amino acids such as Lys, Arg, and His. 

[0115] In addition, proteins functionally equivalent to the proteins of the present invention can be isolated by using 
techniques of hybridization or gene amplification known to those skilled in the art. Specifically, using the hybridization 
technique (Current Protocols in Molecular Biology, edit, Ausubel et al., (1987) John Wiley & Sons, Section 6.3-6.4)), 

so those skilled in the art can usually isolate a DNA highly homologous to the DNA encoding the protein identified in the 
present Example based on the identified nucleotide sequence (Table 370) or a portion thereof and obtain the functionally 
equivalent protein from the isolated DNA. The present invention includes proteins encoded by the DNAs hybridizing 
with the DNAs encoding the proteins identified in the present Example, as far as the proteins are functionally equivalent 
to the proteins identified in the present Example. Organisms from which the functionally equivalent proteins are isolated 

55 are illustrated by vertebrates such as human, mouse, rat, rabbit, pig and bovine, but are not limited to these animals. 
[0116] Washing conditions of hybridization for the isolation of DNAs encoding the functionally equivalent proteins 
are usually "1xSSC, 0.1% SDS, 37"; more stringent conditions are "0.5xSSC, 0.1% SDS, 42."; and still more stringent 
conditions are "0.1 x SSC, 0.1% SDS, 65.". Alternatively, the following conditions can be given as hybridization con- 
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ditions of the present invention. Namely, conditions in which the hybridization is done at "6xSSC, 40% Formamide, 
25.", and the washing at M 1xSSC, 55." can be given. More preferable conditions are those in which the hybridization 
is done at "6xSSC, 40% Formamide, 37.", and the washing at "0.2xSSC, 55,". Even more preferable are those in which 
the hybridization is done at "6xSSC, 50% Formamide, 37.", and the washing at "O.lxSSC, 62.". The more stringent 

5 the conditions of hybridization are, the more frequently the DNAs highly homologous to the probe sequence are isolated. 
Therefore, it is preferable to conduct hybridization under stringent conditions. Examples of stringent conditions in the 
present invention are, washing conditions of "0.5xSSC, 0.1% SDS, 42.", or alternatively, hybridization conditions of 
"6xSSC, 40% Formamide, 37.", and the washing at "0.2xSSC, 55.". However, the above-mentioned combinations of 
SSC, SDS and temperature conditions are indicated just as examples. Those skilled in the art can select the hybridi- 

10 zation conditions with similar stringency to those mentioned above by properly combining the above-mentioned or 
other factors (for example, probe concentration, probe length and duration of hybridization reaction) that determines 
the stringency of hybridization. 

[0117] The amino acid sequences of proteins isolated by using the hybridization techniques usually exhibit high 
homology to those of the proteins of the present invention, which are shown in Table 370. The present invention en- 
's compasses a polynucleotide comprising a nucleotide sequence that has a high identity to the nucleotide sequence of 
claim 8 (a). Furthermore, the present invention encompasses a peptide, or protein comprising an amino acid sequence 
that has a high identity to the amino acid sequence encoded by the polynucleotide of claim 8 (b) . The term "high identity" 
indicates sequence identity of at least 40% or more; preferably 60% or more; and more preferably 70% or more. 
Alternatively, more preferable is identity of 90% or more, or 93% or more, or 95% or more, furthermore, 97% or more, 
20 or 99% or more. The identity can be determined by using the BLAST search algorithm. 

[0118] With the gene amplification technique (PCR) (Current Protocols in Molecular Biology, edit, Ausubel et al., 
(1987) John Wiley & Sons, Section 6.3-6.4)) using primers designed based on the nucleotide sequence (Table 370) 
or a portion thereof identified in the present Example, it is possible to isolate a DNA fragment highly homologous to 
the nucleotide sequence or a portion thereof and to obtain functionally equ ivalent protein to a particular protein identified 
25 in the present Example based on the isolated DNA fragment. 

[01 19] The "percent identity" of two amino acid sequences or of two nucleic acids is determined using the algorithm 
of Karlin and Altschul (Proc. Natl. Acad. Sei. USA 87:2264-2268, 1 990), modified as in Karlin and Altschul (Proc. Natl. 
Acad. Sei. USA 90:5873-5877, 1993). Such an algorithm is incorporated into the BLASTN and BLASTX programs of 
Altschul et al. (J. Mol. Biol.21 5:403-41 0, 1 990). BLAST nucleotide searches are performed with the BLASTN program, 
30 score = 100, wordlength = 12. BLAST protein searches are performed with the BLASTX program, score = 50, word- 
length = 3. When gaps exist between two sequences, Gapped BLAST is utilized as described in Altschul et al. (Nucleic 
Acids Res.25:3389-3402,1997). When utilizing BLAST and Gapped BLAST programs, the default parameters of the 
respective programs (e.g., BLASTX and BLASTN) are used. See http://www.ncbi.nlm.nih.gov. 
[0120] The present invention also includes a partial peptide of the proteins of the invention. The partial peptide 
35 comprises a protein generated as a result that a signal peptide has been removed from a secretory protein. If the 
protein of the present invention has an activity as a receptor or a ligand, the partial peptide may function as a competitive 
inhibitor of the protein and may bind to the receptor (or ligand). In addition, the present invention comprises an antigen 
peptide for raising antibodies. For the peptides to be specific for the protein of the invention, the peptides comprise at 
least 7 amino acids, preferably 8 amino acids or more, more preferably 9 amino acids or more, and even more preferably 
^0 10 amino acids or more. The peptide can be used for preparing antibodies against the protein of the invention, or 
competitive inhibitors of them, and also screening for a receptor that binds to the protein of the invention. The partial 
peptides of the invention can be produced, for example, by genetic engineering methods, known methods for synthe- 
sizing peptides, or digesting the protein of the invention with an appropriate peptidase. 

[0121] The present invention also relates to a vector into which the DNA of the invention is inserted. The vector of 
45 the invention is not limited as long as it contains the inserted DNA stably. For example, if E. coli is used as a host, 
vectors such as pBluescript vector (Stratagene) are preferable as a cloning vector. To produce the protein of the in- 
vention, expression vectors are especially useful. Any expression vector can be used as far as it is capable of expressing 
the protein in vitro, in E. coli, in cultured cells, or in vivo. For example, pBEST vector (Promega) is preferable for in 
vitro expression, pET vector (Invitrogen) for E. coli, pME18S-FL3 vector (GenBank Accession No. AB009864) forcul- 
50 tured cells, and pME18S vector (MoL Cell. Biol. (1 988) 8: 466-472) for in vivo expression. To insert the DNA of the 
invention, ligation utilizing restriction sites can be performed according to the standard method (Current Protocols in 
Molecular Biology (1987) Ausubel et al. edit, John Wily & Sons, Section 11.4-11.11). 

[01 22] The present invention also relates to a transformant carrying the vector of the invention. Any cell can be used 
as a host into which the vector of the invention is inserted, and various kinds of host cells can be used depending on 
55 the purposes. For strong expression of the protein in eukaryotic cells, COS cells or CHO cells can be used, for example. 
[0123] Introduction of the vector into host cells can be performed, for example, by calcium phosphate precipitation 
method, electroporation method (Current Protocols in Molecular Biology (1987) Ausubel et al. edit, John Wily & Sons, 
Section 9.1-9.9), lipofectamine method (GIBCO-BRL), or microinjection method, etc. 
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[01 24] The primer of the present invention can be used for synthesizing full-length cDNA, and also for the detection 
and/or diagnosis of the abnormality of the protein of the invention encoded by the full-length cDNA. For example, by 
utilizing polymerase chain reaction (genomic DNA-PCR, or RT-PCR) using the primer of the invention, DNA encoding 
the protein of the invention can be amplified. It is also possible to obtain the regulatory region of expression in the 5'- 

5 upstream by using PCR or hybridization since the transcription start site within the genomic sequence can be easily 
specified based on the 5' -end sequence of the full-length cDNA. The obtained genomic region can be used for detection 
and/or diagnosis of the abnormality of the sequence by RFLP analysis, SSCP, or direct sequencing. 
[0125] Furthermore, the "polynucleotide having a length of at least 1 5 nucleotides, comprising a nucleotide sequence 
that is complementary to a polynucleotide comprising the nucleotide sequence set forth in any one of SEQ ID NOs in 

10 Table 370, or its complementary strand" includes an antisense polynucleotide for suppressing the expression of the 
protein of the invention. To exert the antisense effect, the antisense polynucleotide has a length of at least 15 bp or 
more, for example, 50 bp or more, preferably 100 bp or more, and more preferably 500 bp or more, and has a length 
of usually 3000 bp or less and preferably 2000 bp or less. The antisense DNA can be used in the gene therapy of the 
diseases that are caused by the abnormality of the protein of the invention (abnormal function or abnormal expression). 

15 said antisense DNA can be prepared, for example, by the phosphorothioate method ("Physicochemical properties of 
phosphorothioate oligodeoxynucleotides." Stein (1988) Nucleic Acids Res. 16: 3209-3221) based on the nucleotide 
sequence of the DNA encoding the protein (for example, the DNA set forth in any one of SEQ ID NOs in Table 370). 
[0126] The polynucleotide or antisense DNA of the present invention can be usedin gene therapy, for example, by 
administrating it into a patient by the in vivo or ex vivo method with virus vectors such as retrovirus vectors, adenovirus 

20 vectors, and ade no-associated virus vectors, or non-virus vectors such as liposome. 

[01 27] The present invention also relates to antibodies that bind to the protein of the invention. There are no limitations 
in the form of the antibodies of the invention. They include polyclonal antibodies, monoclonal antibodies, ortheir portions 
that can bind to the protein of the invention. They also include antibodies of all classes. Furthermore, special antibodies 
such as humanized antibodies are also included. 

25 [0128] The polyclonal antibody of the invention can be obtained according to the standard method by synthesizing 
an oligopeptide corresponding to the amino acid sequence and immunizing rabbits with the peptide (Current Protocols 
in Molecular Biology (1987) Ausubel et al. edit, John Wily & Sons, Section 11.12-11.13). The monoclonal antibody of 
the invention can be obtained according to the standard method by purifying the protein expressed in E. coli, immunizing 
mice with the protein, and producing a hybridoma cell by fusing the spleen cells and myeloma cells (Current Protocols 

30 in Molecular Biology (1987) Ausubel et al. edit, John Wily & Sons, Section 11.4-11.11). 

[0129] The antibody binding to the protein of the present invention can be used for purification of the protein of the 
invention, and also for detection and/or diagnosis of the abnormalities of the expression and structure of the protein. 
Specifically, proteins can be extracted, for example, from tissues, blood, or cells, and the protein of the invention is 
detected by Western blotting, immunoprecipitation, or ELISA, etc. for the above purpose. 

35 [0130] Furthermore, the antibody binding to the protein of the present invention can be utilized for treating the dis- 
eases that associates with the protein of the invention. If the antibodies are used for treating patients, human antibodies 
or humanized antibodies are preferable in terms of their low antigenicity. The human antibodies can be prepared by 
immunizing a mouse whose immune system is replaced with that of human ("Functional transplant of megabase human 
immunoglobulin loci recapitulates human antibody response in mice" Mendez M.J. et al. (1997) Nat. Genet. 15: 

40 146-156). The humanized antibodies can be prepared by recombination of the hypervariable region of a monoclonal 
antibody (Methods in Enzymology (1991) 203: 99-121). 

[0131] The present invention further relates to databases comprising at least a sequence of polynucleotide and/or 
protein, or a medium recorded in such databases, selected from the sequence data of the nucleotide and/or the amino 
acids indicated in Table 370. The term "database" means a set of accumulated information as machine-searchable 

45 and readable information of nucleotide sequence. The databases of the present invention comprise at least one of the 
novel nucleotide sequences of polynucleotide provided by the present invention. The databases of the present invention 
can consist of only the sequence data of the polynucleotide provided by the present invention or can comprise other 
information on nucleotide sequences of known full-length cDNAs or ESTs. The databases of the present invention can 
be comprised of not only the information on the nucleotide sequences but also the information on the gene functions 

50 revealed by the present invention. Additional information such as names of DNA clones carrying the full-length cDNAs 
can be recorded or linked together with the sequence data in the databases. 

[0132] The database of the present invention is useful for gaining complete gene sequence information from partial 
sequence information of a gene of interest. The database of the present invention comprises nucleotide sequence 
information of full-length cDNAs. Consequently, by comparing the information in this database with the nucleotide 
55 sequence of a partial gene fragment yielded by differential display method or subtraction method, the information on 
the full-length nucleotide sequence of interest can be gained from the sequence of the partial fragment as a starting clue. 
[01 33] The sequence information of the full-length cDNAs constituting the database of the present invention contains 
not only the information on the complete sequences but also extra information on expression frequency of the genes 
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as well as homology of the genes to known genes and known proteins. Thus the extra information facilitates rapid 
functional analyses of partial gene fragments. Further, the information on human genes is accumulated in the database 
of the present invention, and therefore, the database is useful for isolating a human homologue of a gene originating 
from other species. The human homologue can be isolated based on the nucleotide sequence of the gene from the 
original species. 

[0134] At present, information on a wide variety of gene fragments can be obtained by differential display method 
and subtraction method. In general, these gene fragments are utilized as tools for isolating the full-length sequences 
thereof. When the gene fragment corresponds to an already-known gene, the full-length sequence is easily obtained 
by comparing the partial sequence with the information in known databases. However, when there exists no information 
corresponding to the partial sequence of interest in the known databases, cDNA cloning should be carried out for the 
full-length cDNA. It is often difficult to obtain the full-length nucleotide sequence using the partial sequence information 
as an initial clue. If the full-length of the gene is not available, the amino acid sequence of the protein encoded by the 
gene remains unidentified. Thus the database of the present invention can contribute to the identification of full-length 
cDNAs corresponding to gene fragments, which cannot be revealed by using databases of known genes. 
[01 35] The invention is illustrated more specifically with reference to the following examples, but is not to be construed 
as being limited thereto. 

EXAMPLE 1 

Construction of a cDNA library by the oligo-capping method. 

[0136] The NT-2 neuron progenitor cells (Stratagene), a teratocarcinoma cell line from human embryo testis, which 
can differentiate into neurons by treatment with retinoic acid were used. The NT-2 cells were cultured according to the 
manufacturer's instructions as follows. 

(1) NT-2 cells were cultured without induction by retinoic acid treatment ((NT2RM1, NT2RM2, NT2RM4)). 

(2) After cultured, NT-2 cells were induced by adding retinoic acid, and then were cultured for 48 hours (NT2RP1 ). 

(3) After cultured, NT-2 cells were induced by adding retinoic acid, and then were cultured for 2 weeks (NT2RP2 
NT2RP3, NT2RP4). 

[0137] Also, the human brain neuroglioma cell line H4 (ATCC HTG-148) (BNGH41), human neuroblastoma cell line 
SK-N-MC (ATCC HTB-1 0) (SKNMC1), and human retinoblastoma cell line Y79 (ATCC HTB-1 8) (Y79AA1 ) were cultured 
according to the culture conditions described in the ATCC catalogue. The cells were harvested separately, and mRNA 
was extracted from each cell by the method described in the literature (Molecular Cloning 2nd edition. Sambrook J., 
Fritsch, E.F, and Maniatis T. (1989) Cold Spring Harbor Laboratory Press). Furthermore, poly(A) + RNA was purified 
from the mRNA using oligo-dT cellulose. 

[0138] Similarly, human placenta (P LAC E1 , PLACE2, PLACE3), human ovary cancer tissue (OVARC1), tissues from 
human embryo at 10 weeks, which is enriched with head (HEMBA1), or body (HEMBB1), human mammary gland 
(MAMMA1), human thyroid gland (THYROI) were used to extract mRNA by the method described in the literature 
(Molecular Cloning 2nd edition. Sambrook J., Fritsch, E.F, and Maniatis T. (1989) Cold Spring Harbor Laboratory 
Press). Furthermore, poly(A) + RNA was purified from the mRNA using oligo-dT cellulose. 

[0139] Each poly(A) + RNA was used to construct a cDNA library by the oligo-capping method (Maruyama M. and 
Sugano S. (1994) Gene 138: 171-174). Using the Oligo-cap linker (SEQ ID NO: 2541) and the Oligo-oT primer (SEQ 
ID NO: 2542), bacterial alkaline phosphatase (BAP) treatment, tobacco acid phosphatase (TAP) treatment, RNA liga- 
tion, the first strand cDNA synthesis, and removal of RNA were performed as described in the reference (Suzuki and 
Kanno (1996) Protein Nucleic acid and Enzyme. 41: 197-201; Suzuki Y. et al. (1997) Gene 200: 149-156). Next, 5'- 
and 3'-PCR primers (SEQ ID NO: 2543, and 2544, respectively) were used for performing PCR to convert the cDNA 
into double stranded cDNA, which was then digested with Sfil. Then, the Dralll-cleaved pUC19FL3 vector (Figure 1 ; 
for NT2RM1 , and NT2RP1), or the Dralll-cleaved pME1 8SFL3 (Figure 1) (GenBank AB009864, expression vector; for 
NT2RM2, NT2RM4, NT2RP2, NT2RP3, NT2RP4, BNGH41, SKNMC1, Y79AA1 , PLACE1 , PLACE2, PLACE3, 
OVARC1 , HEMBA1 , HEMBB1 , MAMMA1 , and THYR01 ) was used for cloning the cDNA in an unidirectional manner,' 
and cDNA libraries were obtained. Then, the nucleotide sequence of the 5'- and 3'- ends of the cDNA clones was 
analyzed with a DNA sequencer (ABI PRISM 377, PE Biosystems) after sequencing reactions were performed with 
the DNA sequencing reagents (Dye Terminator Cycle Sequencing FS Ready Reaction Kit, dRhodamine Terminator 
Cycle Sequencing FS Ready Reaction Kit, or BigDye Terminator Cycle Sequencing FS Ready Reaction Kit, from by 
PE Biosystems) according to the instructions. The data were compiled into a database. 

[0140] The full-length-enriched cDNA libraries except those for NT2RM1 and NT2RP1 were constructed using eu- 
karyotic expression vector pME18SFL3. The vector contains SRa promoter and SV40 small t intron in the upstream 
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of the cloning site, and SV40 polyA added signal sequence site in the downstream. As the cloning site of pME1 8SFL3 
has asymmetrical Dralll sites, and the ends of cDNA fragments contain Sfil sites complementary to the Dralll sites, 
the cloned cDNA fragments can be inserted into the downstream of the SRa promoter unidirectional ly. Therefore, 
clones containing full-length cDNA can be expressed transiently by introducing the obtained plasmid directly into COS 
5 cells. Thus, the clones can be analyzed very easily in terms of the proteins that are the gene products of the clones, 
or in terms of the biological 

[0141] Herein, the cDNA libraries and the name of each clone are related as shown in Table 2. Therein, "xxxxxx" 
represents the clone number of six digits. Thus, the sequences are named by the library name, the clone number plus 
F- for the 5'-end, or R- for the 3' -end. 

10 

Table 2 
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library: 

clone 5'-end sequ ence v 3 '-end sequence 

NT2RM1: 

NT2RM 1 xxxxxx F-NT2RM I xxxxxx 
NT2RP1: 

NT2RPlxxxxxx F-NT2RPlxxxxxx 
NT2RM2: 

NT2RM2xxxxxx F-NT2RM2xxxxxx R-NT2RM2xxxxxx 
NT2RM4: 

NT2RM4xxxxxx F-NT2RM4xxxxxx R-NT2RM4xxxxxx 
NT2RP2: 

NT2RP2x xxxxx F-NT2RP2xxxxxx R-NT2RP2xxxxxx 
NT2RP3: 

NT2RP3xxxxxx F-NT2RP3xxxxxx R-NT2RP3xxxxxx 
NT2RP4: 

NT2RP4xxxxxx F-NT2RP4xxxxxx R-NT2RP4xxxxxx 
BNGH41: 

BNGH4 1 xxxxxx F-BNGH41 xxxxxx R-BNGH41 xxxxxx 
SKNMC1: 

SKNMC1 xxxxxx F-SKNMC 1 xxxx xx R-SKNMC 1 xxxxxx 
Y79AA1: 

Y79AA 1 xxxxxx F-Y79AA 1 xxxxxx R-Y79AA I xxxxxx 
PLACE1: 

PLACE 1 xxxxxx F-PLACE1 xxxxxx R-PLACE1 xxxxxx 
PLACE2: 

PL ACE2x xxxxx F-PLACE2xxxxxx R-PLACE2xxxxxx 
PLACE 3: 

PLACE3xxxxxx F-PLACE3xxxxxx R-PLACE3xxxxxx 
OVARC1: 

OVARClxxxxxx F-OVARClxxxxxx R-OVARClxxxxxx 
HEMBA1: 

HEMBAlxxxxxx F-HEMBA1 xxxxxx R-HEMB A 1 xxxxxx 
HEMBB1: 

HEMBB 1 xxxxxx F-HEMBB 1 xxxxxx R-HEMBB 1 xxxxxx 

mamma i: 

MAMMA 1 xxxxxx F-MAMMA1 xxxxxx R- MAMMA I xxxxxx 
THYROl: 
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THYRO 1 xxxxxx F-THYRO 1 xxxxxx R-THYRO 1 xxxxxx 



5 

EXAMPLE 2 

Estimation of the fullness ratio of the 5'-ends of the clones contained in the cDNA libraries constructed by the oligo- 
capping method. 

10 

[0142J The fullness ratio at the 5'-end sequences of the 59,823 clones in the human cDNA libraries constructed by 
the oligo-capping method was determined as follows. Of all the clones whose 5'-end sequences were found in those 
of known human mRNA in the public database, a clone was judged to be "full-length", if it had a longer 5'-end sequence 
than that of the known human mRNA, or, even though the 5' -end sequence was shorter, if it contained the translation 
15 initiation codon. A clone which did not contain the translation initiation codon was judged to be "non-full-length". The 
fullness ratio ((the number of full-length clones )/(the number of full-length and non-full-length clones)) at the 5'-end of 
the cDNA clones from each library was determined by comparing with the known human mRNA. As a result, the fullness 
ratio of the 5-ends was 63.5%. It suggests that the human cDNA clones obtained by the described method have 
complete 5-ends with high probability. 

20 

EXAMPLE 3 

Assessment of the fullness ratio of the 5*-end of the cDNA by the ATGpr and the ESTiMateFL. 

25 [0143] The ATGpr, developed by Salamov A.A., Nishikawa T, and Swindells M.B. in the Helix Research Institute, is 
a program for prediction of the translation start codon based on the characteristics of the sequences in the vicinity of 
the ATG codon. The results are shown with expectations that an ATG is a true start codon (0.05-0.94). When this 
program is applied to general cDNAs without considering whether or not the ATG codons in the cDNAs are the true 
initiation codons of the cDNAs, both the sensitivity and the specificity of the results are estimated at 66%. Here, the 

30 sensitivity means the ratio of the number of codons judged to be initiation codons by the program to the total number 
of true initiation codons, and the specificity means the ratio of the number of true initiation codons to the number of 
codons judged to be initiation codons by the program. In contrast, when the program was applied to the 5'-end se- 
quences of the clones from the cDNA library that was obtained by the oligo-capping method and that had 65% fullness 
ratio, the sensitivity and specificity of evaluation of a full-length clone (clone containing the N-terminal end of ORF) 

35 were improved to 82-83% by selecting only clones having the ATGprl score 0.6 or higher. 

[01 44] Furthermore, the program was used to assess the fullness of 18,959 clones in the human cDNA libraries 
obtained here, which have 5'-ends matched to a known human mRNA. Briefly, the maximal ATGprl score of the clones 
was determined, and then their 5'-end sequence was compared with the known human mRNA to estimate whether 
the clone is full-length or not. The result was summarized in Table 3. Based on the knowledge that known mRNAs, in 

40 general, are highly expressed in the cell, the expression levels of genes having a low number in the EST hit, which 
represent mRNAs whose expression levels are relatively low were examined, and the result is shown in Table 4. 
[0145] In the table, the number of full-length clones indicate that of clones containing the N-terminal end of ORF, 
and so does the number of non-full-length clones that of clones without the N-terminal end of ORF. The fullness ratio 
represents (the number of full-length clones)/(the number of full-length clones plus the number of non-full-length 

45 clones). 



Table 3 



50 


The maximal ATGprl score and the fullness ratio of the 5' -end sequences of clones obtained from human cDNA 
libraries constructed by the oligo-capping method; clones having a matched 5'-end with that of a known human 
mRNA. 




maximal ATGprl score 


number of (full-length 
clones plus non-full-length 
clones) 


number of full-length 
clones 


fullness ratio 


55 


>=0.70 
>=0.50 
>=0.30 


11,193 
13,369 
15,489 


9,346 
10,549 
11,340 


83.5% 
78.9% 
73.2% 



55 



EP1 130 094 A2 



Table 3 (continued) 



5 


The maximal ATGpri score and the fullness ratio of the 5'-end sequences of clones obtained from human cDNA 
libraries constructed by the oligo-capping method; clones having a matched 5'-end with that of a known human 
mRNA. 




maximal ATGpri score 


number of (full-length 
clones plus non-full-length 
clones) 


number of full-length 
clones 


fullness ratio 


10 


>=0.15 
>=0.00 


1 7,394 
18,959 


11,811 
12,046 


67.9% 
63.5% 



Table 4 



15 



20 



25 



30 



35 



40 



45 



50 



The maximal ATGpri score and the fullness ratio of the 5'-end sequences of the clones obtained from human cDNA 


libraries constructed by the oligo-capping method; clones having 5 EST hits or less among the clones havina a 


matched 5'-end with that of a known human mRNA. 






maximal ATGpri score 


number of (full-length 


number of full-length 


fullness ratio 




clones plus non-full- 


clones 






length clones) 






>=0.70 


2,801 


1,934 


69.0% 


>=0.50 


3,683 


2,393 


65.0% 


>=0.30 


4,683 


2,707 


57.8% 


>=0.15 


5,559 


2,890 


52.0% 


>=0.00 


6,113 


3,013 


49.8% 



[0146] The ESTiMateFL, developed by Nishikawa and Ota in the Helix Research Institute, is a method for the se- 
lection of a clone with high fullness ratio by comparing with the 5'-end or 3'-end sequences of ESTs in the public 
database. 

[0147] By the method, a cDNA clone is judged presumably not to be full-length if there exist any ESTs which have 
longer 5'-end or 3'-end sequences than the clone. The method is systematized for high throughput analysis. A clone 
is judged to be full-length if the clone has a longer 5'-end sequence than ESTs in the public database. Even if a clone 
has a shorter 5'-end, the clone is judged to be full-length if the difference in length is within 50 bases, and otherwise 
judged not to be full-length, for convenience. In case of the 5'-end sequence of the clones which matches a known 
mRNA, about 80% of the sequences that were judged to be full-length by comparing with ESTs was judged to be full- 
length by estimating the 5'-end sequence, as well; about 80% of the sequences that were judged to be not full-length 
by comparing with ESTs was judged to be not full-length by estimating the 5'-end sequence, as well. The accuracy of 
the prediction by comparing cDNA clones with ESTs is improved with increasing number of ESTs to be compared. 
However, when only a limited number of ESTs are available, the reliability becomes low. Thus, the method is effective 
in excluding clones with high probability of being non-full-length, from the cDNA clones that is synthesized by the oligo- 
capping method and that have the 5'-end sequences with about 60 % fullness ratio. In particular, the ESTiMateFL is 
efficiently used to estimate the fullness ratio at the 3'-end sequence of cDNA of a human unknown mRNA which has 
a significant number of ESTs in the public database. 

[01 48] The 1 8,959 clones isolated from human cDNA libraries constructed by the oligo-capping method, which have 
the 5'-end sequence that matches a known human mRNA, were estimated by using the ATGpr and ESTiMateFL. Briefly, 
the 5'-end sequence that matches a known human mRNA of the respective clone was analyzed to obtain the maximal 
ATGpri score, and compared with the ORF of the known human mRNA that matches it to determine whether the clone 
is full-length or not. Then, the 5'-end sequence of the respective clone was analyzed by the ESTiMateFL to judge 
whether the clone is full-length or not. Specifically, the 5'-end sequences that match a known human mRNA of the 
18,959 clones constructed by the oligo-capping method were compared with those of ESTs by the ESTiMateFL and 
the clones other than those that are not full-length were selected. Then, the selected clones were used to analyze the 
relationship between the ATGpr and the fullness ratio. The result was summarized in Table 5. Also, among the selected, 
the clones in which the number of the EST hit is not more than 5 were selected and analyzed. The result was summarized 
in Table 6, which represents the result of the analysis of mRNA with relatively low abundance. 
[0149] In the Tables, the number of full-length clones, the number of non-full-length clones, and the fullness ratio 
indicate the number of the clones that contain the N-terminus of the ORF, the number of the clones that do not contain 
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the N-terminus of the ORF, and (the number of full-length clones)/(the number of full-length clones) plus (the number 
of non-full-length clones), respectively. 

Table 5 



5 


The maximal ATGprl score and the fullness ratio of the 5'-end sequence in the clones isolated from human cDNA 




libraries constructed by the oligo-capping method, which have the 5'-end sequence that matches a known human 




mRNA, and also other than those being not full-length according to the comparison with ESTs. 




maximal ATGprl score 


number of (full-length 


number of full-length 


fullness ratio 


10 




clones plus non-full- 


clones 






length clones) 








>=0.70 


9,068 


8,349 


92.1% 




>=0.50 


10,345 


9,318 


90.1% 


15 


>=0.30 


11,425 


9,964 


87.2% 


>=0.15 


12,254 


10,335 


84.3% 




>=0.00 


12,785 


10,484 


82.0% 


20 




Table 6 






The maximal ATGprl score and the fullness ratio of the 5'-end sequence in the clones isolated from human cDNA 




libraries constructed by the oligo-capping method, which have the 5'-end sequence that matches a known human 




mRNA, and also other than those being not full-length according to the comparison with ESTs, in which the number 




of the EST hit is not more than 5. 






25 


maximal ATGprl score 


number of (full-length 


number of full-length 


fullness ratio 






clones plus non-full- 


clones 








length clones) 








>=0.70 


1,959 


1,510 


77.1% ! 


30 


>=0.50 


2,469 


1,821 


73.8% | 




>=0.30 


2,975 


2,046 


68.8% 




>=0.15 


3,368 


2,164 


64.3% 




>=0.00 


3,661 


2,226 


60.8% 



35 



40 



[0150] According to the above results, it was found that, in case of using clones isolated from human cDNA libraries 
constructed by the oligo-capping method, the fullness ratio of the clones that have low score in the ATGpr can be 
improved by assessing their 5'-end sequence using the combination of the ATGpr and the ESTiMateFL Therefore, the 
method was applied to select a cDNA clone with high fullness ratio. 

EXAMPLE 4 * . . 



45 



50 
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Clustering of the 5'-end and 3'-end sequences of cDNA clones. 

[0151] The 5'-end and 3'-end sequences of cDNA clones were obtained, and clustered separately. Briefly, data of 
the single pass sequencing of the determined 5'-end and 3*-end of cDNA clones was subjected to the BLAST search 
between the sequence data of all the clones synthesized in Example 1 , and clones that are supposed to be originating 
from the same gene were clustered into a group. For the 5'-end sequence, those having the consensus sequence of 
95% identity 300 base pairs or more are clustered into the same group. For the 3'-end sequence, those having the 
consensus sequence of 90% identity 200 base pairs or more are clustered into the same group. Among the clusters 
of the 5'-end and 3'-end sequences, the sequence having the longest lead was chosen as the representative sequence 
of the cluster (group). 

EXAMPLE 5 

Characterization of the representative sequences and the sequences of clones 

[0152] Data of the 5'-end sequences of the representative sequences and clones was characterized by the following 
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methods: 

(1) judging whether it is identical to the sequence of mRNA or ESTs from human by the BLAST search of the 
GenBank or SwissProt, and examining whether it is full-length by comparing with the sequences of known mRNA 
and ESTs from human. 

(2) determining the ATGprl score using all the initiation codons contained within the 5'-end sequence by the ATGpr 
which predict fullness ratio. 

(3) predicting the existence of the signal sequence using all the initiation codons contained within the 5'-end se- 
quence by the PSORT which predict signal. 

and, 

(4) only with the 5'-end sequences of the representative sequences of the clusters, examining the keywords in the 
top hit data of the homology search of the SwissProt. 

[0153] Data of the characterized representative sequences and clones was used for the final selection of the clones. 
EXAMPLE 6 

Identity to the human mRNA and human EST, and comparison of the 5' -end length. 

[0154] The clones and the representative sequences of the clusters were judged to be identical to any human mRNA 
if their 5'-end sequence has a region of 200 nucleotides or longer with 94% or more identity to the mRNA The clones 
and the representative sequences of theclusters werejudgedto be identicalto any human EST, if thelrS'-end'sequence 
has a region of 200 nucleotides or longer with 90% or more identity to the EST. 

[0155] The clones and the representative sequences of the clusters were judged to be full-length in comparison with 
human mRNA, if their 5'-end sequence is longer than those of the mRNA, or it contains the translation initiation site 
The clones and the representative sequences of the clusters were judged to be full-length in comparison with human 
EST in the database, if their 5'-end sequence is longer than those of the EST, or even though it is shorter, the difference 
in length between the two sequences is 50 nucleotides or less, for convenience. Otherwise, the clones and the repre- 
sentative sequences of the clusters were judged to be not full-length. 

EXAMPLE 7 

Prediction of the fullness ratio by the ATGpr. 

[01 56] The score in the ATGprl is the expectation to be full-length based on calculations, and the higher score reflects 
the higher fullness ratio as shown in Example 3. Further, the maximal ATGprl score represents the score obtained 
with all the initiation codons contained in the 5'-end sequence of the clones and the representative sequences and 
are used for the characterization. 

EXAMPLE 8 

Prediction of the existence of a signal sequence by the PSORT. 

[0157] Prediction of the existence of a signal sequence by the PSORT was perfonned on all of the amino acid se- 
quences predicted from all the initiation codons in the 5'-end sequence of the clones and the representative sequences 
of the clusters. By analyzing the presence or absence of the sequence which is predicted to be a signal sequence 
which is characteristics of the N-terminus of many secretory proteins, cDNA clones encoding a secretory protein or 
membrane protein were selected. 

EXAMPLE 9 

Prediction of the protein function by the BLAST search. 

[01 58] The 5'-end sequence of the representative sequences of the cluster was analyzed by the BLAST homology 
search of the SwissProt. The obtained top hit data was classified into those identical to the 5'-end representative 
sequence (identity was 90% or higher), those not identical to the 5'-end representative sequence (identity was 60% or 
lower, and compared sequence was not more than 25 nucleotides), and those similar to the 5'-end representative 
sequence (the rest of the data). 



58 



EP1 130 094 A2 



[0159] All the keywords in the SwissProt data corresponding to the top hit data were selected, and the 5'-end rep- 
resentative sequences were classified by the keywords relating with functions. 
The keywords relating with a secretory protein or membrane protein are the followings: 

s growth factor, 

cytokine, 

hormone, 

receptor, 
. G-protein coupled receptor, 
10 ionic channel, 

voltage-gated channel, 

calcium channel, 

extracellular matrix, 

transmembrane, and 
15 signal. 

[0160] The keywords relating to glycoprotein is glycoprotein. 

[0161] The keywords relating to signal transduction are the followings: 

20 serine/threonine-protein kinase, 

tyrosine-protein kinase, and 
calmodulin-binding. 

[0162] The keywords relating to transcription are the followings: 

25 

transcription regulation and activator, 
transcription regulation and repressor, and 
nuclear protein and repressor. 

30 [0163] The keywords relating to diseases are disease mutation, and syndrome. 

[0164] Many keywords overlapped in the respective group (receptor and transmembrane, for example), and some 
keywords overlapped in different groups (secretory or membrane, and diseases, etc.). 

EXAMPLE 10 

35 

Selection of clones by characterization. 

[0165] From the data obtained by the above characterization, clones encoding a novel secretory protein or membrane 
protein, or proteins with other predicted functions were selected by the combination of the ATGprl score and the 

40 prediction of the signal sequence by the PSORT, or according to the top hit data in the homology search of the SwissProt. 
[0166] In selecting the clones, the 5'-end sequences that are identical to a human mRNA were ignored, whereas 
those that are identical to a human mRNA in part but obviously not identical in the other part were included. Because 
there were clones selected that are identical to a human mRNA in part but obviously not identical in the other part. 
[0167] Also, if the finally selected clones were found to be not full-length compared with the sequences of human 

45 mRNA and ESTs, these clones were discarded. 

EXAMPLE 11 

A method for selection of clones by the combination of the ATGprl score and the prediction of the signal sequence by 
so the PSORT (a method for selection of secretory proteins and membrane proteins that are novel and full-length). 

[0168] The sequences of clones and the representative sequences of their clusters were used to obtain the maximal 
ATGprl score and predict the presence of the signal sequence. First, clones were selected based on the representative 
sequences of the clusters. The correspondence between the name and SEQ ID of the representative sequences used 
55 for selection (Table 368), and the correspondence between the name and SEQ ID of the introns (including the repre- 
sentative sequences ofthe5'-endand3'-end, and ESTs) used for selection of clones from the representative sequences 
of the groups (Table 369) were shown in the last part of the present specification. Therein, HRIFA and HRIRA indicate 
the representative sequence of the 5'-end group, and that of the 3'-end group, respectively. 
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[0169] In the clusters in which a single clone is contained (the sequence of the 5'-end clone = the representative 
sequence of the 5'-end), selected were the clones that were judged to be full-length in comparison with human mRNA 
and ESTs, having the maximal ATGprt score 0.5 or higher, and predicted to contain the signal sequence, in principle 
However, in the following cases, a clone having a longer 5'-end was selected: the maximal ATGprl score was less 
than 0.5 the sequence of the 5'-end was not full-length, the clone was obviously shorter although the clone was not 
classified into the same cluster according to the BLAST search of the other clones, or the 5'-end sequence correspond- 
ing to the 3'-end of the other clones in the same cluster in which the 3'-end sequence of the clone was contained was 
found to be onger by assembling. Furthermore, if there were multiple full-length clones in the same cluster and it was 
not successful to determine by assembling which has the longer 5'-end, all the clones were selected. For assembling 
he SequencheK > (Hitachi Soft Engineering ) was used. As a result, the signal sequence predicted to be present in 
the representee sequence was not present in some of the selected clones. In some cases, the ATGprl score became 
smaller than 0.5 or 0.3. The fullness ratio in these clones was low, yet still it is possible that the clones are full-length 
The clones in which the signal sequence predicted to be present in the representative sequence was not present after 
se ection were likely to be without the signal sequence, but still it is possible that the clones encode a membrane protein 
[0170] In the clusters comprising multiple clones, in which the representative sequence of the 5"-end was predicted 
to contain the signal sequence, selected were the clones having the longest 5'-end sequence among the clones which 
were judged to be full-length compared with human mRNA and ESTs, having the maximal ATGprl score for the 5'-end 
sequence 0.5 or higher, and predicted to contain the signal sequence. However, in the following cases, a clone having 
a longer 5 -end was selected: the maximal ATGprl score was less than 0.5, the sequence of the 5'-end was not full- 
length the clone was obviously shorter although the clone was not classified into the same cluster according to the 
BLAST search of the other clones, or the 5'-end sequence corresponding to the 3"-end of the other clones in the same 
cluster ,n which the 3'-end sequence of the clone was contained was found to be longer. Furthermore, if there were 
multiple full-length clones in the same cluster and.it was not successful to determine by assembling which has the 
longerS -end, all the clones were selected. As a result, the signal sequence predicted to be present in the representative 
sequence was not present in some of the selected clones. In some cases, the ATGprl score became smaller than 0 5 
or 0.3 The fullness ratio in these clones was low, yet still it is possible that the clones are full-length. The clones in 
which the signal sequence predicted to be present in the representative sequence was not present after selection were 
ikely to be without the signal sequence at the 5'-end, but still it is possible that the clones encode a membrane protein 
[0171] Next, in the clusters comprising multiple clones, in which the representative sequence of the 5'-end was 
predicted to have no signal sequence, selected were the clones which were judged to be full-length compared with 
human mRNA and ESTs, having the maximal ATGprl score for the 5'-end sequence 0.5 or higher, and predicted to 
contain the signal sequence. 

[0172] The number of the clones selected by the combination of the ATGprl score and the prediction of a siqnal 
sequence by the PSORT were 254. The number of the clones having the maximal ATGprl score 0.5 or higher and 
predicted to contain a signal sequence were 1 70 (Table 7-10). Among the clones, 1 64 clones were found to have the 
representative sequence of the original cluster that fulfills the same conditions. On the other hand, 5 clones were 
selected from the representative sequences of the 5'-end of the clusters which was predicted to contain a signal se- 
quence while the maximal ATGprl score was lower than 0.5. A clone was selected from the representative sequence 
of the 5 -end of the cluster which was predicted to have no signal sequence. 

[0173] The clones that have the maximal ATGprl score 0.3 or higher and less than 0.5 and predicted to contain the 
signal sequence were 35 clones (Table 11 ), in which 8 clones were found to have the representative sequence of the 
original cluster that fulfills thesame conditions. Twenty-seven clones were selected from the representative sequences 

™™ ClU ^f r T hiCh h3Ve the maxima ' ATGpr1 SOore 0 5 or hi 9 ner and were P redicted t° ^ve no signal sequence 
[01 74] The clones that have the maximal ATGprl score less than 0.3 and were predicted to contain a signal sequence 
were 41 clones (Table 12). The clones that have the maximal ATGprl score 0.5 or higher and were predicted to have 
no signal sequence were 4 clones (Table 13). The clones that have the maximal ATGprl score 0.3 or higher and less 
than 0.5 and were predicted to have no signal sequence were 2 clones (Table 14). The clones that have the maximal 
ATGprl score less than 0.3 and were predicted to contain a signal sequence were 2 clones (Table 1 5) The represent- 
ative sequences of the original clusters of all the clones had the maximal ATGprl score 0.3 or higher, and were predicted 
to contain a signal sequence. 

[01 75] The fullness ratio of the clones having the maximal ATGprl score 0.5 or higher, 0.3 or higher, and 0 or higher 
is expected to be as shown in Table 3, 4, 5, and 6. 9 



Table 7 
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The 170 clones in which the selected clones have the maximal ATGprl score 0.5 or higjer, 
and were predicted to contain a signal sequence by the PSORT 



noma rtf r*!nna 

name oi cione 


noma co/i i lon/^p 


maximal 


signal 


nsrrm of representative 


maximal 


siqnal 










sequence 


ATGprl score 




HEMBA1000713 


F-HEMBA1000713 


U.O / 


Yes 


nKlrAUl 1 leva 


0.0/ 


Yes 


HEMBA1 000962 


F-HEMBA1 000962 


0.69 


Yes 


HRirAOOuoyya 


0.0 9 


Yes 


HEMBA1001272 


F-HEMBA1001272 


n n a 

o.y4 


Yes 


HKIFAwl 179a 


0.94 


Yes 


HEMBA1001297 


F-HEMBA1001297 


0.89 


Yes 


HRIFAOT120ia 


0.89 


Yes 


HEMBA 1002420 


F-HEMBA1 002420 


0.6 


Yes 


HRlFA002195a 


0.6 


Yes 


HEMBA1003101 


F-HEMBA1003JOI 


0.57 


Yes 


HRlFA002787a 


0.94 


Yes 


HEMBA 1003399 


F-HEMBA 1 003399 


0.94 


Yes 


HRlFA002985a 


0.94 


Yes 


HEMBA 1003732 


F-HEMBA 1003732 


0.86 


Yes 


HRIFA003169a 


0.86 


Yes 


HEMBA1004110 


F-HEMBA1 004110 


0.59 


Yes 


HRIFA003379a 


0.59 


Yes 


HEMBA 1005430 


F-HEMBA1 005430 


0.69 


Yes 


HRIFA020661a 


0.69 


Yes 


HEMBA1006016 


F-HEMBA1 0060115 


0.6 


Yes 


HRIFA020466a 


0.6 


Yes 


HEMBA1006171 IF-HEMBA1O06171 


0.62 


Yes 


HRlFA021399a 


0.62 


Yes 


HEMBA1006311 F-HEMBA1 00631 1 


0.94 


Yes 


HRIFA021594a 


0.94 


Yes 


HEMBA1 006335 ] F-HEMBA1 006335 


0.83 


Yes 


HRIFA01 2069a 


0.94 


Yes 


HEMBA 1006357 i F-HEMBA1 006357 


0.67 


Yes 


HRIFA02 1448a 


0.67 


Yes 


HEMBA1 006658 


F-HEMBA 1006 658 


0.66 


Yes 


HRIFA021323a 


0.66 


Yes 


HEMBA1 006707 


F-HEMBA1 006707 


0.66 


Yes 


HRIFA02 1499a 


0.94 


Yes 


HEMBA1 006902 


F-HEMBA1 006902 


0.66 


Yes 


HRIFA02 1754a 


0.94 


Yes 


HEMBA 1006960 


F-HEMBA 1 006960 


0.94 


Yes 


HRlFA021886a 


0.94 


Yes 


HEMBB 1000276 


F-HEMBB 1000276 


0.94 


Yes 


HRIFA029577a 


0.94 


Yes 


HEMBB 1000642 


F-HEMBB1000642 


0.94 


Yes 


HRIFA029779a 


0.94 


Yes 


HEMBB1 000905 


F-HEMBB 1000905 


0.94 


Yes 


HRIFA009764a 


0.91 


Yes 


HEMBB1001200 


F-HEMBB 1 001 200 


0.83 


Yes 


HRIFA030839a 


0.81 


Yes 


HEMBB1001407 


F-HEMBB1001407 


0.87 


Yes 


HRIFA030981a 


0.87 


Yes 


HEMBB1001530 


F-HEMBB1001530 


0.6 


Yes 


HRIFA03 1062a 


0.6 


Yes 


HEMBB 1001 547 


F-HEMBB1001547 


0.87 


Yes 


HRlFA03!075a 


0.87 


Yes 


HEMBB1001978 


F-HEMBB 100 1973 


0.7 


Yes 


HRIFA031350a 


0.7 


Yes I 


HEMBB1002162 


F-HEMBB1002162 


0.91 


Yes 


HRIFA031472a 


0.91 


Yes 


HEMBB1 002228 


F-HEMBB 1002225 


0.53 


Yes 


HRlFA031510a 


0.53 


Yes 


HEMBB1002245 


F-HEMBB 1002245 


0.94 


Yes 


HRIFA032984a 


0.94 


Yes 


HEMBB1002427 


F-HEMBB 100242 7 


0.57 


Yes 


HRIFA005760a 


0.94 


Yes 


HEMBB1002465 


F-HEMBB1002465 0.72 


Yes 


HRIFA031672a 


0.72 


Yes 


HEMBB 1002693 


F-HEMBB 1 002693 : 0.64 


Yes 


HRIFA031895a 


0.64 


Yes 


MAMMA 1000046 


F-MAMMA1 000046 0.7 


Yes 


HRIFA024841a [ 0.7 


Yes 


MAMMA1000102 


F-MAMMA1 000102 0.79 


Yes 


HRlFA026151a 1 0.79 


Yes 


MAMMA1000118 


F-MAMMA1000118 0.81 


Yes 


HRlFA026153a I 0.81 


Yes 


MAMMA1000141 


F-MAMMA1000141 


0.8 


Yes 


HRIFA024554a 


0.8 


Yes 


MAM MA 1000449 


F-MAMMA1 000449 


0.94 


Yes 


HRIFA026203a 


0.94 


Yes 


MAMMA 1000457 


F-MAMMA 1000457 


0.78 


Yes 


HRIFA026210a 


0.78 


Yes j 


MAMMA1 000652 


F-MAMMA1 000652 


0.94 


Yes 


HRFA026346a 


0.94 


Yes 


MAMMA1O00994 


F-MAMMA1 000994 


0.84 


Yes 


HRIFA026735a 


0.84 


Yes 


MAMMA1001141 


F-MAMMA1Q01141 


0.89 


Yes 


HRIFA027265a 


0.89 


Yes 


MAMMA1001310 


F-MAMMA1Q013il0 


0.74 


i es 


HRIFA026899a 


0.74 


Yes 


MAMMA1001344 


F-MAMMA1001344 


0.71 


Yes 


HRJFA026918a 


0.71 


Yes 


MAMMA 1002070 


F-MAMMA1 002070 


0.6 


Yes 


HRIFA028371a 


0.82 


Yes 


MAMMA 1002087 


F-MAMMA1 002087 


0.68 


Yes 


HRlFA027619a 


0.68 


Yes 


MAMMA1002165 


F-MAMMA1 002 165 


0.57 


Yes 


HRJFA027673a 


0.34 


Yes 


MAMMA1 002205 


F-MAMMA1 002205 


0.74 


Yes 


HRIFA027701a 


0.74 


Yes 


MAMMA1 002633 


F-MAMM A 1002633 


0.53 


Yes 


HR!FA030461a 


0.94 


Yes 


NT2RM2000241 


F-NT2RM2000241 


0.94 


Yes 


HRIFA020965a 


0.94 


Yes 


NT2RM20OO514 


F-NT2RM2000514 


0.51 


Yes 


HRIFA022106a 


0.51 


Yes 


NT2RM20O1643 


F-NT2RM2001643 


0.69 


Yes 


HRIFA028926a 


0.69 


Yes 


NT2RM40O0115 


F-NT2RM4000I15 


0.56 


Yes 


HRIFA025792a 


0.53 


Yes 


NT2RM4000997 


F-NT2RM4000997 


0.94 


Yes 


HRIFA029274a 


0.94 


Yes 
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Tkble8 



The 170 clones in which the selected clones have the maximal ATGprl score 0.5 or higher, 
and were predicted to contain the signal sequence by the PSORX 



name of rlnnp 


name of sequence 


maxirria! 


siqnal 


name of representative 


I maximal 


siqnal 






ATGprl scone 




sequence 


ATGwl score 




'* I *rwVl<H/U 1 tic, 1 


r-NT2HM40 n 1321 


0.74 


Yes 


HRlFA024533a 


0.74 


Yes 


rt 1 ZKnrKHJU 1 vZ3 


F-NT2RM400 1 325 


0.94 


Yes 


HRlFA033349a 


0.94 


Yes 


NT9BMAAri1 "TCO 
Pi 1 ZnMWU I /0O 


F-NT2RM4001 768 


0.73 


Yes 


HRIFA01 3668a 


0.5 


Yes 


ill i ZKK 1 UuU44o 


F-NT2RP1 000448 


0.62 


Yes 


HRIFA005356a 


0.62 


Yes 


NT2RP1001563 


F-NT2RP10015S3 


0.52 


Yes 


HRIFA0060l8a 


0.52 


Yes 


{M12RP2001915 


F-NT2RP2001915 


0.94 


Yes 


HRlFA007541a 


094 


Yes 


NT2RP2002015 


F-NT2RP20O2O15 


0.94 


Yes 


HRlFA007619a 


0.94 


Yes 


NT2RP2002063 


F-NT2RP20020B3 


0.87 


Yes 


HRlFA007659a 


0.94 


Yes 


NT2RP2002304 


F-NT2RP2002304 


0.87 


Yes 


HRIFA007829a 


0.94 


Yes 


NT2RP 20 02674 


F-NT2RP2002674 


0.8 


Yes 


HR!FA008099a 


0.8 


Yes 


NT2RP2002721 


F-NT2RP2002721 


0.56 


Yes 


HRIFA008131a 


0.56 


Yes 


NT2RP2003383 


F-NT2RP2003383 


0.67 


Yes 


HRIFA008606a 


0.67 


Yes 


NT2RP2003593 


F-NT2RP2003593 


0.73 


Yes 


HRlFA008252a 


0.94 


Yes 


NT2RP2003599 


F-NT2RP2003599 


0.58 


Yes 


HRIFA008753a 


0.58 


Yes 


NT2RP2003655 


F-NT2RP2003655 


0.78 


Yes 


HRIFA008784a 


083 


Yes 


NT2RP2004179 


F-NT2RP2004179 


0.83 


Yes 


HRIFA008827a 


0.83 




NT2RP2004495 


P-NT2RP2004495 


0.58 


Yes 


HRIFA009372a 


0.58 


Yes 


NT2RP2004524 


F-NT2RP2004524 


0.73 


Yes 


HRIFA0O9392a 


082 


» Co 


NT2RP2004556 


F-NT2RP2004556 


0.81 


Yes 


HRIFA009414a 


0.81 


Yes 


NT2RP2004837 


F-NT2RP2004837 


0.94 


Yes 


HRIFA006216a 


0.93 


Yes 


NT2RP2005027 


F-NT2RP2005027 


0.92 


Yes 


HRJFA004145a 


0.93 


I ©S 


NT2RP2005463 


F-NT2RP2005463 


0.93 


Yes 


HRIFAO 10034a 


0.42 


No 
mo 


NT2RP2C05514 


F-NT2RP2005514 


0.58 


Yes 


HR1FA01 0070a 


0.58 


■ es 


NT2RP2005887 ,F-NT2RP2005887 


0.94 


Yes 


HRIFAO 10322a 


0.94 


i es 


NT2RP2C06269 


.F-NT2RP2006269 


0.78 


Yes 


HRIFA025913a 




Yes 


NT2RP3000169 


F-NT2RP3000169 


0.94 


Yes 


HRIFA022262a 


094 


Yftc 


NT2RP3000460 


F-NT2RP3000460 


0.61 


Yes 


HRIFA022794a 


0 61 


Y*»€t 

1 es 


NT2RP3000789 


F-NT2RP3000789 


0.62 


Yes 


HRlFA023605a 


0.62 


Yes 


NT2RP3000818 


F-NT2RP3000818 


0.52 


Yes 


HRIFA023619a 


0.52 


Yes 


NT2RP300I012 


F-NT2RP3001012 


0.67 


Yes 


HRIFA023129a 


0.22 


Yes 


NT2RP3001044 


F-NT2RP3001044 


0.93 


Yes 


HRJFA007026a 


0.73 


fy es 


NT2RP30O156O 


F-NT2RP3001560 


0.58 


Yes 


HRJFA030599a 


092 


Yes 


NT2RP3001685 


F-WT2RP3001685 


0.5 


Yes 


HRIFA023521a 


0.5 


Yes 


NT2RP3001858 


FHSIT2RP3001&58 


0.94 


Yes 


HRlFA026490a 


0.94 


Yes 


NT2RP3002160 


F-NT2RP3002160 


0.61 


Yes 


HRIFA0O5760a 


0.94 


Yes 


NT2RP3002836 


F-NT2RP3002W6 


0.68 


Yes 


HRlFA024392a 


0.72 


Yes 


NT2RP3002958 


F-NT2RP3O02£>58 


0.54 


T ©5 


note Art 1 icirt. 
nnlrAul 7670a 


0.91 


Yes 


NT2RP3003535 


F-NT2RP3003i.35 


0.94) 


Yes 


HPJFA025498a 


0.94 


Yes 


NT2RP3004000 


F-NT2RP3004000 


0.93 


Yes 


HR]FA025276a 


0.93 


Yes 


NT2RP3004321 


F-NT2RP3004321 


0.81 


Yes 


HRlFA025786a 


0.81 


Yes 


NT2RP3004355 


F-NT2RP3004355 


0.6 


Yes 


HRlFA025360a 


0.6 


Yes 


NT2RP3004374 


F-NT2RP3004374 


0.58 


Yes 


HRlFA024533a 


0.74 


Yes 


NT2RP4001001 


F-NT2RP4001001 


0.53 


Yes 


HRJFA009214a 


0.5 


Yes 


NT2RP4002715 


F-NT2RP4002715 


0.94 


Yes 


HRlFA024921a 


0.53 


Yes 


OVARC 1000298 


F-OVARC1000298 


0.61 


Yes 


HRIFA004852a 


0.59 


Yes 


OVARCI000775 


F-OVARC1000775 


0.7 


Yes 


HRIFAO 11347a 


0.7 


Yes 


OVARC1000811 


F-OVARC10O0811 


0.52 


Yes 


HRlFA000974a 


0.39 


Yes 


0VARC1 000853 


F-OVARC100C853 


0.94 


Yes 


HRIFAO 11403a 


0.94 


Yes 


OVARC 1001 222 


F-OVARC1001222 


0.79 


Yes 


HRlFA022714a 


0.67 


Yes 


OVARC 1001807 
OVARC1001833 


F-OVARC1001807 
F-OVARC1001833 


0.52 


Yes 


HRiFA021069a 


0.52 


Yes 


PLACE 1000231 


F-P LACE 1000231 


0.9 
0.52 


Yes 
Yes 


HRIFA021136a 
HRIFAO 11802a 


0.9 
0.52 


Yes 
Yes 


PLACE 1000560 


F-PLACE1 000.560 


0.88 


Yes 


HRIFAO 12022a 


0.88 


Yes 


PLACET 000740 


F-PLACE 1000740 


0.57 


Yes 


HRlFA012151a 


057 
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Table 9 



The 170 clones in which the selected clones have the maximal ATGpM score 0.5 or higher, 
and were predicted to contain the signal sequence by the PSORT 



noma of clone f 


iame of sequence * 




signal 


iame of representative r 


naximai signal 






\TOdH score 


i 


sequence / 


VT^>r1 score 




rLAvjt 1 UUU3 1 £. 






i es 


HRIFA0 1 °9fl?« 




Yes 


rLAl^b I uuuy I «* 


rU\Ot 1 UUU3 1 *¥ 




T ©S 


riniPnU J (£Cv« 


0.94 


Yes 


r LAUfc 1 UUU?Z / 




0 71 


T OS 


HPlFAfll 09Qfla 
irvlr fWJ 1 ££s}\J3 


ft T 1 

0.71 


Yes 


r LALfc 1 UuUsoo 


r"rLAt»tl UUUsoD 


U.O 1 


i es 


hIDICAO.1 

nriiPMU I £4o*>a 


0.51 


Yes 


ni i ^pinA4 inn 

PLACET 001 100 


F-rLACelUQl 1UU 


ft ic 


Yes 


JDlCAm ft/11 ^.» 


0.76 


Yes 


PLACE100U83 


F-PLACE1 00 1 1 83 


0.69 


Yes 


HKlFAui24c0a 


0.69 


Yes 


PLACE 1001 229 


F-PLACE 1 001 229 


0.65 


Yes 


HHlFAUl2t>loa 


0.65 


Yes 


PLACE! 001 407 


F-PLACE1 001 407 


0.83 


Yes 


HRIFAQ1205Sa 


0.94 


Yes 


PLACE1001788 


F-PLACE 1001 788 


0.6 


Yes 


HRIFA012881a 


0.6 


Yes 


PLACE 1002374 


F-PLACE 1002374 


0.68 


Yes 


HRIFA0 13265a 


0.92 


Yes 


PLACE 10025 18 


F-PLACE1002518 


0.94 


Yes 


HR1FA01 8849a 


0.78 


Yes 


PLACE 1003839 


F-PLACE1 003839 


0.67 


Yes 


HRIFA0141 78a 


0.6 


Yes 


PLACE1 003845 


F-PLACE 1 003 &45 


0.92 


Yes 


HRIFA019185a 


0.92 


Yes 


PLACE1004199 


F-PLACE1004199 


0.94 


Yes 


HRIFA01 4417a 


034 


Yes 


PLACE 1004282 


F-PLACE1 004282 


0.94 


Yes 


HRIFA014467a 


0.94 


Yes 


PLACE1004305 


F-PLACE1 004305 


0.87 


Yes 


HRIFA0 14482a 


0.87 


Yes 


PLACE1 004637 


F-P LACE1 004*37 


0.89 


Yes 


HRIFA0 14692a 


0.89 


Yes 


PLACE 1005005 


F-PLACE 1 005005 


0.55 


Yes 


HRIFAO 14953a 


0.55 


Yes | 


PLACE 1005250 


F-PLACE 10055150 


0.52 


Yes 


HRJFA015129a 


0.52 


Yes 


PLACE1 005410 


F-PLACE1 005410 


0.61 


Yes 


HRIFAO 15236a 


0.61 


Yes 


PLACE1 005725 


F-PLACE1 005725 


0.92 


Yes 


HRIFA01 5443a 


0.92 


Yes 


PLACE1 005768 


F-P LAC E1 005768 


0.62 


Yes 


HRIFA0154713 


0.62 


Yes 


PLACET 005927 


F-PLACE1 005927 


0.66 


Yes 


HRIFAO 15568a 


0.94 


Yes 1 


PLACE1 006079 


F-PLACE1006079 


0.56 


Yes 


HRIFA015671a 


056 


Yes 


PLACE1 006093 


F-P LACE1 006093 


0.59 


Yes 


HRIFAO 15682a 


0.59 


Yes 


PLACE1006219 


F-PLACE1006219 


0.94 


Yes 


HRIFAO 15764a 


0.93 


Yes 


PLACE1 006809 


F-PLACE1 006809 


0.66 


Yes 


HRIFA016129a 


0.66 


Yes 


PLACE1 007040 


F-P LACE 1007040 


0.87 


Yes 


HRIFA01 3288a 


0.87 


Yes 


PLACE 1007096 


F-PLACE1007U96 


0.59 


Yes 


HRIFA01 2167a 


0.82 


Yes 


PLACE 1007626 


F-PLACE1007626 


0.67 


Yes 


HRIFAO 16623a 


0.67 


Yes 


PLACE 1007971 


F-PLACE1007971 


0.74 


Yes 


HRIFAO 16838a 


0.74 


Yes 


PLACE1 008985 


F-PLACE1 008985 


0.65 


Yes 


HRIFAO 17457a 


0.48 


Yes 


PLACE 1009067 


F-PLACE1 009067 


0.59 


Yes 


HRIFA01 7509a 


0.59 


Yes 


PLACE 1009 196 


F-PLACE 1009? 96 


0.73 


Yes 


! HRIFAO 17594a 


0.73 


Yes 


PLACE1009527 


F-PLACE 1009527 


0.58 


Yes 


HRJFA01 7791a 


0.87 


Yes 


PLACE1 009982 


F-P LACE 1009982 


0.94 


Yes 


HR1FA01 8075a 


0.94 


Yes 


PLACE1011236 


F-PLACE101 1<:36 


0.52 


Yes 


HRIFAO 18827a 


0.66 


Yes 


PLACE2000219 


F-P LAC EZOUUj. 1 9 


ft 


Yes 


MKIr-AUo4U 1 Ua 


0.73 


Yes 


SKNMC 1000004 


r — 5KNMC1U0UUU4 


no/ 

u.y*f 


v«. 
Yes 


MKirAujouy /a 


0.94 


Yes 


THYKU 1 UUUUob 


r 1 nTnU 1 UUtrJ JO 


U.OO 


Tes 




0.83 


Yes 


thyr o i nnorjQQ 


F-THYR01 OG0O99 


0.94 


Yes 


HRIFA027803a 

1 1 P\J r r> w 4m i WvwQ 


0.94 


Yes 


THYR0 100 1237 


F-THYR0 100 1237 


0.94 


Yes 


HRIFA030248a 


0.94 


Yes 


THYR0 1001 327 


F-THYR0 100 1327 


033 


Yes 


HRlFA025l25a 


0.94 


Yes 


THYR0 100 1495 


F-THYR0 100 1495 


0.89 


Yes 


HRIFA030394a 


0.89 


Yes 


THYR0 100 1523 


F-THYR0 100 1523 


0.71 


Yes 


HRIFA030408a 


0.71 


Yes | 


THYRO 100 1725 


F-THYRO1001725 


0.94 


Yes 


HRlFA029107a 


0.94 


Yes 


Y79AA 1000226 


F-Y79AA1 000226 


0,94 


Yes 


HRlFA027874a 


0.94 


Yes 


Y79AA1000521 


F-Y79AA1000S21 


0.92 


Yes 


HRIFA027961a 


0.92 


Yes 


Y79AA1 000775 


F-Y79AA1 000776 


0.78 


Yes 


HRIFA028401a 


0.78 


Yes 


Y79AA1 000959 


F-Y79AA1 Q00&59 


0.9 


Yes 


HRIFA028465a 


0.9 


Yes 


Y79AA1001013 


F-Y79AA1 001013 


0.94 


Yes 


HRIFA0 1 1193a 


0.94 


I Yes 


Y79AA1001264 


F-Y79AA1001^64 


0.94 


{ Yes 


HRIFA028573a 


0.94 


i Yes 


Y79AA 100 1328 


F-Y79AA1001328 


0.91 


Yes 


HRIFA028592a 


0.91 Yes 


Y79AA1001427 


F-Y79AA 100 1427 


065 


Yes 


HRIFA028652a 


0.65 Yes 
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Table 10 



The 170 clones in which the selected clones have the maximal ATGprl score 0.5 or higher, 
and were predicted to contain the signal sequence by the PSORT 



name of clone 


name of sequence 


maximal 


signal 


name of representative 


maximal 


signal 






ATGprl score 




sequence 


ATGprl score 




Y79AA1001430 


F-Y79AA1001430 


0.94 


Yes 


HRJFA028654a 


0.94 


Yes 


Y79AA1001530 


F-Y79AA1001530 


0.94 


Yes 


HR1FA01 0206a 


0.94 


Yes 


Y79AA1001592 


F-Y79AA1 001592 


0.94 


Yes 


HRIFA028708a 


0.94 


Yes 


Y79AA1 001793 


F-Y79AA1001793 


0.89 


Yes 


HRIFA032066a 


0.89 


Yes 


Y79AA1001795 


F-Y79AA1001795 


0.59 


Yes 


HRIFA032067a 


0.59 


Yes 


Y79AA1001863 


F-Y79AA1001863 


0.56 


Yes 


HRIFA032097a 


0.15 


Yes 


Y79AA1 002022 


F-Y79AA1 002022 


0.94 


Yes 


HRIFA033718a 


0.94 


Yes 


Y79AA1 002373 


F-Y79AA1 002373 


0.79 


Yes 


HRIFA032271a 


0.79 


Yes 
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Table 11 



The 35 clones in which the selected clones have the maximal ATGprl score 0.3 or higher 
and less than 0.5, and were predicted to contain the signal sequence by the PSORT 



name of clone 


name of sequence 


maximal | Signal 


representative 


maximal 


signal 






ATGprl score 




sequence 


ATGprl score 




HEMBA 1000907 


F-HEMBA1 000907 


0.39 


Yes 


HRlFA000845a 


0.94 


Yes 


HEMBA 1003602 


F-HEMBA1 003602 


0.43 


Yes 


HRIFA020109a 


0.43 


Yes 


HEMBA1 004797 


F-HEMBA1 004797 


0.45 


Yes 


HRIFA020883a 


0.66 


Yes 


HEMBB 1000447 


F-HEMBB 1000447 


0.31 


Yes 


HRIFA001558a 


0.76 


Yes 


MAMMA1000591 


F-MAMMA 1000591 


0.34 


Yes 


HRIFA026303a 


0.77 


Yes 


MAMMA1000681 


F-MAMMA1 000681 


0.35 


Yes 


HRIFA026364a 


0.94 


Yes 


MAMMA1000986 


F-MAMMA1 000986 


0.37 


Yes 


HRIFA021611a 


0.37 


Yes 


MAMMA 1001 893 


F-MAMMA1001893 


0.44 


Yes 


HRIFA027485a 


0.9 


Yes 


MAMMA1001957 


F-MAMMA100J957 


0.48 


Yes 


HRIFA027536a 


0.94 


Yes 


NT2RM2001941 


F-NT2RM2001941 


0.44 


Yes 


HRIFA032011a 


0.94 


Yes 


NT2RP 1000050 


F-NT2RP 1000050 


0.47 


Yes 


HRIFA005102a 


0.54 


Yes 


NT2RP1000903 


F-NT2RP10OO5I03 


0.38 


Yes 


HRIFA005650a 


0.38 


Yes 


NT2RP2003469 


F-NT2RP2003469 


0.33 


Yes 


HRlFA008661a 


0.9 


Yes 


NT2RP2003664 


F-NT2RP2003664 


0.36 


Yes 


HRIFA008790a 


0.89 


Yes 


NT2RP2004447 


F-NT2RP2004447 


0.36 


Yes 


HRIFA009339a 


0.93 


Yes I 


NT2RP2006042 


F-NT2RP2006042 


0.37 


Yes 


HRIFA0 10425a 


0.69 


Yes 


NT2RP3001195 


F-NT2RP3001195 


0.44 


Yes 


HRIFA023227a 


0:94 


Yes 


NT2RP3003354 


F-NT2RP3003354 


0.3 


Yes 


HRIFA008212a 


0.51 


Yes 


NT2RP3003469 


F-NT2RP3003469 


0.3 


Yes 


HRIFA025143a 


0.3 


Yes 


NT2RP3003963 


F-NT2RP3003963 


0.44 


Yes 


HRIFA008949a 


0.62 


Yes ' 


NT2RP3004133 


F-NT2RP3004133 


0.35 


Yes 


HRIFA025706a 


0.94 


Yes 


NT2RP3004309 


F-NT2RP3004309 


0.4 


Yes 


HRIFA025778a 


0.92 


Yes 


OVARC 1000208 


F-OVARC1000208 


0.4 


Yes 


HRIFA01 0942a 


0.4 


Yes 


PLACE1001536 


F-PLACE1001J536 


0.33 


Yes 


HRIFA012761a 


0.31 


Yes 


PLACE1003407 


F-PLACE 1003407 


0.48 


Yes 


HRIFA01 3899a 


0.48 


Yes 


PLACE 1003428 


F-PLACE 1003428 


0.37 


Yes 


HRIFA013911a 


0.61 


Yes 


PLACE1 003460 


F-PLACE 1003460 


0.38 


Yes 


HR1FA01 3932a 


0.94 


Yes 


PLACE1 005569 


F-PLACE10051569 


0.32 


Yes 


HRIFA015351a 


0.68 


Yes 


PLACE1 006277 


F-PLACE 1006277 


0.32 


Yes 


HRIFA01 5802a 


0.65 


Yes 


PLACE1010251 


F-PLACE1010251 


0.32 


Yes 


HR1FA01 8238a 


0.62 


Yes 


THYRO1000196 


F-THYRO1000196 


0.44 


Yes 


HRIFA029050a 


0.71 


Yes 


THYRO1000795 


F-THYRO1000795 


0.33 


Yes 


HRIFA029327a 


0.92 


Yes 


THYR0 1000999 


F-THYRO 1000999 


0.4 


Yes 


HRIFA030203a 


0.4 


Yes 


THYRO1001478 


F-THYRO1001478 


0.47 


Yes 


HRIFA030385a 


0.89 


Yes 


Y7 9 AA1 000426 


F-Y79AA1 000426 


0.47 


Yes 


HRlFA027940a 


0.92 


Yes 
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Table 12 



41 clones from which selected clones; have the maximal ATGprI score 0 or higher and less than 0.3, 
and predicted to be containing the signal sequence by the PSORT 



name of clone 


name of sequence 


maximal | Signal 


representative 


maximal Signal 






ATGprI score 


sequence 


ATGprI score 


HEMBA1 000300 


F-HEMBA1Q003D0 


0.13 


Yes 


HRIFA000284a 


0.13 


Yes 


HEMBA1002164 


F-HEMBA1Q02164 


0.11 


Yes 


HRIFA001972a 


0.74 


Yes 


HEMBA1 002239 


F-HEMBA1 002239 


0.17 


Yes 


HRIFA002037a 


0.17 


Yes 


HEMBA1002421 


F-HEMBA1 002421 


022 


Yes 


HRIFA005392a 


0.9 


Yes 


HEMBA1 003294 


F-HEMBA1 003294 


0.15 


Yes 


HRIFA020163a 


0.15 


Yes 


HEMBA1 006572 


F-HEMBA1 006572 


0.06 


Yes 


HRIFA021543a 


0.62 


Yes 


HEMBA1007013 


F-HEMBA1007013 


0.19 


Yes 


HRIFA02 1906a 


0.82 


Yes 


HEMBB1000567 


F-HEMBB1 000567 


0.09 


Yes 


HRIFA029730a 


015 

U.I J 


Yac 

1 CO 


HEMBB1 002663 


F-HEMBB1 002663 


0J29 


Yes 


HR!FA031871a 


0 29 


Yac 

1 CO 


MAMMA1001043 


F-MAMMA1001043 


0.17 


Yes 


HRIFA026764a 


n fti 


t es 


MAMMA1001284 


F-MAMMA1001;>84 


0.26 


Yec 

1 CO 


HRIFA026889a 


n or 


Ya C 

ies 


MAMMA1001901 


F-MAMMA 100 1901 


0.17 


Yes 


HRIFA027493a 


n 17 


Yac 

i es 


MAMMA1 002224 


FHvlAMh/IA 1002224 


0 13 


Yac 

F Oo 


HRIFA027717a 


1 Q 
U. Id 


v.. 
Yes 


NT2RM2000306 


F-NT2RM2G00306 




1 6S 


HRIFA021985a 




Yes 


NT2RM2000410 


F-NT2RM2000410 


0.22 


Y**c 

I Co 


HRlFA022055a 


fl DO 


Yes 


NT2RP2O0O479 


F-NT2RP2000479 




Yac 

1 CO 


HRlFA000822a 


U.IZ 


Yes 


NT2RP2001495 


F-NT2RP2001495 


VI. 1 9 


Yac 


HRIFA007228a 


U. /o 


Yes 


NT2RP2001948 


F-NT2RP2001948 


n 9Q 


t es 


HRIFA007565a 


V.oB 


Yes 


NT2RP3000645 


F-NT2RP3000645 


O O 


t es 


HRIFA022890a 


u.yi 


Yes 


NT2RP3003076 


F-NT2RP3003076 


n o*\ 


Tes 


HRlFA024978a 


U.DO 


Yes 


NT2RP4001879 


F-NT2RP4001879 


n or 


Yes 


HRIFA017818a 


0.79 


Yes 


NT2RP4002451 


F-NT2RP4002451 


n 1 1 


Yes 


NRIFA01 8447a 


0.34 


Yes 


OVARC 1000439 


F-OVARC 1000439 


n i *» 


t es 


HRIFA01 1105a 


U.21 


Yes 


OVARC1001727 


F-OVARC 1001 727 


n oo 


Yes 


HRIFA01 9960a 


O.ZZ 


Yes 


PLACE 1002080 


F-PLACE1002O30 




t es 


HRIFA01 3092a 


O./D 


Yes 


PLACE1 002095 


F-PLACE1 002095 


n o*\ 


Yac 


HRlFA013103a 


U.o I 


Yes 


PLACE1 004028 


F-PLACE1 004028 


0.12 


Yes 


HRIFA01 4303a 


0.12 


Yes 


PUVCE 1004482 


F-PLACE1 004432 


0.13 


Yes 


HR1FA0 14590a 


0.57 


Yes 


PLACE1 005383 


F-PLACE10053B3 


0.11 


Yes 


HRIFA015219a 


0.52 


Yes 


PLACE 1005544 


F-PLACE1 005544 


0.08 


Yes 


HRIFA009852a 


0.41 


Yes 


PLACE1 005660 


F-PLACE1 005660 


0.2 


Yes 


HRIFA0 15409a 


0.2 


Yes 


PLACE 1006443 


F-PLACE 1006443 


0.27 


Yes 


HRIFA01 5902a 


0.89 


Yes 


PLACE1 007296 


F-PLACE1 007296 


0.22 


Yes 


HRIFA01 6430a 


027 


Yes 


PLACE 1008469 


F-PLACE1 008469 


027 


Yes 


HRIFA01 7146a 


0.94 


Yes 


PLACE1008984 


F-PLACE1 008984 


0.11 


Yes 


HR1FA01 7456a 


0.74 


Yes 


PLACE4000455 


F-PLACE4000455 


0.23 


Yes 


HRIFAO 12333a 


0.51 


Yes 


SKNMC 10000 14 


F-SKNMC1000014 


0.15 


Yes 


HRIFA030106a 


0,76 


Yes 


THYR0 1001 702 


F-THYR0 1001 702 


0.14 


Yes 


HRIFA030511a 


0.8 


Yes 


Y79AA1 000270 


F-Y79AA1 000270 


0.21 


Yes 


HRIFA005644a 


0.63 


Yes 


Y79AA1001056 


F-Y79AA1 001 0156 


0.27 


Yes 


HRIFA028497a 


0.27 


Yes 


Y79AA 1001 803 


F-Y79AA1001803 


0.08 


Yes 


HRIFA032073a 


0.68 


Yes 
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Table 13 



Four clones from which selected clones have the maximal ATGprl score 0.5 or higher, 
and predicted to be lacking the signal sequence by the PSORT 



name of clone 


name of sequence r 


taxima! 


signal 


name of representative 


maximal 


signal 




t- 


tfGprl score 




sequence 


ATGprl score 




NT2RP3002281 


F-NT2RP3002281 


0.81 


No 


HRIFA012999a 


0.61 


Yes 


NT2RP3002721 


F-NT2RP3002721 


0.94 


No 


HRIFA023305a 


0.57 


Yes 


NT2RP3004083 


F-NT2RP3004083 


0.94 


No 


HRlFA008387a 


0.76 


Yes 


PLACE1 005669 


F-PLACE1005669 


0.94 


No 


HRIFA012513a 


0.65 


Yes 



Table 14 



Two clones from which selected clones have the maximal ATGprl score 0.3 or higher and less 
than 0.5 and predicted to have no signal sequence by the PSORT 



name of clone 


name of sequence 


maximal 


signal 


representative 


maximal 


signal 






\TGpr1 score 




pequence 


ATGprl score 




NT2RP3000481 


F-NT2RP3000481 


0.47 


No 


HRlFA028614a 


0.93 


Yes 


NT2RP3003559 


F-NT2RP3003559 


0.48 


No 


HRIFA025514a 


0.45 


Yes 



Table 15 

Two clones from which selected domes have the maximal ATGprl score 0 or higher and less than 
0.3, and predicted to have no signal sequence by the PSORT 



name of clone 


name of sequence 


'maximal 


signal 


Representative 


maximal 


signal 






MGpri score 




sequence 


fVTGprl score 




PLACE1 005601 


F-PLACE1 005601 


0.12 


No 


HRIFA010593a 


0.64 


Yes 


PLACE1 006786 


F-PLACE1 006786 


0.22 


No 


HRIFA01 2333a 


0.51 


Yes 



EXAMPLE 12 

A method for the selection of clones based on the top hit data in the homology search against the SwissProt (a method 
for the selection of a novel full-length protein that is predicted to have a function based on the top hit data). 

[0176] The representative sequences of the clusters were discarded in which the 5'-end sequence is identical (90% 
or more matching), or not similar (the compared part contains a sequence of 25 nucleotides or shorter and the similarity 
is lower than 60%) to the top hit data in the SwissProt. Then, the remaining representative sequences which has 
similarity to the representative sequences of the 5'-ends were classified by a group of the above keywords (some 
representative sequences belong to a group by multiple keywords), and then clones were selected from the clusters. 
The names and the corresponding SEQ IDs of the representative sequences, and also the names of the introns (in- 
cluding the representative sequence of the 5'-end or the S'-end, or ESTs) used for selecting the clones from the rep- 
resentative sequences and the corresponding SEQ IDs are shown in the last part of the present specification (Table 
368 and 369, respectively). HRIFA indicates the representative sequence of the 5'-end group, and HRIRA indicates 
the representative sequence of the 3'-end group. 

[0177] In principle, from the clusters containing only a single clone (the 5'-end sequence is the representative se- 
quence of the cluster), the clone was selected. However, in the following cases, the clone containing a longer 5 l -end 
was selected: where the maximal ATGprl score was less than 0.5, the 5'-end sequence of the clone to be selected 
was not complete, or the 5'-end of the clone was found to be obviously short nevertheless the clone should not be 
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included in the same cluster based on the BLAST analysis between the other clones, or further, the 5"-end sequence 
of the said clone, which corresponds to the 3'-ends of the other clones belonging to the same cluster in which the 3'- 
end of the said clone was included, was turn out to be longer than those of the other clones by assembling them When 
there were two clones in the same cluster, judged to be full-length, and it was difficult to determine which clone has 
the longer 5'-end even by assembling them, all the clones were selected. As a result, the ATGprl score in some clones 
became less than 0.5 or less than 0.3. The fullness ratio of these clones became lower, but there is still a possibility 
that the clones are full-length. 

[0178] In the case in which multiple clones were contained in a cluster, selected was the clone having the longest 
5'-end in the clones judged to be full-length compared to the human mRNA or human EST. However in the following 
cases, the clone containing a longer 5'-end was selected: where the maximal ATGprl score was less than 0 5 the 5'- 
end sequence of the clone to be selected was not complete, or the 5'-end of the clone was found to be obviously short 
nevertheless the clone should not be included in the same cluster based on the BLAST analysis between the other 
clones, or further, the 5'-end sequence of the said clone, which corresponds to the 3'-ends of the other clones belonging 
to the same cluster in which the 3-end of the said clone was included, was turn out to be longer than those of the other 
clones by assembling them. When there were two clones in the same cluster, judged to be full-length, and it was difficult 
to determine which clone has the longer 5'-end even by assembling them, all the clones were selected As a result 
the ATGprl score in some clones became less than 0.5 or less than 0.3. These clones can still be full-length 
[0179] Based on the top hit data in the SwissProt homology search, 658 clones were selected. Among them 446 
clones were selected by the keywords, secretion or membrane. Using the keyword, glycoprotein, 243 clones were 
selected. 51 clones were selected by the keywords for signal transduction. With the keywords for transcription 130 
clones were selected. 1 7 clones were selected by the keywords for disease. 

[0180] Among the 446 clones selected by the keywords, secretion or membrane, 77 clones were overlapped with 
those selected by combining the ATGprl score and prediction by the PSORT for the existence of a signal sequence 
Also, many clones were overlapped with those selected by the keyword, glycoprotein. Moreover, some clones were 
overlapped with the clones selected by the keywords for diseases. 

[01 81 ] Among the 243 clones selected by the keyword, glycoprotein, 53 clones were overlapped with those selected 
by combining the ATGprl score and prediction by the PSORTf or the existence of a signal sequence. Also many clones 
were overlapped with those selected by the keywords, secretion or membrane. Moreover, some clones were overlapped 
with the clones selected by the keywords in diseases. ' 
[0182] Among the clones selected by the top hit data in the homology search on the SwissProt 532 clones were 
having the maximal ATGprl score 0.5 or higher. 59 clones were having the maximal score 0.3 or higher and less than 
0.5. 67 clones were with the maximal score less than 0.3. 

[0183] When the maximal ATGprl score is 0.5 or higher, 0.3 or higher, no less than 0, the expected fullness ratio is 
as shown in Table 3, 4, 5, and 6, respectively. 



Table 16 



The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) "qrowth 


factor", "cytokine", or "hormone", and the selected clones. 


name of clone 


name of representative sequence 


HEMBA1 001563 


HRIFA00 1439a 


HEMBA1 003047 


HRIFA002743a 


HEMBA1 005070 


HRIFA020144a 


HEMBA1 006724 


HRIFA021620a 


HEMBA1006916 


HRIFA021855a 


MAMMA1001066 


HRIFA027355a 


MAMMA1001634 


HRIFA027187a 


MAMMA1002165 


HRIFA027673a 


NT2RM4000326 


HRIFA032530a 


NT2RM4001377 


HRIFA005300a 


NT2RP2000447 


HRIFA006448a 


NT2RP2000663 


HRIFA006609a 


NT2RP2000903 


HRIFA006798a 


NT2RP2002974 


HRIFA027860a 


NT2RP2003369 


HRIFA008596a 


NT2RP2004141 


HRIFA009123a 
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Table 16 


(continued) 




The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) "growth 
factor", "cytokine", or "hormone", and the selected clones. 


5 


name of clone 


name of representative sequence 




NT2RP2005941 


HRIFA010361a 




NT2RP2006099 


HRIFA01 0466a 




NT2RP3000645 


HRIFA022890a 


1U 


NT2RP3000838 


HRIFA005300a 


NT2RP4002451 


HRIFA01 8447a 




OVARC1 000275 


HRIFA01 0988a 




OVARC1001030 


HRIFA021061a 




PLACE1 004492 


HRIFA01 4598a 


15 


PLACE 1009279 


HRIFA01 7643a 




THYRO1001071 


HRIFA029440a 




Y79AA1 000207 


HRIFA027867a 




Y79AA1 000426 


HRIFA027940a 


20 


Table 17 


25 


The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) "receptor", 
"G-protein coupled receptor", "ionic channel", "voltage-gated channel", or "calcium channel", and the selected 
clones. 




name of clone 


name of representative sequence 




BNGH41 000091 


HRIFA029511a 




HEMBA1001621 


HRIFA001489a 


30 


HEMBA1 003392 


HRIFA002980a 




HEMBA1005545 


HRIFA020272a 




HEMBA1 007291 


HRIFA022462a 




HEMBA1 007332 


HRIFA022493a 


35 


MAM MA1 000681 


HRIFA026364a 


MAM MA1 000706 


HRIFA026382a 




MAMMA 1001978 


HRIFA027549a 




NT2RM2001939 


HRIFA032009a 




NT2RM2001941 


HRIFA032011a 


40 


NT2RM4002352 


HRIFA001337a 




NT2RP2002510 


HRIFA007985a 




NT2RP2002533 


HRIFA008000a 




NT2RP2005181 


HRIFA005409a 


45 


NT2RP3000304 


HRIFA022616a 


NT2RP3001542 


HRIFA02850ta 




NT2RP3002409 


HRIFA024197a 




NT2RP3002836 


HRIFA024392a 




NT2RP3003000 


HRlFA024767a 


50 


NT2RP3004552 


HRlFA025904a 




NT2RP4001877 


HRIFA032433a 




NT2RP4002750 


HRIFA028157a 




OVARC1 000090 


HRIFA010859a 




OVARC 1000956 


HRIFA011484a 


55 


OVARC1001991 


HRIFA019498a 




PLACE1001016 


HRIFA012354a 




PLACE1001340 


HRlFA012584a 



69 



EP 1 130 094 A2 



Table 17 (continued) 



The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) "receptor 
G-protem coupled receptor", "ionic channel", "voltage-gated channel", or "calcium channel", and the selected ' 
clones. 



name of clone 
PLACE1001401 



name of representative sequence 



PLACE 1001564 
PLACE1001655 
PLACE 1002547 
PLACE 1002967 
PLACE 1003573 
PLACE1 003852 
PLACE1 004441 
PLACE1 005031 
PLACE 1005878 
PLACE1 007296 
PLACE 1008469 
PLACE1010784 
PLACE1010968 
THYR01 000956 
Y79AA1001062 



HRIFA01 2625a 
HRIFA01 2737a 
HRIFA012795a 
HRIFA01 3376a 
HRIFA01 3620a 
HRIFA01 4006a 
HRIFA014l85a 
HRIFA014561a 
HRIFA01 4967a 
HRIFA01 5536a 
HRIFA01 6430a 
HRIFA017146a 
HRIFA031126a 
HRIFA01 8666a 
HRIFA029393a 
HRIFA023434a 



Table 18 



The representee sequences of the most homologous sequenses in the SwissProt with the keywords 


extracellular matrix", and the selected clones. 




name of clone 


name of representative sequence 


HEMBA1 000006 


HR!FA027327a 


H EM BA 1000275 


HRIFA000264a 


HEMBA1 000835 


HRIFA000776a 


HEMBA1 000907 


HRIFA000845a 


HEMBA1002164 


HRIFA001972a 


HEMBA1003101 


HRIFA002787a 


HEMBA1 003230 


HRIFA002891a 


M AMM A1 000403 


HRIFA026465a 


MAMMA1001615 


HR!FA022865a 


MAMMA1001893 


HRIFA027485a 


MAMMA1 002128 


HRIFA027644a 


NT2RM4000284 


HRIFA032506a 


NT2RM4000295 


HRiFA032511a 


NT2RM4000587 


HRIFA032696a 


NT2RP2000616 


HRIFA006572a 


NT2RP2000694 


HRIFA006633a 


NT2RP2001562 


HRIFA01 0799a 


NT2RP2001948 


HRIFA007565a 


NT2RP2002409 


HRIFA007909a 


NT2RP2004447 


HRIFA009339a 


NT2RP2004847 


HRIFA005944a 


NT2RP2006004 


HRIFA002766a 


NT2RP3000059 


HRIFA022203a 


NT2RP3000616 


HRIFA022875a 
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Table 18 (continued) 



The representative sequences of the most homologous sequenses In the SwissProt with the keyword(s) 


"extracellular matrix", and the selected clones. 




name of clone 


name of representative sequence 


NT2RP3000871 


HRIFA023048a 


NT2RP3000921 


HRIFA023069a 


NT2RP3002015 


HRIFA01 5995a 


NT2RP3002448 


HRIFA024218a 


NT2RP3002983 


HRIFA024473a 


NT2RP3003729 


HRIFA025488a 


NT2RP3004067 


HRIFA027327a 


OVARC 100 1049 


HRIFA022702a 


OVARC 100 1222 


HRIFA022714a 


OVARC 1002058 


HRIFA022737a 


PLACE1001114 


HRIFA01 2427a 


PLACE1 002329 


HRIFA01 3235a 


PLACE1004816 


HRIFA014819a 


PLACE1 005383 


HRIFA015219a 


PLACE1 005569 


HRIFA015351a 


PLACE1 006073 


HRIFA003402a 


PLACE1 006277 


HRIFA01 5802a 


PLACE1 008984 


HRIFA01 7456a 


THYR01001102 


HRIFA008174a 


THYRO1001471 


HRIFA030381a 


THYRO1001478 


HRIFA030385a 


Y79AA1 000888 


HRIFA028440a 



Table 19 



45 



The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) 


"transmembrane", and the selected clones (except overlapped with Table 16, 17, and 18) 


name of clone 


name of representative sequence 


BNGH41 000020 


HRIFA030662a 


HEMBA1000121 


HRIFA000116a 


HEMBA1 000349 


HRIFA000327a 


HEMBA1 000477 


HRIFA000446a 


HEMBA1 000940 


HRIFA002384a 


HEMBA1002163 


HRIFA001971a 


HEMBA1 002421 


HRIFA005392a 


HEMBA1 002767 


HRIFA002503a 


HEMBA1 003945 


HRIFA009220a 


HEMBA1 004250 


HRIFA003504a 


HEMBA1004391 


HRIFA020693a 


HEMBA1 004444 


HRIFA029285a 


HEMBA1 004454 


HRIFA003592a 


HEMBA1 004505 


HRIFA003635a 


HEMBA1 004797 


HRIFA020883a 


HEMBA1 004982 


HRIFA003892a 


HEMBA1 005489 


HRIFA024543a 


HEMBA1 005698 


HRIFA020453a 


HEMBA1 005945 


HRIFA020349a 
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Table 19 (continued) 



The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) 
transmembrane", and the selected clones (except overlapped with Table 16 1 7 and 1 8) 


name of clone 


name of renrp<;pntatii/o cpnnon^o 


HbMBAI 006299 


nnirnUtj/ / I a 


HEMBA1 006430 


HRIPAH91 Oi Qo 


HE MBA 1006482 


n n i rMU^tj^oa 


HEMBA1 007241 




HEMBB1 000679 




HEMBB1001200 


HRlPAn*5noQQo 


HEMBB1001573 


HRlPAn^i noi <a 
nnirMUji uy i a 


HEMBB1 002427 


HRlPAnn^T^no 


MAMMA1 000204 


HRIPAnQ^QRAo 


MAMMA1 000473 


HRlPAm «R7no 


MAMMA1 000196 


' HRIPAnORO/IO'a 


MAMMA1 000788 


HRIPA01 QOQ7o 


MAMMA1000814 


HRlPAflORfti Qn 


MAMMA1001237 


HRIPAn^Rflftno 


MAMMA1001418 


HRIPAO,97rMRo 

n n i rt\\j£. i \Jh oa 


MAMMA1 002091 


HRIPAr>97ROOo 


MAMMA1 002095 


HRlPAno7coc<a 


MAMMA1 002586 


HRIPAn'?7ni oq 


NT2RM 1000580 


n n i rAUiK+o^oa 


NT2RM1 000855 


HRIPA f>n/lRQCo 


NT2RM 1000858 


l-IRIPAftfM71 An 

nnlrAUU4/ 1 4a 


NT2RM 1000899 


H R 1 PA r\r\A7A r a 
n n i rMUU^f / 4oa 


NT2RM2000565 


nnlrAU^ 1 Jya 


NT2RM2000582 


nnlrAU^i /87a 


NT2RM2001126 


WQlPArtO/moo^ 
nnirAU*i4Uooa 


NT2RM4000198 


H R 1 PA OQO/1 CO q 


NT2RM4000417 


nnirAUo^ooVa I 


NT2RM4000444 


nnirAUo^oUoa 


NT2RM4000593 


u Di r a noo a nn« 

n Ml rA 023489a 


NT2RM4000761 


nnirAU^jy^oa 


NT2RM4000965 


l-l DI PA nonH nn« 


NT2RM4001735 


W RICA rtnoneon 
nnirAUU^iUboa 


NT2RP1000181 


nnirrtUUDl B4a 


NT2RP1 000261 


nnirAUUo^o 1 a 


NT2RP1 000300 


n n i rAUUOiioba 


NT2RP1 000325 


HRiPAnr»i;o7i o 


NT2RP1 000551 


HRIFA005420a 


NT2RP1 000981 


HRIFA005702a 


NT2RP2000533 


HRIFA006510a 


NT2RP2000649 


HRIFA006596a 


NT2RP2000818 


HRIFA006730a 


NT2RP2001200 


HRIFA007013a 


NT2RP2001495 


HRIFA007228a 


NT2RP2001514 


HRIFA007243a 


NT2RP2001956 


HRIFA007571a 


NT2RP2002063 


HRIFA007659a 


NT2RP2002232 


HRIFA009783a 
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5 



40 



45 



Table 19 


(continued) 


The representative sequences of the most homologous sequences in the Swiss Prot with the keyworcl(s) 


"transmembrane", and the selected clones (except overlapped with Table 16, 17, and 18) 


name of clone 


name of representative sequence 


NT2RP2002527 


HRIFA023767a 

1 1 1 1 1 1 / \ \J £—^J § U I u 


NT2RP2002942 

IX 1 1 li w w vCv"t» 


HRIFA00fl?R4a 


NT2RP2002976 


HRIFA00R314a 


NT2RP2003210 


HRIFA00R4R3a 


NT2RP200339Q 


HRIFA0f)Rfi11 a 


NT2RP2003469 


HRIFA00R661a 


NT2RP2003655 


HRIFA00R7R4a 


NT2RP2003664 


HRIFA00R790a 

i 1 1 ii i vuu / cjkjcx 


NT2RP2004205 

IX 1 ^1 If ^W*T^.Vx-J 


HRIFA00Q171a 
i i n i \r\\j\j<j i / i ct 


NT2RP2 004794 


HRIFA00Q^7Ra 


NT2RP2005425 


hrifaoi nnn^a 


NT2RP20 05597 


HRIFA010130a 


NT2RP2005632 


HRIFA010152a 

i ii til nw i \j i yj£-a 


NT2RP2005994 


HRIFA0103Q4a 

1 11 ill f\\J I UUv^Q 


NT2RP2006269 


HRIFA025913a 

i ii hi nucou i on 


NT2RP2006512 


HRIFA024Q37a 

i i til ir\\J£.'+<J\j / a 


NT2RP3000125 


HRI FA 0222*343 


NT2RP3000171 


H R 1 FA 007722a 


NT2RP3000676 


HRI FA 026576a 

1 Mill l\ \J £-\J**J § \Jd 


NT2RF3000907 


HRIFA025046a 

1 Mill rWCJU'+UG 


NT2RP3001061 


HRIFA023154a 


NT2RP30011 70 

IX 1 1 If W \J V 1 1 # V 


HRIFA01 fJ07fla 

n ill lr\\J I \J\Ji Oa 


NT2RP30011Q5 


HRIFAfiP^PP7a 


NT2RP3001240 

IX 1 t_ I liwwV/ 1 ^.*T V 


HRIFAfi9^i>R7a 
nnirnUtOtj/ a 


NT2RP3001322 


HRIFA023304a 


NT2RP3001388 


HRIFA006926a 

i if hi r^vy uuat.ua 


NT2RP3001560 

■ * lt»l 11 WW 1 w W 


HRIFA0305QQa 


NT2RP3001738 


HRIFA0257fi6a 

i ii hi uua 


NT2RP3002160 

IX I £— 1 II W W Wk. 1 Uv 


HRIFA00^7R0a 


NT2RP3002324 

IX 1 1 II WWCkW^T 


HRIFA0P4RR4a 

1 Mill r\ V-f^.*-fi_> U "-rCl 


NT2RP3002342 


i ii in nuyujuua 


NT2RP3002571 


HRIFA024255a 

- 1 II 111 #V vft_^£_ UOu 


NT2RP3002900 


HRI FA 024423a 

1 II 111 i\ \J£m t it- W CI 


NT2RP3002958 


HRIFA01 7670a 

l 1 1 11 1 riU 1 / U / \Jd 


NT2RP3003532 


HRIFA01 3477a 


NT2RP3003939 


HRIFA025636a 
i in ii nuMUwUa 


NT2RP3004130 


HRIFA025703a 


NT2RP3004133 


HRIFA025706a 


NT2RP3004294 


HRIFA025771a 


NT2RP3004406 


HRIFA025800a 


NT2RP3004481 


HRIFA026089a 


NT2RP3004625 


HRIFA026564a 


NT2RP3004647 


HRIFA026576a 


NT2RP4001009 


HRIFA022227a 


NT2RP4001879 


HRIFA017818a 


0VARC1 000003 


HRIFA01 0790a 


OVARC1000105 


HRIFA007493a 
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Table 19 (continued) 



The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) 


"transmembrane", and the selected clones (except overlapped with Table 1 6 t 1 7, and 1 8) 


name of clone 


name of representative sequence 


OVARC1000137 


! HRIFA010891a 


OVARC1 000307 


HRIFA002919a 


OVARC1 000331 


HRIFA004162a 


OVARC1 000553 


HRIFA011197a 


OVARC 1000873 


HRIFA032478a 


OVARC1001163 


HRIFA032079a 


OVARC1001260 


HRIFA01 9867a 


OVARC1001336 


HRIFA01 9867a 


OVARC1001607 


HRIFA022729a 


PLACE 1000740 


HRIFA012151a 


PLACE1001123 


HRIFA012436a 


PLACE1 001231 


HRIFA012515a 


PLACE1001836 


HRIFA012914a 


PLACE1001949 


HRIFA012990a 


PLACE1 002095 


HRIFA013103a 


PLACE1 002905 


HRIFA013586a 


PLACE1 002911 


HRIFA01 3589a 


PLACE1003163 


HRIFA01 3744a 


PLACE1 003644 


HRIFA014056a 


PLACE1 003737 


HRIFA014111a 


PLACE1 004279 


HRIFA014465a 


PLACE1 004450 


HRIFA01 4568a 


PLACE1 004482 


HRIFA01 4590a 


PLACE1 004630 


HRIFA01 4688a 


PLACE1 005544 


HRIFA009852a 


PLACE1 005745 


HRIFA01 7855a 


PLACE1 005927 


HRIFA015568a 


PLACE1 006290 


HRIFA015811a 


PLACE1 007096 


HRIFA012167a 


PLACE1 007845 


HRIFA0 16758a 


PLACE1 007881 


HRIFAO 16240a 


PLACE1 008359 


HRIFA0 15547a 


PLACE1008716 


HRIFAO 17295a 


PLACE1 008985 


HRIFA01 7457a 


PL:ACE1 009600 


HRIFA01 7836a 


PLACE1010011 


HRIFA01 8092a 


~ PLACE1010078 


HRIFA018131a 


rl_AObi010251 


HRIFA01 8238a 


PLACE1010445 


HRIFA01 0736a 


PLACE1010827 


HRIFA01 8580a 


PLACE1011045 • 


HRIFA014500a 


PLACE1011181 


HRIFA01 8794a 


PLACE1011236 


HRIFA01 8827a 


PLACE1011516 


HRIFA01 8993a 


PLACE3000181 


HRIFA004112a 


SKNMC1 000082 


HRIFA030147a 


THYRO1000196 


HRIFA029050a 
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Table 19 (continued) 



20 



The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) . 


"transmembrane", and the selected clones (except overlapped with Table 16, 17, and 18) 


name of clone 


name of representative sequence 


THYR01 000400 


HRIFA000564a 


THYR01 000584 


HRIFA029209a 


THYR01 000678 


HRIFA029256a 


THYR01 000776 


HRIFA029317a 


THYR01 000795 


HRIFA029327a 


THYR01 000866 


HRIFA027714a 


THYRO1001113 


HRIFA029460a 


THYRO1001128 


HRIFA029467a 


THYRO1001242 


HRIFA032360a 


THYRO1001266 


HRIFA030264a 


THYRO1001456 


HRIFA030370a 


THYR0 1001 529 


HRIFA030411a 


THYRO1001702 


HRIFA030511a 


Y79AA1000127 


HRIFA026121a 


Y79AA1 000270 


HRIFA005644a 


Y79AA1001426 


HRIFA028651a 


Y79AA1001787 


HRIFA028790a 


Y79AA1001799 


HRIFA032070a 


Y79AA1002213 


HRIFA032224a 



Table 20 



35 



45 



The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) "signal", 


and the selected clones (except overlapped with Table 16, 17, 18 and 19) 


name of clone 


name of representative sequence 


BNGH41 000087 


HRIFA029508a 


HEMBA1 000128 


HRIFA000123a 


HEMBA1 000443 


HRIFA000415a 


HEMBA1 000590 


HRIFA000553a 


HEMBA1 000634 


HRIFA004780a 


HEMBA1 000745 


HRIFA000695a 


HEMBA1001221 


HRIFA001132a 


HEMBA1001228 


HRIFA001138a 


HEMBA1001390 


HRIFA000071a 


HEMBA1002131 


HRIFA001942a 


HEMBA1002167 


HRIFA001975a 


HEMBA1002178 


HRIFA001984a 


HEMBA1 002524 


HRIFA002284a 


HEMBA1 002992 


HRIFA002694a 


HEMBA1 003072 


HRIFA002762a 


HEMBA1003315 


HRIFA000016a 


HEMBA1 003487 


HRIFA003055a 


HEMBA1 003530 


HRIFA003093a 


HEMBA1005145 


HRIFA003946a 


HEMBA1 005337 


HRIFA019651a 


HEMBA1 005449 


HRIFA020707a 


HEMBA1 005522 


HRIFA021398a 



75 



EP 1 130 094 A2 



Table 20 (continued) 



10 



30 



50 



55 



The representative sequences of the most homologous sequences in the Swiss Prot with the keyword(s) "signal", 


and the selected clones (except overlapped with Table 1 6, 1 7, 1 8 and 1 9) 


name of clone 


name of representative sequence 


HEMBA1 006335 


HRIFA01 2069a 


HEMBA1 006572 


HRIFA021543a 


HEMBA1 006707 


HRIFA021499a 


HEMBA1 006749 


HRIFA021637a 


HEMBA1 006902 


HRIFA021754a 


HEMBA1007013 


HRIFA021906a 


HEMBA1 007057 


HRIFA022985a 


HEMBB1 000447 


.HRIFA001558a 


HEMBB1 000567 


HRIFA029730a 


HEMBB1 000881 


HRIFA029932a 


HEMBB1001026 


HRIFA030025a 


HEMBB1001048 


HRIFA030045a 


HEMBB1001847 


HRIFA031249a 


MAMMA1000106 


HRIFA024482a 


MAMMA1 000226 


HRIFA025978a 


MAMMA1 000591 


HRIFA026303a 


MAMMA1001043 


HRIFA026764a 


MAMMA1001957 


HRIFA027536a 


MAMMA1 002080 


HRIFA01 6963a 


MAMMA1 002234 


HRIFA027722a 


MAMMA1 002633 


HRIFA030461a 


MAMMA1003126 


HRIFA029263a 


NT2RM 1000462 


HRIFA004426a 


NT2RM 1000542 


HRIFA004490a 


NT2RM2000410 


HRIFA022055a 


NT2RM2000423 


HRIFA022065a 


NT2RM2000622 


HRIFA022156a 


NT2RM2000773 


HRIFA023894a 


NT2RM2001626 


HRIFA028911a 


NT2RM2001818 


HRIFA031935a 


NT2RM4000648 


HRIFA032730a 


NT2RM4001843 


HRIFA024718a 


NT2RP1 000050 


HRIFA005102a 


NT2RP1001004 


HRIFA005720a 


NT2RP2000394 


HRIFA003640a 


NT2RP2000514 


HRIFA006494a 


NT2RP2001480 


HRIFA007219a 


NT2RP2001755 


HRIFA007424a 


NT2RP2001878 


HRIFA007512a 


NT2RP2002188 


HRIFA007745a 


NT2RP2002564 


HRIFA007244a 


NT2RP2002824 


HRIFA008200a 


NT2RP2003042 


HRIFA008362a 


NT2RP2003593 


HRIFA008252a 


NT2RP2003931 


HRIFA008976a 


NT2RP2004606 


HRIFA009451a 


NT2RP2004648 


HRIFA009482a 
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20 



45 



50 



Table 20 


(continued) 


The representative sequences of the most homologous sequences in the Swiss Prot with the keyword(s) "signal", 


and the selected clones (except overlapped with Table 16, 1 7, 18 and 19) 


name of clone 


name of representative sequence 


NT2RP2005163 


HRIFA009825a 

1 II 111 OvV*JUt.wCi 


NT2RP2005247 


HRIFA009881a 

1 1 1 1 1 1 f\\S\S </UU 1 C4 


NT2RP2005378 


HRIFA004919a 


NT2RP2005541 


HRIFA01 0090a 

1 II 111 1 uu^vu 


NT2RP2005883 


HRIFA01 0319a 


NT2RP2006042 


HRIFA01 0425a 

1 II 111 *W 1 v~twu 


NT2RP3000063 


HRIFA022528a 

1 II 111 nwL.L.\yt.uu 


NT2RP3000436 


HRIFA022776a 


NT2RP3000444 


HRIFA022782a 


NT2RP3000481 


HRIFA028614a 


NT2RP3000721 


HRIFA00 9825a 


NT2RP3001012 


HRIFA023129a 


NT2RP3001159 


HRiFA023212a 


NT2RP3001592 


HRIFA023464a 


NT2RP3001754 


HRIFA00 7728a 


NT2RP3002311 


HRIFA024718a 


NT2RP3002738 


HRIFA020748a 


NT2RP3002790 


HRIFA026519a 


NT2RP3002887 


HRIFA029278a 


NT2RP3003354 


HRIFA008212a 


NT2RP3003448 


HRIFA025479a 


NT2RP3 003473 


HRIFA001413a 


NT2RP3003614 


HRIFA032642a 

1 II III /\VW*^W~^C* 


NT2RP3004075 


HRIFA01 0301a 


NT2RP3004090 


HRIFA027329a 


NT2RP3004202 


HRIFA025327a 


NT2RP3004309 


HRIFA025778a 


NT2RP3004345 


HRIFA025353a 


NT2RP3004557 


HRlFA025907a 

1 II III #W^w</\S * C4 


NT2RP4001467 


HRIFA0 13276a 


OVARC1000313 


HRIFA011016a 


OVARC1 000410 


HRIFA022691a 


OVARC1 000439 


HRIFA011105a 


OVARC1001086 


HRIFA01 1580a 


OVARC1 001569 


HRIFA022728a 


OVARC 1001570 


HRlFA019412a 


PLACE1001407 


HRIFA01 2069a 


PLACE1001464 


HRIFA01 3276a 


PLACE1001516 


HRIFA01 2702a 


PLACE1001795 


HRIFA01 2885a 


PLACE1001918 


HRIFA01 2969a 


PLACE 1002080 


HRIFA0130921a 


PLACE1 002153 


HRIFA013135a 


PLACE1 002355 


HRIFA013254a 


PLACE1 002374 


HRIFA01 3265a 


PLACE1 002726 


HRIFA01 8688a 


PLACE1 003428 


HRIFA01 3911a 
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Table 20 (continued) 



20 



35 



The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) "signal", 


and the selected clones (except overlapped with Table 16, 17, 18 and 19) 


name of clone 


name of representative sequence 


PLACE1 003460 


HRIFA01 3932a 


PLACE1 003772 


HRIFA014133a 


PLACE1 004078 


HRIFA01 4336a 


PLACE1 004520 


HRIFA014621a 


PLACE1 004648 


HRIFA01 4702a 


PLACE1 004887 


HRIFA01 4868a 


PLACE1 005426 


HRIFA01 5246a 


PLACE1 006071 


HRIFA01 6639a 


PLACE1 006443 


HRIFA01 5902a 


PLACE1006716 


HRIFA01 6070a 


PLACE1 006959 


HRIFA016214a 


PLACE1 007077 


HRIFA01 6639a 


PLACE1 007081 


HRIFA01 6290a 


PLACE1 007702 


HRIFA01 6669a 


PLACE1 008657 


HRIFA01 7257a 


PLACE1 008744 


HRIFA017312a 


PLACE1 009546 


HRIFA017801a 


PLACE1011116 


HRIFA01 8754a 


PLACE1011708 


HRIFA019105a 


PLACE2000118 


HRIFA024994a 


PLACE3000213 


HRIFA01 5486a 


PLACE4000354 


HRIFA01 5486a 


THYR01 000061 


HRIFA013279a 


1 M Y riU 1 UUUo4b 




THYRO1001063 


HRIFA029434a 


THYRO1001608 


HRIFA050456a 


THYR0 1001 803 


HRIFA030566a 


Y79AA1 000876 


HRIFA030629a 


Y79AA1001090 


HRIFA028511a 


Y79AA1001272 


HRIFA028576a 


Y79AA1001727 


HRIFA006642a 


Y79AA1001803 


HRIFA032073a 


Y79AA1 002376 


HRIFA032820a 



Table 21 



The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) 


"glycoprotein", and the selected clones 




name of clone 


name of representative sequence 


BNGH41 000087 


HRIFA029508a 


BNGH41 000091 


HRIFA029511a 


HEMBA1 000275 


HRIFA000264a 


HEM BA1 000349 


HRIFA000327a 


H EM BA1 000590 


HRIFA000553a 


HEMBA1 000634 


HRIFA004780a 


HEM BA1 000835 


HRIFA000776a 


HEM BA1 000907 


HRIFA000845a 
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Table 21 (continued) 



40 



45 



50 



The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) 


"glycoprotein", and the selected clones 




name of clone 


name of representative sequence 


HEMBA1001221 


HRIFA001132a 


HEMBA1 001228 


HRIFA001138a 


HEMBA1 001621 


HRIFA001489a 


HEMBA1002131 


HRIFA001942a 


HEMBA1002164 


HRIFA001972a 


HEMBA1002167 


HRIFA001975a 


HEMBA1002178 


HRIFA001984a 


HEMBA1002316 


HRIFA002102a 


HEMBA1 002421 


HRIFA005392a 


HEMBA1 002767 


HRIFA002503a 


H EM BA1 003047 


HRIFA002743a 


HEMBA1003101 


HRIFA002787a 


H EM BA1 003230 


HRIFA002891a 


HEMBA1 003392 


HRIFA002980a 


H EM BA1 004250 


HRIFA003504a 


HEMBA1 004391 


HRIFA020693a 


H EM BA1 004444 


HRIFA029285a 


H EM BA1 004454 


HRIFA003592a 


HEMBA1 004505 


HRIFA003635a 


H EM BA1 005449 


HRIFA020707a 


H EM BA1 005489 


HRIFA024543a 


H EM BA1 005522 


HRIFA021398a 


HEMBA1 005545 


HRlFA020272a 


H EM BA1 006335 


HRIFA01 2069a 


HEMBA1 006572 . 


HRIFA021543a 


HEM BA1 006707 


HRIFA021499a 


H EM BA1 006724 


HRIFA021620a 


H EM BA1 006749 


HRIFA021637a 


H EM BA1 006902 


HRIFA021754a 


H EM BA1 007057 


HRIFA022985a 


HEMBA1 007332 


HRIFA022493a 


HEM BB1 000447 


HRIFA001558a 


HEMBB1 000567 


HRIFA029730a 


HEMBB1 000679 


HRIFA029802a 


HEMBB1 000881 


HRIFA029932a 


HEMBB1001048 


HRIFA030045a 


HEMBB1 002427 


HRIFA005760a 


MAMMA1000106 


HRIFA024482a 


MAMMA1 000403 


HRIFA026465a 


MAMMA1 000591 


HRIFA026303a 


MAMMA1 000681 


HRIFA026364a 


MAMMA1 000706 


HRIFA026382a 


MAMMA1001043 


HRIFA026764a 


MAMMA1 001237 


HRIFA026860a 


MAMMA1001615 


HRIFA022865a 


MAMMA1001893 


HRIFA027485a 


MAMMA1001978 


HRIFA027549a 
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Table 21 (continued) 



The representative sequences of the most homologous sequences in the SwissProt with the kevwordfsl 


glycoprotein , ana tne selected clones 




name of clone 


name of representative sequence 


f MAM MA 1002070 


HRIFA028371a 


MAMMA1001091 


HRIFA027622a 


MAMMA1002128 


HRIFA027644a 


MAMMA1 002586 


! HRIFA027012a 


MAMMA1003126 


HRIFA029263a 


NT2RM1 000462 


HRIFA004426a 


NT2RM1 000542 


HRIFA004490a 


NT2RM1 000580 


HRIFA004523a 


NT2RM2000423 


HRIFA022065a 


NT2RM2001626 


HRIFA028911a 


NT2RM2001792 


HRIFA029002a 


NT2RM2001818 


HRIFA031935a 


NT2RM2001939 


HRIFA032009a 


NT2RM2001941 


HRIFA032011a 


NT2RM4000198 


HRIFA032453a 


NT2RM4000284 


HRIFA032506a 


NT2RM4000417 


HRIFA032587a 


NT2RM4000587 


HRIFA032696a 


NT2RM4000648 


HRIFA032730a 


NT2RM4001843 


HRIFA0247l8a 


NT2RM4002352 


HRIFA0013373 


NT2RP1 000002 


HRIFA005072a 


NT2RP1 000050 


HR!FA005102a 


NT2RP1000613 


HRIFA005462a 


NT2RP1 000981 


HRIFA005702a 


NT2RP1001004 


HRIFA005720a 


NT2RP2000394 


HRIFA003640a 


NT2RP2000514 


HRIFA006494a 


NT2RP2000616 


HRIFA006572a 


NT2RP2001480 


HRIFA007219a 


NT2RP2001562 


HRIFA01 0799a 


NT2RP2001755 


HRIFA007424a 


NT2RP2001878 


HRIFA007512a 


NT2RP2002188 


HRIFA007745a 


NT2RP2002304 


HRIFA007829a 


NT2RP2002409 


HRIFA007909a 


NT2RP2002510 


HRIFA007985a 


NT2RP2002533 


HRIFA008000a 




HRIFA007244a 


NT2RP2002942 


HRIFA008284a 


NT2RP2003042 


HRIFA008362a 


NT2RP2003469 


HRIFA008661a 


NT2RP2003931 


HRIFA008976a 


NT2RP2004205 


HRIFA009171a 


NT2RP2004447 


HRIFA009339a 


NT2RP2004606 


HRIFA009451a 


NT2RP2004648 


HRIFA009482a 



f 
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Table 21 (continued) 



40 



45 



50 



The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) 


"glycoprotein", and the selected clones 




name of clone 


name of representative sequence 


! NT2RP2004847 


HRIFA005944a 


NT2RP2005181 


HRIFA005409a 


NT2RP2005247 


HRIFA009881a 


NT2RP2005541 


HRIFA01 0090a 


NT2RP2005597 


HRIFA010130a 


NT2RP2005632 


HRIFA01 0152a 


NT2RP2005883 


HRIFA01 0319a 


NT2RP2006004 


HRIFA002766a 


NT2RP2006042 


HRIFA01 0425a 


NT2RP2006269 


HRIFA025913a 


NT2RP3000059 


HRIFA022203a 


NT2RP3000063 


HRIFA022528a 


NT2RP3000125 


HRIFA022234a 


NT2RP3000304 


HRlFA022616a 


NT2RP3000481 


HRIFA028614a 


NT2RP3000616 


HRIFA022875a 


NT2RP3000871 


HRIFA023048a 


NT2RP3000921 


HRIFA023069a 


NT2RP3001012 


HRIFA023129a 


NT2RP3001061 


HRIFA023154a 


NT2RP3001159 


HRIFA023212a 


NT2RP3001542 


HRIFA028501a 


NT2RP3001560 


HRIFA030599a 


NT2RP3001754 


HRIFA007728a 


NT2RP3002015 


HRIFA0 15995a 


NT2RP3002160 


HRIFA005760a 


NT2RP3002311 


HRIFA024718a 


NT2RP3002448 


HRIFA024218a 


NT2RP3002738 


HRIFA020748a 


NT2RP3002836 


HRIFA024392a 


NT2RP3002958 


HRIFA01 7670a 


NT2RP3002983 


HRIFA024473a 


NT2RP3003000 


HRIFA024767a 


NT2RP3003076 


HRIFA024978a 


NT2RP3003354 


HRIFA008212a 


NT2RP3003532 


HRIFA01 3477a 


NT2RP3003729 


HRIFA025488a 


NT2RP3004130 


HRIFA025703a 


NT2RP3004133 


HRIFA025706a 


NT2RP3004309 


HRIFA025778a 


NT2RP3004481 


HRIFA026089a 


NT2RP3004552 


HRIFA025904a 


NT2RP3004625 


HRIFA026564a 


NT2RP3004640 


HRIFA030250a 


NT2RP4000108 


HRIFA001341a 


NT2RP4001467 


HRIFA01 3276a 


NT2RP4001877 


HRIFA032433a 
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Table 21 (continued) 



The representative sequences of the most homologous sequences in the SwissProt with the ksvwordfel 


yiyuupi uiKiii , csnu ine seiecieo clones 




name of clone 


name of representative sequence 


NT2RP4002750 


HRIFA028157a 


OVARC1 000003 


HRIFA01 0790a 


OVARC 1000090 


HRIFA01 0859a 


OVARC1000313 


HRIFA011016a 


OVARC1 000467 


HRIFA01 1128a 


OVARC1 000553 


HRIFA011197a 


OVARC1 000873 


HRIFA032478a 


OVARC1 000956 


HRIFA011484a 


OVARC1001049 


HRIFA022702a 


OVARC1001086 


HRIFA011580a 


OVARC1001260 


HRIFA01 9867a 


OVARC1001336 


HRIFA01 9867a 


OVARC1001569 


HRIFA022728a 


OVARC1001570 


HRIFA01 9412a 


OVARC1001607 


HRIFA022729a 


OVARC1001991 


HRIFA01 9498a 


OVARC1 002058 


HRIFA022737a 


PLACE1 000740 


HRIFA012151a 


PLACE1001016 


HRIFA01 2354a 


PLACE1 001114 


HRIFA012427a 


PLACE1001123 


HRIFA012436a 


PLACE1 001231 


HRIFA012515a 


PLACE1001407 


HRIFA01 2069a 


PLACE1001464 


HRIFA013276a 


PLACE1001516 


HRIFA01 2702a 


PLACE1 001564 


HRIFA01 2737a 


PLACE1001655 


HRIFA01 2795a 


PLACE1001836 


HRIFA012914a 


PLACE1 002095 


HRIFA013103a 


PLACE1 002329 


HRIFA013235a 


PLACE1 002355 


HRIFA0l3254a 


PLACE1 002374 


HRIFA01 3265a 


PLACE1 002905 


HRIFA01 3586a 


PLACE1 002911 


HRIFA013589a 


PLACE1003163 


HRIFA01 3744a 


PLACE 1003428 


HRIFA013911a 


PLACE1 003438 


HRIFA013919a 


PLACE1 003573 


HRIFA0 14006a 


PLACE1 003737 


HRIFA014111a 


PLACE1 003852 


HRIFA014185a 


PLACE1 004441 


HRIFA014561a 


PLACE1 004450 


HRIFA014568a 


PLACE1 004520 


HRIFA014621a 


PLACE1 004630 


HRIFA01 4688a 


PLACE1004816 


HRIFA014819a 


PLACE1005003 


HRIFA014951a 


PLACE 1005383 


HRIFA015219a 
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Table 21 (continued) 



10 



20 



30 



35 



40 



45 



50 



The representative sequences of the most homologous sequences In the Swiss Prot with the keyword(s) 


"glycoprotein", and the selected clones 




name of clone 


name of representative sequence 


PLACE 1005426 


HRIFA01 5246a 


PLACE1 005539 


HRIFA029425a 


PLACE1 005544 


HRIFA009852a 


PLACE1 005569 


HRIFA015351a 


PLACE1 006071 


HRIFA01 6639a 


PLACE1 006073 


HRIFA003402a 


PLACE1 006277 


HRIFA01 5802a 


PLACE1 006290 


HRIFA01 5811a 


PLACE1 006443 


HRIFA01 5902a 


PLACE1006716 


HRIFA01 6070a 


PLACE1 007077 


HRIFA01 6639a 


PLACE1 007081 


HRIFA01 6290a 


PLACE1 007845 


HRIFA0 16758a 


PLACE1 008469 


HRIFA01 7146a 


PLACE1008716 


HRIFA01 7295a 


PLACE1 008744 


HRIFA01 7312a 


PLACE1 008984 


HRIFA01 7456a 


PLACE1 008985 


HRIFA01 7457a 


PLACE1 009527 


HRIFA017791a 


PLACE1010251 


HRIFA01 8238a 


PLACE1010784 


HRIFA031126a 


PLACE1010968 


HRIFA01 8666a 


PLACE1011116 


HRIFA01 8754a 


PLACE1011708 


HRIFA019105a 


PLACE2000118 


HRIFA024994a 


PLACE3000181 


HRIFA004112a 


PLACE3000213 


HRIFA01 5486a 


PLACE4000354 


HRIFA01 5486a 


SKNMC1000014 


HRIFA030106a 


THYRO1000196 


HRIFA029050a 


THYR01 000584 


HRIFA029209a 


THYR01 000956 


HRIFA029393a 


THYRO1001102 


HRIFA008174a 


THYR01 001128 


HRIFA029467a 


THYRO1001266 


HRIFA030264a 


THYRO1001803 


HRIFA030566a 


Y79AA1000127 


HRIFA026121a 


Y79AA1 000207 


HRIFA027867a 


Y79AA 1000270 


HRIFA005644a 


Y79AA1 000426 


HRIFA027940a 


Y79AA1 000888 


HRIFA028440a 


Y79AA1001062 


HRIFA023434a 


Y79AA1001272 


HRIFA028576a 


Y79AA1001426 


HRIFA028651a 


Y79AA1001523 


HRIFA030642a 


Y79AA1001727 


HRIFA006642a 


Y79AA1001863 


HRIFA032097a 
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Table 22 



The representative sequences of the most homologous 


sequences in the SwissProt with the keyword(s) "serine/ 
calmodulin-binding", and the selected clones 


threonine-protein kinase", "tyrosine-protein kinase", or ' 


name of clone 


name of representative sequence 


HEMBA1001878 


HRIFA001712a 


HEMBA1002195 


HRIFA0 17703a 


HEMBA1 002227 


HRIFA01 9136a 


HEMBA1 002551 


HRIFA002309a 


HEMBA1 005084 


HRIFA020184a 


HEMBA1 005913 


HRIFA029866a 


HEMBA1 005929 


HRIFA020335a 


HEMBB1 000668 


HRIFA029792a 


MAMMA1 000881 


HRIFA026659a 


MAMMA1001150 


HRIFA026813a 


MAMMA1002142 


HRIFA027656a 


NT2RM2000589 


HRIFA02 1794a 


NT2RM2001902 


HRIFA03 1986a 


NT2PP1001020 


HRIFA005728a 


NT2RP1001031 


HRIFA005732a 


NT2RP2001469 


HRIFA028061a 


NT2RP2001529 


HRIFA007256a 


NT2RP2001769 


HRIFA007435a 


NT2RP2003179 


HRIFA008459a 


NT2RP2003545 


HRIFA008717a 


NT2RP2004670 


HRIFA028468a 


NT2RP3000011 


HRIFA022177a 


NT2RP3000022 


HRIFA022182a 


NT2RP3000172 


HRIFA022265a 


NT2RP3000201 


HRIFA022546a 


NT2RP3000820 


HRIFA0 18262a 


NT2RP3003527 


HRIFA025492a 


NT2RP3003849 


HRI FA 025250a 


NT2RP3003874 


HRIFA025261a 


NT2RP4000634 


HRIFA029866a 


NT2RP4000962 


HRIFA027681a 


OVARC1 000255 


HRIFA01 0975a 


OVARC1 000529 


HRIFA011179a 


OVARC1000916 


HRIFA01 1449a 


OVARC1001338 


HRIFA01 9869a 


PLACE1 003135 


HRIFA0 13726a 


PLACE1005519 


HRIFA01 5070a 


PLACE1 005736 


HRIFA01 5453a 


PLACE1 008282 


HRIFA01 6654a 


PLACE1 008297 


HRIFA01 7031a 


PLACE1010081 


HRIFA01 8134a 


PLACE1011364 


HRIFA01 8904a 


PLACE1011824 


HRIFA019175a 


THYRO1001205 


HRIFA030237a 


THYR01 001457 


HRIFA030371a 


THYRO1001593 


HRIFA030448a 
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Table 22 (continued) 



10 



The representative sequences of the most homologous sequences in the Swiss Prot with the keyword(s) "serine/ 
threonine-protein kinase", "tyrosine-protein kinase", or "calmodulin-binding", and the selected clones 


name of clone 


name of representative sequence 


THYRO1001700 


HRIFA030509a 


THYRO1001770 


HRIFA030545a 


Y79AA1 000777 


HRIFA028402a 


Y79AA1 000967 


HRIFA028468a 


Y79AA1 002381 


HRIFA032275a 



Table 23 



25 



50 



55 



The representative sequences of the most homologous sequences in the Swiss Prot with the keyword(s) 
"transcription regulation" and "activator", "transcription regulation" and "repressor", or "nuclear protein" and 
"repressor", and the selected clones 


name of clone 


name of representative sequence 


HE MBA 1000462 


■ miTA AAA /(AA* 

HRIFA000432a 


i i r — ft j r*% a a aoa^tj 

HEMBA1 000671 


HRIFA000631a 


i t r — ft j r\ a a AAAn^r 

HEMBA1 000875 


HRIFA000814a 


HEMBA1001184 


HRIFA001 099a 


HEMBA1 001296 


1 1 f+ ■ r— a A A A A A A _ . 

HRIFA00 1200a 


I I r~ ft j t~*% a A r\ r\ A a ^ a 

HEMBA1001886 


HRIFA001720a 


HEMBA1 002048 


HRIFA00 1866a 


HEMBA1 002985 


HRIFA002689a 


1 1 ^ ft A f\ A A A A A 4 A 

HEMBA1 003120 


HRIFA002805a 


HE MBA 1003497 


HRIFA003063a 


I i r - ft J r\ a j aa 4 a a - "* 

HEMBA1 004007 


HRIFA021 040a 


1 1 1 — ft A r> A A A A /"\ O- — T 

HEMBA1 004067 


1 1 1 r~ A A A A A A A * 

HRIFA003340a 


HEMBA1 004085 


HRIFA003357a 


HEMBA1 004785 


HRIFA020862a 


HEMBA1 004952 


HRIFAO 19532a 


HEMBA1 004971 


HRIFA003883a 


HEMBA1 005230 


HRlFA004006a 


HEMBA1 005246 


HRIFA01 9490a 


HEMBA1 005267 


HRIFA004034a 


HEMBA1 006276 


HRIFA021224a 


HEMBA1 006517 


HRIFA021445a 


HEMBA1 006544 


HRIFA021494a 


HEMBA1 006770 


HRIFA021651a 


HEMBA1 006912 


HRIFA022335a 


HEMBA1 007063 


HRIFA022348a 


HEMBA1 007226 


HRIFA022411a 


HEMBB1 000106 


HRIFA028262a 


HEMBB1 000309 


HRIFA029602a 


HEMBB1 000407 


HRIFA029649a 


HEMBB1 000542 


HRIFA029715a 


HEMBB1001959 


HRIFA031336a 


HEMBB1 002039 


HRIFA031395a 


HEMBB1 002041 


HRIFA031397a 


HEMBB1 002051 


HRIFA026351a 


HEMBB1002120 


HRIFA031438a 
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Table 23 (continued) 



The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) 


"transcription regulation" and "activator", "transcription regulation" and "repressor", or "nuclear protein" and 


reDressor" and the <5elprtpH rlnrnac 




name of clone 


name of representative sequence 


HEMBB1 002302 


HRIFA009136a 


HEMBB1 002661 


HRIFA031869a 


MAMMA1 000528 


HRIFA026265a 


MAMMA1 000614 


HRIFA026316a 


MAMMA1 000810 


HRIFA026615a 


MAMMA1001094 


HRIFA026789a 


MAMMA1001532 


HRIFA027125a 


MAMMA1001609 


HRIFA027173a 


NT2RM1 000407 


HRIFA004401a 


NT2RM1 000789 


HRIFA004663a 


NT2RM2001558 


HRIFA028804a 


NT2RM2001738 


HRIFA028867a 


NT2RM2001767 


HRIFA028983a 


NT2RM4000100 


HRIFA032389a 


NT2RP1 000239 


HRIFA005214a 


NT2RP1 000271 


HRIFA005240a 


NT2RP1 000465 


HRIFA005369a 


NT2RP 1000468 


HRIFA005372a 


NT2RP1 000679 


HRIFA005500a 


NT2RP 1000740 


HRIFA005540a 


NT2RP2000092 


HRIFA006183a 


NT2RP2000178 


HRIFA006250a 


NT2RP2000240 


HRIFA006298a 


NT2RP2000610 


HRIFA006566a 


NT2RP2000712 


HRIFA006649a 


NT2RP2000739 


HRIFA006667a 


NT2RP2001223 


HRIFA007032a 


NT2RP2001276 


HRIFA007068a 


NT2RP2001388 


HRIFA007152a 


NT2RP2001538 


HRIFA007262a 


NT2RP2001662 


HRIFA007352a 


NT2RP2001817 


HRIFA007463a 


NT2RP2001921 


HRIFA007547a 


NT2RP2003138 


HRIFA008426a 


NT2RP2003302 


HRIFA008547a 


NT2RP2003940 


HRIFA008981a 


NT2RP2003950 


1 | r-* | r~ a AAn Ann 

HRIFA008989a 


NT2RP2004069 


HRIFA009071a 


NT2RP2004108 


HRIFA009101a 


NT2RP2005069 


HRIFA009762a 


NT2RP2005391 


HRIFA009983a 


NT2RP2005535 


HRIFA01 0085a 


NT2RP2005666 


HRIFA010176a 


NT2RP2005774 


HRIFA01 5063a 


NT2RP2006092 


HRIFA01 0460a 


NT2RP2006134 


HRIFA01 0490a 
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40 



45 



50 



Table 23 


(continued) 


The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) 
"transcription regulation" and "activator", "transcription regulation" and "repressor", or "nuclear protein" and 
"repressor", and the selected clones 


name of clone 


name of representative sequence 


NT2RP3000148 


HRIFA022249a 


NT2RP3000232 


HRIFA022564a 


NT2RP3000378 


HRIFA022671a 

1 II 111 r\\JCmt.. \J I 1 C* 


NT2RP3000427 


HRIFA025033a 


NT2RP3000652 


HRIFA022895a 

1 II III r\\J£-.£— \J kJ *JZi 


NT2RP3000677 


HRIFA023007a 

1 II 111 W / CL 


NT2RP3001271 


HRIFA023634a 


NT2RP3001650 


HRIFA026923a 

1 II III f\\J^\J <SwWC4 


NT2RP3001976 


HRIFA026496a 


NT2RP3002286 


HRIFA024185a 


NT2RP3002353 


HRIFA024893a 


NT2RP3002664 


HRIFA024305a 


NT2RP3004025 


HRIFA025290a 


NT2RP30Q4119 


HRIFA025695a 


OVARC 1000995 


HRIFA011512a 


OVARC1001132 


HRIFA022707a 


OVARC1001596 


HR I FA0 19437a 


OVARC1001725 


HRIFA01 9958a 


OVARC 100 1952 


HRIFA01 9466a 


OVARC1002178 


HRIFA021 007a 


PLACE 1000258 


HRIFA011820a 


PLACE1 000442 


HRIFA01 1947a 

1 II 111 rW 1 1 f Q 


PLACE1 000907 


HRIFA01 2278a 


PLACE1 003529 


HRIFA01 3980a 


PLACE1 003598 


HR I FA0 14024a 


PLACE1004166 


HR I FA0 14396a 


PLACE1004168 


HRIFA01 4397a 


PLACE1004519 


HRIFA01 4620a 


PLACE1 005239 


HRIFA015122a 


PLACE 1005682 


HR I FA0 15423a 


PLACE1 006208 


HRIFA01 5756a 


PLACE1006515 


HRIFA015947a 


PLACE1 007028 


HRIFA0 16255a 


PLACE1 007591 


HRIFA01 6599a 


PLACE1 008549 


HRIFA017190a 


PLACE1 009735 


HRIFA017921a 


PLACE1011407 


HRIFA018931a 


PLACE1011978 


HRIFA01 9262a 


THYROI 000580 


HRIFA029208a 


THYROI 000964 


HRIFA029398a 


THYRO1001641 


HRIFA030472a 


Y79AA1 000030 


HRIFA025936a 


179AA 1000750 


HRIFA028187a 


Y79AA1001212 


HRIFA005296a. 


Y79AA1 002058 


HRIFA032161a 


Y79AA1002121 


HRIFA032186a 
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Table 23 


(continued) 




The representative sequences of the most homologous sequences In the SwissProt with the keyword(s) 




"transcription regulation" and "activator, "transcription regulation" and "repressor, or "nuclear protein" and 


5 


"repressor, and the selected clones 






name of clone 


name of representative sequence 




Y79AA1002129 


HRIFA011926a 




Y79AA1 002334 


HRIFA032257a 


1 n 


Y79AA1 002378 


HRIFA032274a 




Table 24 




The representative sequences of the most homologous sequences in the SwissProt with the keyword(s) "disease 


15 


mutation", or "syndrome", and the selected clones 






name of clone 


name of representative sequence 




HEMBA1 000732 


HRIFA000683a 




HEMBA1 000835 


HRIFA000776a 


20 


HEMBA1 004391 


HRIFA020693a 




MAMMA1001623 


HRIFA027179C 




NT2RM2000497 


HRIFA021781a 




NT2RM2000632 


HRIFA022166a 


25 


NT2RP1 000579 


HRIFA005438a 


NT2RP2001903 


HRIFA007532a 




NT2RP2005878 


HRIFA008186a 




NT2RP3002411 


HRIFA005781a 




NT2RP3002737 


HRIFA024132a 


30 


NT2RP4002187 


HRIFA030342a 




PLACE1 000033 


HRIFA011659a 




PLACE1001500 


HRIFA012692a 




PLACE1005815 


HRIFA01 5506a 


35 


PLACE1 008657 


HRIFA01 7257a 




PLACE1010713 


HRIFA024504a 



Table 25 



The clones selected by the keyword(s) of the top hit data in the SwissProt, and having the maximal score in the 




ATGprl 0.5 or higher. 




name of clone 


name of sequence 


maximal ATGprl score 


BNGH41 000020 


F-BNGH41 000020 


0.94 


BNGH41 000087 


F-BNGH41 000087 


0.57 


BNGH41 000091 


F-BNGH41 000091 


0.81 


HEMBA1000121 


F-HEMBA1 000121 


0.94 


HEMBA1000128 


F-HEMBA1 000128 


0.81 


HEMBA1 000275 


F-HEMBA1 000275 


0.83 


HEMBA1 000349 


F-HEMBA1 000349 


0.52 


HEMBA1 000443 


F-HEMBA1 000443 


0.56 


HEMBA1 000462 


F-HEMBA1 000462 


0.75 


HEMBA1 000477 


F-HEMBA1 000477 


0.55 


HEMBA1 000590 


F-HEMBA1 000590 


0.75 


HEMBA1 000634 


F-HEMBA1 000634 


0.94 


HEMBA1 000671 


F-HEMBA1 000671 


0.65 
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Table 25 (continued) 



10 



20 



30 



35 



40 



45 



50 



55 



The clones selected by the keyword(s) of the top hit data in the SwissProt, and having the maximal score in the 




ATGprl 0.5 or higher. 




name of clone 


name of sequence 


maximal ATGprl score 


HEMBA1 000745 


F-HEMBA1 000745 


0.78 


HEMBA1 000835 


F-HEMBA1 000835 


0.64 


HEMBA1 000907 


F-HEMBA1 000907 


0.94 


HEMBA1 000940 


F-HEMBA1 000940 


0.86 


HEMBA1001184 


F-HEMBA1001184 


0.54 


HEMBA1001221 


F-HEMBA1001221 


0.89 


HEMBA1 001228 


F-HEMBA1001228 


0.94 


HEMBA1 001390 


F-HEMBA1001390 


0.90 


HEMBA1 001621 


F-HEMBA1001621 


0.94 


HEMBA1001878 


F-HEMBA1001878 


0.92 


HEMBA1 002048 


F-HEMBA1 002048 


0.71 


HEMBA1002131 


F-HEMBA1 002131 


0.94 


HEMBA1 002164 


F-HEMBA1002164 


0.74 


HEMBA1002167 


F-HEMBA1002167 


0.94 


HEMBA1002178 


F-HEMBA1002178 


0.91 


HEMBA1002316 


F-HEMBA1002316 


0.73 


HEMBA1 002421 


F-HEMBA1 002421 


0.90 


HEMBA1 002524 


F-HEMBA1 002524 


0.80 


HEMBA1 002551 


F-HEMBA1 002551 


0.60 


HEMBA1 002767 


F-HEMBA1 002767 


0.94 


HEMBA1 002985 


F-HEMBA1 002985 


0.90 


HEMBA1 002992 


F-HEMBA1 002992 


0.76 


HEMBA1 003047 


F-HEMBA1 003047 


0.70 


HEMBA1 003072 


F-HEMBA1 003072 


0.94 


HEMBA1003101 


F-HEMBA1003101 


0.94 


HEMBA1 003230 


F-HEMBA1 003230 


0.77 


HEMBA1 003315 


F-HEMBA1 003315 


0.76 


HEMBA1 003392 


F-HEMBA1 003392 


0.94 


HEMBA1 003487 


F-HEMBA1 003487 


0.90 


HEMBA1 003497 


F-HEMBA1 003497 


0.61 


HEMBA1 003530 


F-HEMBA1 003530 


0.94 


HEMBA1 003945 


F-HEMBA1 003945 


0.94 


HEMBA1 004085 


F-HEMBA1 004085 


0.59 


HEMBA1 004250 


F-HEMBA1 004250 


0.83 


HEMBA1 004391 


F-HE MBA 1004391 


0.94 


HEM BA1 004444 


F-HEMBA1 004444 


0.94 


HEMBA1 004454 


F-HEMBA1 004454 


0.50 


H EM BA1 004505 


F-HEMBA1 004505 


0.94 


HEMBA1 004785 


F-HEMBA1 004785 


0.89 


HEMBA1 004797 


F-HEMBA1 004797 


0.66 


H EM BA1 004982 


F-HEMBA1 004982 


0.55 


HEMBA1 005070 


F-HEMBA1 005070 


0.94 


HEMBA1 005084 


F-HEMBA1 005084 


0.89 


HEMBA1005145 


F-HEMBA1005145 


0,85 


H EM BA1 005337 


F-HEMBA1 005337 


0.62 


HEMBA1 005449 


F-HEMBA1 005449 


0.91 


HEM BA1 005489 


F-HEMBA1 005489 


0.70 
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Table 25 (continued) 



The clones selected by the 



keyword(s) of the top hit data in the SwissProt, 
ATGprl 0.5 or higher. 



and having the maximal score in the 



10 



15 



20 



25 



30 



35 



40 



45 



50 



name of clone 
HEMBA1 005522 



HEMBA1 005545 
HEMBA1 005698 
HEMBA1 005929 
HEMBA1 005945 
HEM BA1 006276 
HEMBA1 006299 
H EM BA1 006335 
HEMBA1 006430 
HEMBA1 006482 
HEMBA1006517 
HEMBA1 006544 
H EM BA1 006572 
HEMBA1 006707 
HEMBA1 006724 
HEMBA1 006749 
HEM BA1 006902 
HEMBA1006916 
HEMBA1007013 
H EM BA1 007057 
HEMBA1 007226 
HEMBA1 007241 
HEMBB1000106 
HEMBB1 000447 
HEMBB1 000668 
HEMBB1 000679 
HEMBB1 000881 
HEMBB1001026 
HEMBB1001048 
HEMBB1 001200 
HEMBB1001573 
HEMBB1001847 
HEMBB1001959 
HEM BB1 002041 
HEMBB1 002051 
HEMBB1 002302 
HEMBB1 002427 
HEMBB1 002661 
MAMMA1000106 
MAMMA1 000204 
MAMMA1 000226 
MAMMA1 000403 
MAMMA1 000473 
MAMMA1 000496 
MAMMA1 000591 
MAMMA1 000681 
MAMMA1 000788 



name of sequence 



F-HEMBA1 005522 
F-HEMBA1 005545 
F-HEMBA1 005698 
F-HEMBA1 005929 
F-HEMBA1 005945 
F-HEMBA1 006276 
F-HEMBA1 006299 
F-HEMBA1 006335 
F-HEMBA1 006430 
F-HEMBA1 006482 
F-HEMBA1006517 
F-HEMBA1 006544 
F-HEMBA1 006572 
F-HEMBA1 006707 
F-HEMBA1 006724 
F-HEMBA1 006749 
F-HEMBA1 006902 
F-HEMBA1006916 
F-HEMBA1 007013 
F-HEMBA1 007057 
F-HEMBA1 007226 
F-HEMBA1 007241 
F-HEMBB1 000106 
F-HEMBB1 000447 
F-HEMBB1 000668 
F-HEMBB1 000679 
F-HEMBB1 000881 
F-HEMBB1001026 
F-HEMBB1001048 
F-HEMBB1 001200 
F-HEMBB1 001573 
F-HEMBB1001847 
F-HEMBB1001959 
F-HEMBB1 002041 
F-HEMBB1 002051 
F-HEMBB1 002302 
F-HEMBB1 002427 
F-HEMBB1 002661 
F-MAMMA1000106 
F-MAMMA1 000204 
F-MAMMA1 000226 
F-MAMMA1 000403 
F-MAMMA1 000473 
F-MAMMA1 000496 
F-MAMMA1 000591 
F-MAMMA1 000681 
F-MAMMA1 000788 



maximal ATGprl score 



0.73 

0.94 

0.68 

0.72 

0.80 

0.50 

0.94 

0.94 

0.93 

0.59 

0.68 

0.94 

0.62 

0.94 

0.80 

0.94 

0.94 

0.80 

0.82 

0.94 

0.50 

0.94 

0.94 

0.73 

0.50 

0.91 

0.77 

0.94 

0.88 

0.81 

0.80 

0.81 

0.94 

0.79 

0.60 

0.89 

0.94 

0.94 

0.78 

0.94 

0.94 

0.59 

0.86 

0.70 

0.77 

0.94 

0.83 
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Table 25 (continued) 



10 



20 



30 



35 



40 



45 



50 



55 



The clones selected by the keyword(s) of the top hit data in the SwissProt, and having the maximal score in the 




ATGpM 0.5 or higher. 




name of clone 


name of sequence 


maximal ATGprl score 


MAMMA1000814 


F-MAMMA1000814 


0.94 


MAMMA1 000881 


F-MAMMA1 000881 


0.51 


MAMMA1001043 


F-MAMMA1001043 


0.81 


MAMMA1001094 


F-MAMMA1001094 


0.80 


MAMMA1001150 


F-MAMMA1001150 


0.91 


MAMMA1001237 


F-MAMMA1 001237 


0.52 


MAMMA1 001532 


F-MAMMA1001532 


0.52 


MAMMA1001615 


F-MAMMA1001615 


0.94 


MAMMA1001634 


F-MAMMA1001634 


0.94 


MAMMA1001893 


F-MAMMA1001893 


0.90 


MAMMA1001957 


F-MAMMA1001957 


0.94 


MAMMA1 002070 


F-MAMMA1 002070 


0.82 


MAMMA1 002080 


F-MAMMA1 002080 


0.72 


MAMMA1 002091 


F-MAMMA1 002091 


0.70 


MAMMA1 002095 


F-MAMMA1 002095 


0.85 


MAMMA1 002128 


F-MAMMA1002128 


0.79 


M AM M At 002234 


F-MAMMA1 002234 


0.94 


MAMMA1 002586 


F-MAMMA1 002586 


0.67 


MAMMA1 002633 


F-MAMMA1 002633 


0.94 


MAMMA1003126 


F-MAMMA1 003126 


0.94 


NT2RM1 000407 


F-NT2RM 1000407 


0.94 


NT2RM1 000462 


F-NT2RM 1000462 


0.94 


NT2RM1 000542 


F-NT2RM 1000542 


0.94 


NT2RM1 000580 


F-NT2RM 1000580 


0.94 


NT2RM1 000789 


F-NT2RM1 000789 


0.82 


NT2RM1 000855 


F-NT2RM1 000855 . 


0.94 


NT2RM1 000858 


F-NT2RM 1000858 


0.50 


NT2RM 1000899 


F-NT2RM1 000899 


0.78 


NT2RM2000410 


F-NT2RM2000410 


0.82 


NT2RM2000423 


F-NT2RM2000423 


0.66 


NT2RM2000565 - 


F-NT2RM2000565 


0.56 


NT2RM2000582 


F-NT2RM2000582 


0.78 


NT2RM2000589 


F-NT2RM2000589 


0.86 


NT2RM2000622 


F-NT2RM2000622 


0.94 


NT2RM2000632 


F-NT2RM2000632 


0.73 


f NT2RM2000773 


F-NT2RM2000773 


0.64 


NT2RM2001126 


F-NT2RM2001126 


0.87 


NT2RM2001558 


F-NT2RM2001558 


0.94 


NT2RM2001626 


" F-NT2RM2001626 


0.68 


NT2RM2001738 


F-NT2RM2001738 


0.94 


NT2RM2001767 


F-NT2RM2001767 


0.82 


NT2RM2001818 


F-NT2RM2001818 


0.70 


NT2RM2001902 


F-NT2RM2001902 


0.69 


NT2RM2001939 


F-NT2RM2001939 


0.55 


NT2RM2001941 


F-NT2RM2001941 


0.94 


NT2RM4000100 


F-NT2RM4000100 


0.74 


NT2RM4000198 


F-NT2RM4000198 


0.85 
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Table 25 (continued) 



The clones selected by the keyword(s) of the top hit data in the SwissProt, and having the maximal score in the 

ATGprl 0.5 or higher. 



name of clone 



NT2RM4000284 
NT2RM4000295 
NT2RM4000417 
NT2RM4000444 
NT2RM4000587 
NT2RM4000648 
NT2RM4000965 
NT2RM4001377 
NT2RM4001735 
NT2RM4002352 
NT2RP1 000002 
NT2RP1 000050 
NT2RP1000181 
NT2RP1 000239 
NT2RP1 000261 
NT2RP 1000300 
NT2RP1 000465 
NT2RP1 000468 
NT2RP1 000551 
, NT2RP1 000579 
NT2RP1000613 
NT2RP1 000679 
NT2RP1 000740 
NT2RP1 000981 
NT2RP1001004 
NT2RP1001020 
NT2RP1001031 
NT2RP2000092 
NT2RP2000394 
NT2RP2000447 
NT2RP2000514 
NT2RP2000533 
NT2RP2000610 
NT2RP2000616 
NT2RP2000649 
NT2RP2000663 
NT2RP2000694 
NT2RP2000818 
NT2RP2000903 
NT2RP2001200 
NT2RP2001223 
NT2RP2001276 
NT2RP2001480 
NT2RP2001495 
NT2RP2001514 
NT2RP2001529 
NT2RP2001538 



name of sequence 



F-NT2RM4000284 

F-NT2RM4000295 

F-NT2RM4000417 

F-NT2RM4000444 

F-NT2RM4000587 

F-NT2RM4000648 

F-NT2RM4000965 

F-NT2RM4001377 

F-NT2RM4001735 

F-NT2RM4002352 

F-NT2RP1000002 

F-NT2RP1 000050 

F-NT2RP1000181 

F-NT2RP1 000239 

F-NT2RP1 000261 

F-NT2RP1 000300 

F-NT2RP1 000465 

F-NT2RP1 000468 

F-NT2RP 1000551 

F-NT2RP1 000579 

F-NT2RP1000613 

F-NT2RP1 000679 

F-NT2RP1 000740 

F-NT2RP1 000981 

F-NT2RP1001004 

F-NT2RP1001020 

F-NT2RP1001031 

F-NT2RP2000092 

F-NT2RP2000394 

F-NT2RP2000447 

F-NT2RP2000514 

F-NT2RP2000533 

F-NT2RP2000610 

F-NT2RP2000616 

F-NT2RP2000649 

F-NT2RP2000663 

F-NT2RP2000694 

F-NT2RP2000818 

F-NT2RP2000903 

F-NT2RP2001200 

F-NT2RP2001223 

F-NT2RP2001276 

F-NT2RP2001480 

F-NT2RP2001495 

F-NT2RP2001514 

F-NT2RP2001529 

F-NT2RP2001538 



maximal ATGprl score 



0.89 

0.74 

0.82 

0.94 

0.94 

0.88 

0.60 

0.82 

0.94 

0.83 

0.76 

0.54 

0.73 

0.94 

0.57 

0.94 

0.94 

0.94 

0.94 

0.94 

0.90 

0.68 

0.80 

0.94 

0.74 

0.70 

0.59 

0.88 

0.94 

0.50 

0.82 

0.94 

0.94 

0.80 

0.53 

0.88 

0.74 

0.54 

0.59 

0.88 

0.92 

0.59 

0.85 

0.78 

0.78 

0.94 

0.89 
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Table 25 (continued) 
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20 



30 



35 
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45 



50 
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The clones selected by the keyword(s) of the top hit data in the SwissProt, and having the maximal score in the 




ATGprl 0.5 or higher. 




name of clone 


name of sequence 


maximal ATGprl score 


NT2RP2001662 


F-NT2RP2001662 


0.94 


NT2RP2001755 


F-NT2RP2001755 


0.94 


NT2RP2001769 


F-NT2RP2001769 


0.66 


NT2RP2001878 


F-NT2RP2001878 


0.68 


NT2RP2001921 


F-NT2RP2001921 


0.61 


NT2RP2001948 


F-NT2RP2001948 


0.89 


NT2RP2001956 


F-NT2RP2001956 


0.74 


NT2RP2002063 


F-NT2RP2002063 


0.94 


NT2RP2002188 


F-NT2RP2002188 


0.78 


NT2RP2002232 


F-NT2RP2002232 


0.90 


NT2RP2002304 


F-NT2RP2002304 


0.94 


NT2RP2002409 


F-NT2RP2002409 


0.94 


NT2RP2002527 


F-NT2RP2002527 


0.58 . 


NT2RP2002533 


F-NT2RP2002533 


0.87 


NT2RP2002564 


F-NT2RP2002564 


0.94 


NT2RP2002942 


F-NT2RP2002942 


0.66 


NT2RP2002976 


F-NT2RP2002976 


0.94 


NT2RP2003042 


F-NT2RP2003042 


0.93 


NT2RP2003179 


F-NT2RP2003179 


0.94 


NT2RP2003210 


F-NT2RP2003210 


0.61 


NT2RP2003302 


F-NT2RP2003302 


0.79 


NT2RP2003369 


F-NT2RP2003369 


0.93 


NT2RP2003390 


F-NT2RP2003390 


0.79 


NT2RP2003469 


F-NT2RP2003469 


0.90 


NT2RP2003545 


F-NT2RP2003545 


0.55 


NT2RP2003593 


F-NT2RP2003593 


0.94 


NT2RP2003655 


F-NT2RP2003655 


0.83 


NT2RP2003664 


F-NT2RP2003664 


0.89 


NT2RP2004069 


F-NT2RP2004069 


0.76 


NT2RP2004108 


F-NT2RP2004108 


0.91 


NT2RP2004141 


F-NT2RP2004141 


0.53 


NT2RP2004447 


F-NT2RP2004447 


0.93 


NT2RP2004606 


F-NT2RP20046G6 


0.94 


NT2RP2004648 


F-NT2RP2004648 


0.94 


NT2RP2004670 


F-NT2RP2004670 


0.94 


NT2RP2004794 


F-NT2RP2004794 


0.65 


NT2RP2004847 


F-NT2RP2004847 


0.94 


NT2RP2005069 


F-NT2RP2005069 


0.89 


NT2RP2005163 


F-NT2RP2005163 


0.79 


NT2RP2005181 


F-NT2RP2005181 


0.87 


NT2RP2005247 


F-NT2RP2005247 


0.77 


NT2RP2005425 


F-NT2RP2005425 


0.77 


NT2RP2005535 


F-NT2RP2005535 


0.51 


NT2RP2005597 


F-NT2RP2005597 


0.74 


NT2RP2005632 


F-NT2RP2005632 


0.87 


NT2RP2005666 


F-NT2RP2005666 


0.77 


NT2RP2005774 


F-NT2RP2005774 


0.87 
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Table 25 (continued) 



25 



40 



50 



| The clones selected by the keyword(s) of the top hit data in the SwissProt, and having the maximal score in the 




ATGprl 0.5 or higher. 




name of clone 


name of sequence 


maximal ATGprl score 


NT2RP2005878 


F-NT2RP2005878 


0.70 


NT2RP2005883 


F-NT2RP2005883 


0.94 


NT2RP2005941 


F-NT2RP2005941 


0.81 


NT2RP2005994 


F-NT2RP2005994 


0.62 


NT2RP2006004 


F-NT2RP2006004 


0.61 


NT2RP2006042 


F-NT2RP2006042 


0.69 


NT2RP2006099 


F-NT2RP2006099 


0.65 


NT2RP2006512 


F-NT2RP2006512 


0.94 


NT2RP3000011 


F-NT2RP3000011 


0.93 


NT2RP3000022 


F-NT2RP3000022 


0.55 


NT2RP3000059 


F-NT2RP3000059 


0.74 


NT2RP3000063 


F-NT2RP3000063 


0.78 


NT2RP3000171 


F-NT2RP3000171 


0.72 


NT2RP3000172 


F-NT2RP3000172 


0.93 


NT2RP3000201 


F-NT2RP3000201 


0.50 


NT2RP3000232 


F-NT2RP3000232 


0.61 


NT2RP3000304 


F-NT2RP3000304 


0.94 


NT2RP3000378 


F-NT2RP3000378 


0.56 


| NT2RP3000436 


F-NT2RP3000436 


0.65 


NT2RP3000444 


F-NT2RP3000444 


0.94 


NT2RP3000616 


F-NT2RP3000616 .. 


0.77 


NT2RP3000645 


F-NT2RP3000645 


0.91 


NT2RP3000676 


F-NT2RP3000676 


0.94 


NT2RP3000721 


F-NT2RP3000721 


0.82 


NT2RP3000838 


F-NT2RP3000838 


0.94 


NT2RP3000871 


F-NT2RP3000871 


0.94 


NT2RP3000907 


F-NT2RP3000907 


0.59 


NT2RP3000921 


F-NT2RP3000921 


0.64 


NT2RP3001061 


F-NT2RP3001061 


0.72 


NT2RP3001159 


F-NT2RP3001159 


0.94 


NT2RP3001170 


F-NT2RP3001170 


0.70 


NT2RP3001195 


F-NT2RP3001195 


0.94 


NT2RP3001240 


F-NT2RP3001240 


0.83 


NT2RP3001322 


F-NT2RP3001322 


0.62 


NT2RP3001388 


F-NT2RP3001388 


0.94 


NT2RP3001560 


F-N12RP3001560 


0.94 


NT2RP3001592 


F-NT2RP3001592 


0.74 


NT2RP3001650 


F-NT2RP3001650 


0.73 


N l/inroO0 1 738 


F-N12RP3001738 


.0.94 


NT2RP3002015 


F-NT2RP3002015 


0.93 


NT2RP3002160 


F-NT2RP3002160 


0.65 


NT2RP3002286 


F-NT2RP3002286 


0.82 


NT2RP3002311 


F-NT2RP3002311 


0.94 


NT2RP3002324 


F-NT2RP3002324 


0.92 


NT2RP3002342 


F-NT2RP3002342 


0.94 


NT2RP3002353 


F-NT2RP3002353 


0.76 


. NT2RP3002411 


F-NT2RP3002411 


0.74 
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The clones selected by the keyword (s) of the top hit data in the SwissProt, and having the maximal score in the 




ATGprl 0.5 or higher. 




name of clone 


name of sequence 


maximal ATGprl score 


NT2RP3002448 


F-NT2RP3002448 


0.87 


NT2RP3002571 


F-NT2RP3002571 


0.61 


NT2RP3002664 


F-NT2RP3002664 


0.82 


NT2RP3002738 


F-NT2RP3002738 


0.81 


NT2RP3002790 


F-NT2RP3002790 


0.94 


NT2RP3002836 


F-NT2RP3002836 


0.72 


NT2RP3002887 


F-NT2RP3002887 


0.94 


NT2RP3002900 


F-NT2RP3002900 


0.88 


NT2RP3002958 


F-NT2RP3002958 


0.91 


NT2RP3002983 


F-NT2RP3002983 


0.92 


NT2RP3003000 


F-NT2RP3003000 


0.80 


NT2RP3003076 


F-NT2RP3003076 


0.65 


NT2RP3003354 


F-NT2RP3003354 


0.66 


NT2RP3003448 


F-NT2RP3003448 


0.61 


NT2RP3003473 


F-NT2RP3003473 


0.94 


NT2RP3003527 


F-NT2RP3003527 


0.94 


NT2RP3003532 


F-NT2RP3003532 


0.93 


NT2RP3003614 


F-NT2RP3003614 - 


0.81 


NT2RP3003729 


F-NT2RP3003729 


0.90 


NT2RP3003849 


F-NT2RP3003849 


0.93 


NT2RP3003939 


F-NT2RP3003939 


0.67 


NT2RP3004025 


F-NT2RP3004025 


0.83 


NT2RP3004067 


F-NT2RP3004067 


0.74 


NT2RP3004075 


F-NT2RP3004075 


0.77 


NT2RP3004090 


F-NT2RP3004090 


0.94 


NT2RP3004119 


F-NT2RP3004119 


0.57 


NT2RP3004130 


F-NT2RP3004130 


0.66 


NT2RP3004133 


F-NT2RP3004133 


0.94 


NT2RP3004202 


F-NT2RP3004202 


0.53 


NT2RP3004294 


F-NT2RP3004294 


0.71 


NT2RP3004309 


F-NT2RP3004309 


0.92 


NT2RP3004345 


F-NT2RP3004345 


0.73 


NT2RP3004406 


F-NT2RP3004406 


0.62 


NT2RP3004481 


F-NT2RP3004481 


0.76 


NT2RP3004552 


F-NT2RP3004552 


0.78 


NT2RP3004557 


F-NT2RP3004557 


0.78 


NT2RP3004625 


F-NT2RP3004625 


0.87 


NT2RP3004640 


F-NT2RP3004640 


0.82 


NT2RP3004647 


F-NT2RP3004647 


0.94 


NT2RP4000108 


F-NT2RP4000108 


0.94 


NT2RP4000634 


F-NT2RP4000634 


0.69 


NT2RP4000962 


F-NT2RP4000962 


0.67 


NT2RP4001009 


F-NT2RP4001009 


0.56 


NT2RP4001467 


F-NT2RP4001467 


0.94 


NT2RP4001877 


F-NT2RP4001877 


0.94 


NT2RP4001879 


F-NT2RP4001879 


0.82 


NT2RP4002187 


F-NT2RP4002187 


0.7 
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Table 25 (continued) 



The clones selected by the keyword(s) of the top hit data in the SwissProt, and having the maximal score in the 




ATGprl 0.5 or higher. 




name of clone 


name of sequence 


maximal ATGprl score 


NT2RP4002451 


F-NT2RP4002451 


0.53 


NT2RP4002750 


F-NT2RP4002750 


0.67 


OVARC1 000003 


F-OVARC 1000003 


0.62 


OVARC1000105 


F-OVARC1000105 


0.62 


OVARC1000137 


F-OVARC1000137 


0.72 


OVARC 1000255 


F-OVARC1 000255 


0.78 


OVARC 1000307 


F-OVARC1 000307 


0.94 


OVARC1000313 


F-OVARC1000313 


0.94 


OVARC1 000331 


F-OVARC1 000331 


0.57 


OVARC 1000410 


F-OVARC1 000410 


0.79 


OVARC 1000467 


F-OVARC1 000467 


0.83 


OVARC1 000529 


F-OVARC1 000529 


0.94 


OVARC 1000553 


F-OVARC1 000553 


0.94 


OVARC1 000873 


F-OVARC1 000873 


0.88 


OVARC1000916 


F-OVARC1000916 


0.94 


OVARC1 000956 


F-OVARC1 000956 


0.92 


OVARC 1001030 


F-OVARC1001030 


0.94 


OVARC1001049 


F-OVARC 100 1049 


0.94 


OVARC1001086 


F-OVARC1001086 


0.73 


OVARC 100 11 32 


F-OVARC 100 11 32 


0.94 


OVARC 1001 163 


F-OVARC1001163 


0.75 


| OVARC 1001222 


F-OVARC1 001222 


0.67 


OVARC 1001336 


F-OVARC1 001336 


0.92 


OVARC1 001338 


F-OVARC1001338 


0.89 


OVARC1 001570 


F-OVARC1001570 


0.94 


OVARC1001607 i 


F-OVARC1001607 


0.86 


OVARC1001725 


F-OVARC1001725 


0.81 


OVARC 1001 952 


F-OVARC1001952 


0.66 


OVARC1001991 


F-OVARC1001991 


0.94 


OVARC 1002058 


F-OVARC1 002058 


0.79 


PLACE1 000442 


F-PLACE1 000442 


0.93 


PLACE1 000740 


- F-PLACE1 000740 


0.57 


PLACE1001016 


F-PLACE1001016 j 


0.92 


PLACE1001114 


F-PLACE1001114 


0.94 


PLACE1001123 


F-PLACE1001123 


0.89 


PLACE1001231 


F-PLACE1 001231 


0.81 


PLACE1001340 


F-PLACE1001340 


0.77 


PLACE1001401 


F-PLACE1 001401 


0.87 


PLACE1 001407 


r-r'LAL-ti 001407 


0.94 


PLACE1 001464 


F-PLACE1 001464 


0.91 


PLACE1 001500 


F-PLACE1 001500 


0.77 


PLACE1001516 


F-PLACE1001516 


0.89 


PLACE1001564 


F-PLACE1 001564 


0.52 


PLACE1001655 


F-PLACE1001655 


0.56 


PLACE1001795 


F-PLACE1001795 


0.91 


PLACE1001836 


F-PLACE1001836 


0.81 


PLACE1001918 


F-PLACE1001918 


0.76 
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Table 25 (continued) 



w 



20 



30 



35 



40 



45 



50 



55 



The clones selected by the keyword(s) of the top hit data in the SwissProt, and having the maximal score in the 




ATGprl 0.5 or higher. 




name of clone 


name of sequence 


maximal ATGprl score 


PLACE 100 1949 


F-PLACE1001949 


0.94 


PLACE1 002080 


F-PLACE1 002080 


0.76 


PUVCE 1002095 


F- PLACE 1002095 


0.61 


PLACE1002153 


F-PLACE1002153 


0.94 


PLACE 1002329 


F-PLACE1 002329 


0.94 


PLACE 1002355 


F-PLACE1 002355 


0.57 


PLACE1002374 


F-PLACE1 002374 


0.92 


PLACE1 002547 


F-PLACE1 002547 


0.87 


PLACE1 002726 


F-PLACE1 002726 


0.83 


PLACE1 002905 


F-PLACE1 002905 


0.94 


PLACE 1002911 


F-PLACE1 002911 


0.73 


PLACE1003135 


F-PLACE1003135 


0.69 


PLACE1003163 


F-PLACE1003163 


0.61 


PLACE1 003428 


F-PLACE1 003428 


0.61 


PLACE1 003438 


F-PLACE1 003438 


0.93 


PLACE1 003460 


F-PLACE1 003460 


0.94 


PU\CE1 003573 


F-PLACE1 003573 


0.78 


PLACE1 003598 


F-PLACE1 003598 


0.57 


PLACE1 003644 


F-PLACE1 003644 


0.93 


PLACE1 003737 


F-PLACE1 003737 


0.88 


PLACE 1003772 


F-PLACE1 003772 


0.80 


PLACE 1003852 


F-PLACE1 003852 


0.82 


PLACE1 004078 


F-PLACE1 004078 


0.94 


PLACE1004166 


F-PLACE1004166 


0.92 


PLACE1004168 


F-PLACE1004168 


0.58 


PLACE1 004279 


F-PLACE1 004279 


0.64 


PLACE1 004441 


F-PLACE1 004441 


0.90 


PLACE1 004450 


F-PLACE1 004450 


0.85 


PLACE1 004482 


F-PLACE1 004482 


0.57 


PLACE1 004492 


F-PLACE1 004492 


0.85 


PLACE1004519 


F-PLACE1004519 


0.74 


PLACE1 004520 


F-PLACE1 004520 


0.94 


PLACE1 004630 


F-PLACE1 004630 


0.76 


PLACE1 004648 


F-PLACE1 004648 


0.59 


PLACE1004816 


F-PLACE1004816 


0.94 


PLACE1 004887 


F-PLACE1 004887 


0.94 


PLACE1 005003 


F-PLACE1 005003 


0.80 


PLACE1 005031 


F-PLACE1 005031 


0.88 


PLACE1 005239 


F-PLACE1 005239 


0.94 


P LAC E1 005383 


F-PLACE1 005383 


0.52 


PLACE1 005426 


F-PLACE1 005426 


0.52 


PLACE1005519 


F-PLACE1005519 


0.69 


PLACE1005544 


F-PLACE1 005544 


0.59 


PLACE1 005569 


F-PLACE1 005569 


0.68 


PLACE1 005682 


F-PLACE1 005682 


0.64 


PLACE1 005736 


F-PLACE1 005736 


0.67 


PLACE1005815 


F-PLACE1005815 


0.94 
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Table25 (continued) 



40 



. The clones selected by the keyword(s) of the top hit data in the SwissProt, and having the maximal score in the 




ATGprl 0.5 or higher. 




name of clone 


name of sequence 


maximal ATGprl score 


PLACE1 005878 


| F-PLACE1 005878 


0.92 


PLACE1 005927 


F-PLACE1 005927 


0.94 


PLACE1 006073 


F-FLACE1 006073 


0.94 


PLACE 1006208 


F-PLACE1 006208 


0.75 


PLACE1 006277 


F-PLACE 1006277 


0.65 


PLACE1 006290 


F-PLACE1 006290 


0.94 


PLACE1 006443 


F-PLACE1 006443 


0.89 


PLACE1006716 


F-PLACE1006716 


0.63 


PLACE1 006959 


F-PLACE1 006959 


0.89 


PLACE 1007028 


F-PLACE1 007028 


0.94 


j PLACE1 007081 


F-PLACE1 007081 


0.77 


PLACE1 007096 


F-PLACE1 007096 


0.84 


PLACE 1007702 


F-PLACE 1007702 


0.51 


PLACE 1006282 


F-PLACE1 008282 


0.70 


PLACE 1008297 


F-PLACE1 008297 


0.64 


PLACE 1008469 


F-PLACE1 008469 


0.94 


PLACE 1008549 


F-PLACE1 008549 


0.52 


PLACE 1008657 


F-PLACE1 008657 


0.94 


PLACE1008716 


F-PLACE1008716 


0.79 


PLACE1 008744 


F-PLACE1 008744 


0.94 


PLACE1 008984 


F-PLACE1 008984 


0.74 


PLACE 1009279 


F-PLACE1 009279 


0.60 


PLACE1 009527 


F-PLACE1 009527 


0.87 


PLACE 1009546 


F-PLACE1 009546 


0.80 


PLACE1 009600 


F-PLACE1 009600 


0.76 


PLACE1010011 


F-PLACE1010011 


0.94 


PLACE1010078 


F-PLACE1010078 


0.86 


PLACE1010081 


F-PLACE1010081 


0.92 


PUVCE1010251 


F-PLACE1010251 


0.62 


PLACE1010445 


F-PLACE1010445 


0.94 


PLACE1010713 


F-PLACE1010713 


0.62 


PLACE1010827 


F-PLACE1010827 


0.88 


PLACE1010968 


F-PLACE1010968 


0.51 


PLACE1011045 


F-PLACE1011045 


0.64 


PLACE1011116 


F-PLACE1011116 


0.69 


PLACE1011181 


F-PLACE1011181 


0.78 


PLACE1011236 


F-PLACE1011236 


0.66 ! 


PLACE1011364 


F-PLACE1011364 


0.94 


PLACE1011407 


F-PLACE1011407 


0.64 


PLACE1011516 


F-PLACE1011516 


0.83 


PLACE1011708 


F-PLACE1011708 


0.94 


PLACE1011824 


F-PLACE1011824 ' 


0.94 


PLACE3000181 


F-PLACE3000181 


0.74 


SKNMC1000014 


F-SKNMC1000014 


0.76 


SKNMC1 000082 


F-SKNMC1 000082 


0.74 


THYRO1000196 


F-THYRO1000196 


0.71 


THYR0 1000400 


F-THYRQ1 000400 


0.73 
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Table 25 (continued) 



20 



30 



35 



40 



45 



50 



55 



The clones selected by the keyword(s) of the top hit data in the SwissProt, and having the maximal score in the 




ATGprl 0.5 or higher. 




name of clone 


name of sequence 


maximal ATGprl score 


THYR01 000584 


F-THYROI 000584 


0.73 


THYR0 1000678 


F-THYR01 000678 


0.86 


THYR01 000776 


F-THYROI 000776 


0.91 


THYR01 000795 


F-THYR01 000795 


0.92 


THYR01 000846 


F-THYROI 000846 


. 0.78 


THYR01 000866 


F-THYROI 000866 


0.56 


THYR0 1000956 


F-THYROI 000956 


0.94 


THYR01 000964 


F-THYROI 000964 


0.80 


THYRO1001063 


F-THYRO1001063 


0.87 


THYRO1001071 


F-THYRO1001071 


0.94 I 


THYRO1001102 


F-THYRO1001102 


0.90 


THYRO1001113 


F-THYRO1001113 


0.74 


THYRO1001128 


F-THYRO1001128 


0.79 


THYRO1001205 


F-THYRO1001205 


0.94 


THYRO1001242 


F-THYRO1001242 


0.94 


THYRO1001266 


F-THYROI 001266 


0.94 


THYRO1001456 


F-THYROI 001456 


0.69 


THYRO1001457 


F-THYROI 001457 


0.88 


THYRO1001471 


F-THYRO1001471 


0.91 


THYRO1001478 


F-THYRO1001478 


0.89 


THYRO1001529 


F-THYROI 001529 


0.55 


THYRO1001593 


F-THYRO1001593 


0.94 


THYRO1001608 


F-THYRO1001608 


0.94 


THYRO1001641 


F-THYRO1001641 


0.94 


THYRO1001700 


F-THYRO1001700 


0.76 


THYRO1001702 


F-THYRO1001702 


0.80 


THYRO1001770 


F-THYRO1001770 


0.73 


THYRO1001803 


. F-THYRO1001803 


0.94 


Y79AA1 000030 


F-Y79AA1 000030 


0.88 


Y79AA1 000270 


F-Y79AA1 000270 


0.63 


Y79AA1 000426 


F-Y79AA1 000426 


0.92 


Y79AA1 000750 


F-Y79AA1 000750 


0.94 


Y79AA1 000777 


F-Y79AA1 000777 


0.94 


Y79AA1 000876 


F-Y79AA1 000876 


0.94 


Y79AA1 000888 


F-Y79AA1 000888 


0.85 


Y79AA1 000967 


F-Y79AA1 000967 


0.92 


Y79AA1001090 


F-Y79AA1001090 


0.74 


Y79AA1001212 


F-Y79AA1001212 


0.93 


Y79AA1001426 


F-Y79AA1001426 


0.82 


Y79AA1001523 


F-Y79AA1001523 


0.94 


Y79AA1001727 


F-Y79AA1001727 ' 


0.94 


Y79AA1001787 


F-Y79AA1001787 


0.75 


Y79AA1001799 


F-Y79AA1001799 


0.60 


Y79AA1001803 


F-Y79AA1001803 


0.68 


Y79AA1 002058 


F-Y79AA1 002058 


0.89 


Y79AA1002121 


F-Y79AA1002121 


0.66 


Y79AA1002213 


F-Y79AA1002213 


0.86 
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Table 25 (continued) 




The clones selected by the keyword(s) of the top hit data in the SwissProt, and having the maximal score in the 

ATGprl 0.5 or higher. 1 


name of clone 


name of sequence 


maximal ATGprl score 


Y79AA1 002378 
Y79AA1 002381 


I--Y79AA1 002378 
F-Y79AA1 002381 


0.82 
0.89 



Table 26 



The clones selected by the keyword(s) of 
ATGprl 0.3 or higher and less than 0.5. 



the top hit data in the SwissProt, and having the maximal score in the 



name of clone 



H EM BA 1000732 

HEMBA1001886 

HEMBA1002163 

HEMBA1002195 

HEMBA1003120 

HEMBA1 004007 

HEMBA1 004067 

HEM BA1 005267 

HEMBA1 006770 

HEMBB1 000407 

HEMBB1 000542 

HEMBB1 002120 

MAMMA1 000810 

MAMMA1001609 

MAMMA1001978 

MAMMA1002142 

MAMMA1002165 

NT2RM2001792 

NT2RM4001843 

NT2RP1 000271 

NT2RP2000739 

NT2RP2001388 

NT2RP2001562' 

NT2RP2001903 

NT2RP2003138 

NT2RP2003931 

NT2RP2004205 

NT2RP2005378 

NT2RP2005541 

NT2RP2006092 

NT2RP2006269 

NT2RP3000148 

NT2RP3000427 

NT2RP3000820 

NT2RP3001754 

NT2RP3001976 

NT2RP3002409 

NT2RP3002737 

NT2RP3003874 



name of sequence 



F-HEMBA1 000732 

F-HEMBA1001886 

F-HEMBA1002163 

F-HEMBA1002195 

F-HEMBA1003120 

F-HEMBA1 004007 

F-HEMBA1 004067 

F-HEMBA1 005267 

F-HEMBA1 006770 

F-HEMBB1 000407 

F-HEMBB1 000542 

F-HEMBB1002120 

F-MAMMA1 000810 

F-MAMMA1001609 

F-MAMMA1001978 

F-MAMMA1002142 

F-MAMMA1002165 

F-NT2RM2001792 

F-NT2RM4001843 

F-NT2RP 1000271 

F-NT2RP2000739 

F-NT2RP2001388 

F-NT2RP2001562 

F-NT2RP2001903 

F-NT2RP2003138 

F-NT2RP2003931 

F-NT2RP2004205 

F-NT2RP2005378 

F-NT2RP2005541 

F-NT2RP2006092 

F-NT2RP2006269 

F-NT2RP3000148 

F-NT2RP3000427 

F-NT2RP3000820 

F-NT2RP3001754 

F-NT2RP3001976 

F-NT2RP3002409 

F-NT2RP3002737 

F-NT2RP3003874 



maximal ATGprl score 



0.32 

0.46 

0.44 

0.41 

0.44 

0.31 

0.49 

0.37 

0.40 

0.41 

0.47 

0.33 

0.43 

0.32 

0.32 

0.34 

0.34 

0.37 

0.44 

0.41 

0.39 

0.47 

0.41 

0.46 

0.41 

0.44 

0.37 

0.43 

0.31 

0.47 

0.41 

0.44 

0.38 

0.44 

0.30 

0.46 

0.31 

0.33 

0.34 
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Table 26 (continued) 



The clones selected by the keyword(s) of the top hit data in the SwissProt, and having the maximal score in the 


ATGpii 0.3 or higher and less than 0.5. 




name of clone 


name of sequence 


maximal ATGprl score 


OVARC 1000275 


F-0VARC1 000275 


0.44 


OVARC1 000995 


F-OVARC 1 000995 


0.34 


OVARC1001569 


F-OVARC 1001569 


0.30 


OVARC1 001596 


F-OVARC 1001596 


0.36 


PLACE1 000907 


F-PLACE 1000907 


0.34 


PLACE 1002967 


F- PLACE 1002967 


0.38 


PLACE 1003529 


F-PLACE1 003529 


0.31 


PLACE1 006071 


F-PLACE1 006071 


0.38 


PLACE1006515 


F-PLACE1006515 


0.48 


PLACE1 007881 


F-PLACE1 007881 


0.43 


PLACE1 008359 


F- PLACE 1008359 


0.47 


PLACE1 008985 


F-PLACE1 008985 


0.48 


PLACE1 009735 


F-PLACE1 009735 


0.37 


PLACE1010784 


F-PLACE1010784 


0.44 


PLACE1011978 


F-PLACE1011978 


0.39 


THYR01 000061 


F-THYR01 000061 


0.38 


THYR01 000580 


F-THYR01 000580 


0.48 


Y79AA1000127 


F-Y79AA1000127 


0.32 


Y79AA1001272 


F-Y79AA1001272 


0.47 


Y79AA1002129 


F-Y79AA1002129 


0.36 



Table 27 



35 



45 



The clones selected by the keyword(s) of the top hit data in the SwissProt, and having the maximal score in the 


ATGprl 0 or higher and less than 0.3. 




name of clone 


name of sequence 


maximal ATGprl score 


HEMBA1 000006 


F-HEMBA1 000006 


0.14 


HEMBA1 000875 


F-HEMBA1 000875 


0.12 


HEMBA1001296 


F-HEMBA1 001296 


0.08 


HEMBA1001563 


F-HEMBA1 001563 


0.17 


HEMBA1 002227 


F-HEMBA1 002227 


0.05 


H EM BA1 004952 


F-HFMBA1 004952 


0.05 


HEMBA1 004971 


F-HEMBA1 004971 


0.24 


HEMBA1 005230 


F-HEMBA1 005230 


0.14 


HEMBA1 005246 


F-HEMBA1 005246 


0.17 


HEMBA1005913 j 


F-HEMBA1005913 


0.12 


HEMBA1006912 


F-HEMBA1006912 


0.11 


HEMBA1 007063 


F-HEMBA1 007063 


0.14 


HEMBA1 007291 


F-HEMBA1 007291 


0.14 


HEMBA1 007332 


F-HEMBA1 007332 


0.23 


HEMBB1 000309 


F-HEMBB1 000309 


0.15 


HEMBB1 000567 


F-HEMBB1 000567 


0.15 


HEMBB1 002039 


F-HEMBB1 002039 


0.15 


MAM MA 1000528 


F-MAMMA1 000528 


0.11 


MAM MA1 000614 


F-MAMMA1000614 


0.23 


MAMMA1 000706 


F-MAMMA1 000706 


0.26 


MAMMA1001066 


F-MAMMA1001066 


0.28 
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Table 27 (continued) 



10 



20 



30 



40 



45 



50 



The clones selected by the keyword(s) of the top hit data in the SwissProt, and having the maximal score in the 


ATGpii 0 or higher and less than 0.3. 




name of clone 


name of sequence 


maximal ATGpM score 


MAMMA1001418 


F-MAMMA1001418 


0.12 


MAMMA1001623 


F-MAMMA1001623 


0.23 


NT2RM2000497 


F-NT2RM2000497 


0.17 


NT2RM4000326 


F-NT2RM4000326 


0.23 


NT2RM4000593 


F-NT2RM4000593 


0.16 


NT2RM4000761 


F-NT2RM4000761 


0.13 


NT2RP1 000325 


F-NT2RP 1000325 


0.29 


NT2RP2000178 


F-NT2RP2000178 ' 


0.28 


NT2RP2000240 


F-NT2RP2000240 


0.16 


NT2RP2000712 


F-NT2RP2000712 


0.15 


NT2RP2001469 


F-NT2RP2001469 


0.28 


NT2RP2001817 


F-NT2RP2001817 


0.15 


NT2RP2002510 


F-NT2RP2002510 


0.26 


NT2RP2002824 


F-NT2RP2002824 


0.14 


NT2RP2002974 


F-NT2RP2002974 


0.05 


NT2RP2003940 


F-NT2RP2003940 


0.25 


NT2RP2003950 


F-NT2RP2003950 


0.07 


NT2RP2005391 


F-NT2RP2005391 


0.19 


NT2RP2006134 


F-NT2RP2006134 


0.10 


NT2RP3000125 


F-NT2RP3000125 


0.26 


NT2RP3000481 


F-NT2RP3000481 


0.11 


NT2RP3000652 


F-NT2RP3000652 


0.24 


NT2RP3000677 


F-NT2RP3000677 


0.11 


NT2RP3001012 


F-NT2RP3001012 


0.22 


NT2RP3001271 


F-NT2RP3001271 


0.29 


NT2RP3001542 


F-NT2RP3001542 


0.28 


OVARC1 000090 


F-OVARC1 000090 


0.21 


OVARC1 000439 


F-OVARC1 000439 


0.21 


OVARC1001260 


F-OVARC1001260 


0.10 


OVARC1002178 


F-OVARC1002178 


0.12 


PLACE 1000033 


F-PLACE1 000033 


0.20 


PLACE 1000258 


F-PLACE1 000258 


0.21 


PLACE 1005539 


F-PLACE1 005539 


0.27 


PLACE 1005745 


F-PLACE1 005745 


0.29 


PLACE1 007077 


F-PLACE 1007077 


0.21 


PLACE1 007296 


F-PLACE 1007296 


0.27 


PLACE1 007591 


F-PLACE 1007591 


0.20 


PLACE1 007845 


F-PLACE 1007845 




PLACE2000118 


F-PLACE2000118 


0.23 


PLACE3000213 


F-PLACE3000213 


0.21 


PLACE4000354 


F-PLACE4000354 


0.20 


Y79AA1 000207 


F-Y79AA1 000207 


0.21 


Y79AA1001062 


F-Y79AA1001062 


0.28 


Y79AA1001863 


F-Y79AA1001863 


0.15 


Y79AA1 002334 


F-Y79AA1 002334 


0.23 


Y79AA1 002376 


F-Y79AA1 002376 


0.29 
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EXAMPLE 13 

Selection of cDNA clone NT2RP2036580 

[0184] Clone NT2RP2006580 as well as clone HEMBA1 000121 was selected from the representative sequences 
belonging to HRIFA000116a cluster of the most homologous sequence in the SwissProt with the keywoods "trans- 
membrane". Although each of the clones, HEMBA1000121 and NT2RP2006580, was assembled with other clones for 
5' extension, any other clones did not extend the clones toward the 5' direction. Accordingly, it is possible that both 
clones are full-length cDNA clones. The maximal ATGprt score of F-NT2RP2006580 is 0.37, and therefore, the fullness 
ratio is low. However, it is still possible for the sequence to cover the full-length. 

[0185] Thus, the total number of selected clones is 830. Based on the top matching data resulted from Swiss-Prot 
homology search, 659 clones were selected. From them, 447 clones were selected by the keywords of "secretion" and 
"membrane". Among the clones selected based on the top matching data, 60 clones exhibited the maximal ATGprl 
score of 0.3 or higher and less than 0.5. 

[0186] The sequences of F-NT2RP2006580 and R-NT2RP2006580 are shown in SEQ ID NO: 2545 and SEQ ID 
NO: 2546, respectively. 

EXAMPLE 14 

Full-length sequence analysis and homology search 

[01 87] Full-length sequence was determined for each selected cDNA clones. The nucleotide sequence determination 
was performed mainly by the dye-terminator method using custom synthesized DNA primers according to the primer 
walking procedure (custom synthesized DNA primers were used for sequencing; sequencing reaction was performed 
with DNA sequencing reagent supplied by PE Biosystems according to the'supplier's manual; and the samples were 
analyzed in an automatic sequencer made by the same supplier). Sequence determination of some clones was carried 
out in the same manner but using a Licor DNA sequencer. Overlapping partial nucleotide sequences, which were 
obtained by the above-described method, were assembled together to determine a full-length nucleotide sequence. 
Amino acid sequences were then deduced from the determined full-length nucleotide sequences. However, amino acid 
sequence is not shown for a clone of which coding region was hard to be deduced or of which amino acid sequence 
has less than 1 00 amino acid residues. SEQ ID NOs corresponding to the respective clones are indicated in Table 370. 
[01 88] Gen Bank, Swiss-Prot and UniGene were searched for the determined nucleotide sequences by BLAST anal- 
ysis. Matching data of cDNA clone which exhibits higher homology and of which functions are easily predicted based 
on the nucleotide sequences and the deduced amino acid sequences are selected from the BLAST analysis matching 
data with P value of 10~ 4 or less. The matching data selected are listed herein. However, there are some clones that 
did not match the criteria for judgment and such matching data of BLAST analysis are not shown herein. The results 
of homology search indicated in the last part of this specification are as follows. 

[0189] Homology search result 1 : data obtained by the homology search of Swiss-Prot database for representative 
sequences of the 5'-end cluster 

[0190] Homology search result 2: homology of representative sequences of the 5'-end cluster to the data in Swiss- 
Prot database; the P value is 10 -10 or less 

[0191] Homology search result 3: homology of representative sequences of the 5'-end cluster to the data in Swiss- 
Prot database; the P value is higher than 10" 10 and 10" 4 or less 

[0192] Homology search result 4: homology of representative sequences of the 5'-end cluster to the data in Swiss- 
Prot database; the P value is higher than 1 0" 4 and 1 or less 

[01 93] Homology search result 5: data obtained by the homology search of Swiss-Prot database for 5'-end sequences 
of cDNA clone 

[0194] Homology search result 6: data obtained by the homology search of GenBank database (http:/lwww.ncbi.nlm. 

nih.gov/web/GenBank/) except for EST and STS sequence data for 5'-end sequences of cDNA clone 

[01 95] Homology search result 7: data obtained by the homology search of GenBank database (http://www.ncbi.nlm. 

nih.gov/web/GenBank/) except for EST and STS sequence data for 3'-end sequences of cDNA clone 

[0196] Homology search result 8: data obtained by the homology search of Human UniGene database (http://www. 

ncbi.nlm.nih.gov/Unigene) for 5'-end sequences of cDNA clone 

[0197] Homology search result 9: data obtained by the homology search of Human UniGene database (http://www. 
ncbi.nlm.nih.gov/Unigene) for 3'-end sequences of cDNA clone 

[0198] Homology search result 10: result obtained by the homology search for full-length nucleotide sequences and 
deduced amino acid sequences 

[0199] The P value indicates similarity between two sequences as a score by considering the probability that the two 
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sequences are accidentally similar. In general, as the value is lower, the similarity is higher. In general, as the value is 
lower, the homology is higher (Altschul, S.F., Gish, W., Miller, W., Myers, E.W. & Lipman, D.L. (1990) "Basic local 
alignment search tool." J. Mol. Biol. 21 5:403-41 0; Gish, W. & States, D J. (1 993) "Identification of protein coding regions 
by database similarity search." Nature Genet. 3:266-272). 

5 

Example 15. Gene expression analysis with hybridization using high density DNA filter 

[0200] Nylon membrane for DNA spotting was prepared according to the following procedure. E. coli was cultured 
in each well of a 96-well plate (in a LB medium at 37. for 16 hours). A sample of each culture was suspended in 1 0 . 

10 1 of sterile water in a well of a 96-well plate. The plate was heated at 100. for 10 minutes. Then, the boiled samples 
were analyzed by PCR. PCR was performed in a 20 .1 solution by using TaKaRa PCR Amplification Kit (Takara) ac- 
cording to the supplier's protocol. Primers used for the amplification of an insert cDNA in a plasmid were a pair of 
sequencing primers, ME761 FW (5' tacggaagtgttacttctgc 3'/ SEQ ID NO: 3591) and ME1250RV (5' tgtgggaggttttttctcta 
3V SEQ ID NO: 3592), or a pair of primers, M13M4 (5' gttttcccagtcacgac 37 SEQ ID NO: 3593) and M13RV (5' cag- 

*s gaaacagctatgac 3' / SEQ ID NO: 3594). PCR was performed using a thermal cycler, GeneAmp System 9600 (PE 
Biosystems) at 95. for 5 minutes; at 95. for 1 0 seconds and at 68. for 1 minute for 1 0 cycles; at 98. for 20 seconds and 
at 60. for 3 minutes for 20 cycles; and at 72. for 10 minutes. After the PCR, the 20 .1 reaction solution was loaded onto 
a 1% agarose gel and fractionated by electrophoresis. DNA on the gel was stained with ethidium bromide to confirm 
the amplification of cDNA. When cDNAs were not amplified by PCR, plasmids containing the corresponding insert 

20 cDNAs were prepared by the alkali-extraction method (J. Sambrook, E.F., Fritsh, & T. Maniatis, "Molecular Cloning, A 
laboratory manual/ 2nd edition, Cold Spring Harbor Laboratory Press, 1989). 

[0201] Preparation of DNA array was carried out by the following procedure. A sample of a DNA solution was added 
in each well of a 384-well plate. DNA was spotted onto a nylon membrane (Boehringer) by using a 384-pin tool of 
Biomek 2000 Laboratory Automation System (Beckman-Coulter). Specifically, the 384-well plate containing the DNA 

25 was placed under the 384-pin tool. The independent 384 needles were simultaneously dipped into the DNA solution 
for DNA deposition. The needles were gently pressed onto a nylon membrane and the DNA deposited at the tips of 
needles was spotted onto the membrane. Denaturation of the spotted DNA and immobilization of the DNA on the nylon 
membrane were carried out according to standard methods (J. Sambrook, E.F., Fritsh, & T. Maniatis, "Molecular Clon- 
ing, A laboratory manual/ 2nd edition, Cold Spring Harbor Laboratory Press, 1989). 

30 [0202] A probe for hybridization was radioisotope-labeled first strand cDNA. Synthesis of the first strand cDN A was 
performed by using Therm oscriptf™) RT-PCR System (GIBCO). Specifically, the first strand cDNA was synthesized 
by using 1.5 .g of mRNAs from various human tissues (Clontech), 1 .1 of 50. M Oligo(dT)20 and 50. Ci [. 33 P]dATP 
according to an attached protocol. Purification of a probe was carried out by using ProbeQuant(™) G-50 micro column 
(Amersham-Pharmacia Biotech) according to an attached protocol. In the next step, 2 units of E. coli RNase H were 

35 added to the reaction mixture. The mixture was incubated at room temperature for 10 minutes, and then, 100.g of 
human COT-1 DNA (GIBCO) was added thereto. The mixture was incubated at 97. for 1 0 minutes and then was allowed 
to stand on ice to give hybridization probe. 

[0203] Hybridization of the radioisotope-labeled probe to the DNA array was performed according to standard meth- 
ods (J. Sambrook, E.F., Fritsh, & T. Maniatis, Molecular Cloning, A laboratory manual/ 2nd edition, Cold Spring Harbor 

40 Laboratory Press, 1 989). The membrane was washed as follows: the nylon membrane was washed 3 times by incu- 
bating it in Washing solution 1 (2xSSC, 1% SDS) at room temperature (about 26.) for 20 minutes; then the membrane 
was washed 3 times by incubating it in Washing solution 2 (O.lxSSC, 1% SDS) at 65. for 20 minutes. 
[0204] Autoradiography was performed by using an image plate for BAS2000 (Fuji Photo Film Co., Ltd.). Specifically, 
the nylon membrane with probe hybridized thereon was wrapped with a piece of Saran Wrap and brought into tight 

45 contact with the image plate on the light-sensitive surface. The membrane with the image plate was placed in an 
imaging cassette for radioisotope and allowed to stand in dark place for 4 hours. The radioactivity recorded on the 
image plate was analyzed by using BAS2000 (Fuji Photo Film Co., Ltd.). The activity was subjected to electronic 
conversion and recorded as an image file of autoradiogram. The signal intensity of each DNA spot was analyzed by 
using Visage High Density Grid Analysis Systems (Genomic Solutions Inc.). The signal intensity was converted into 

so numerical data. The data were taken in duplicate. The reproducibility was assessed by comparing the signal intensities 
of the corresponding spots on the duplicated DNA filters that were hybridized to a single DNA probe (Figure 2). In 95% 
of entire spots, the ratio between the corresponding spots falls within a range of 2 or less, and the correlation coefficient 
is r=1 .97. Thus, the reproducibility is satisfactory. 

[0205] The detection sensitivity in gene expression analysis was estimated by examining increases in the signal 
55 intensity of probe concentration-dependent spot in hybridization using a probe complementary to the DNA spotted on 
. the nylon membrane. DNA used was PLACE 1008092 (the same as DNA deposited in GenBank under an Accession 
No. AF1 07253). The DNA array with DNA of PLACE1 008092 was prepared according to the above-mentioned method. 
The probe used was prepared as follows: mRNA was synthesized in vitro from the clone, PLACE1 008092. By using 
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this mRNA as a template, radioisotope-labeled first strand cDNA was synthesized in the same manner as described 
above, and the cDNA was used as the probe. In order to synthesize mRNA from PLACE1 008092 in vitro, a plasmid 
in which the 5* end of the cDNA PLACE1 008092 was ligated to the T7 promoter of pBluescript SK(-) was constructed. 
Specifically, the PLACE1 008092 insert was cut out from pME1 8SFL3 carrying the cDNA at a Dralll site thereof by Xhol 
digestion. The resulting PLACE1008092 fragment was ligated to Xhol-predigested pBluescript SK(-) by using DNA 
ligation kit ver.2 (Takara). The in vitro mRNA synthesis from PLACE1 008092 inserted into pBluescript SK(-) was carried 
out by using Ampliscribe(™> T7 high yield transcription kit (Epicentre technologies). Hybridization and the analysis of 
signal intensity of each DNA spot were performed by the same methods as described above. When the probe con- 
centration is 1x10 7 .g/ml or less, there was no increase of signal intensity proportional to the probe concentration. 
Therefore, it was assumed to be difficult to compare the signals with one another in this concentration range. Thus, 
the spots with the intensity of 40 or less were uniformly taken as low level signals (Figure 3). Within a concentration 
of the probe ranging from 1 x1 0 7 .g/ml to 0.1 .g/ml, the signal was found to increase in a probe concentration-dependent 
manner. The detection limit represented as the ratio of the expression level of test mRNA to that of total mRNA in a 
sample was 1 :1 00,000. 

[0206] Tables 28-184 (also containing clones without description in Examples) show the expression of each cDNA 
in human normal tissues (heart, lung, pituitary gland, thymus, brain, kidney, liver and spleen). The expression levels 
are indicated with numerical values of 0-10,000. Genes that were expressed in at least a single tissue are indicated 
below by the corresponding clone names: 

clone: BNGH41 000020, BNGH41 000087, BNGH41 000091 , 
HEMBA1 000300, HEMBA1 000443, HE MBA 1000462, HEMBA1 000477, 



HEMBA1 000835, HEMBA1 000875, HEMBA1 000940, 
HEMBA1 001 390, HEMBA1 001 563, HEMBA1 001 621 , 
HEMBA1 0021 64, HEMBA1 0021 67, HEMBA1 0021 78, 
HEMBA1 00231 6, HEMBA1 002421 , H EM BA 1002524, 
HEMBA1 002992, HEMBA1 003047, HEMBA1 003072, 
HEMBA1003294, HEMBA1003315, HEMBA1003392, 
HEMBA1 003945, HEMBA1 004007, HEMBA1 004067, 
HEMBA1 004444, HEMBA1 004454, HEMBA1004505, 
HEMBA1 005084, HEMBA1 0051 45, HEMBA1 005230, 
HEMBA1 005449, HEMBA1 005489, HEMBA1 005545, 
HEMBA1005016, HEMBA1006171 , HEMBA1 006276, 
HEMBA1006430, HEMBA1006482, HEMBA1006517, 
HEMBA1006749, HEMBA1 006770, . HEMBA1006902, 
HEMBA1 007013, HEMBA1 007057, HEMBA1 007063, 
HEMBB1 000309, HEMBB1 000447, HEMBB1 000542, 
HEMBB1 000567, HEMBB1 000642, HEMBB1 000905, 
HEMBB1001573, 
HEMBB1 002051, 
HEMBB1 002661, 
MAMMA1000118, 
MAMMA1 000473, 
MAMMA1 000706, 
MAMMA1 000994, 
MAMMA1001284, 
MAMMA1001615, 
MAMMA1 002091, 
MAMMA1 002224, 
NT2RM 1000789, 
NT2RM2000423, 
NT2RM2000622, 
NT2RM4000198, 



HEMBA1 000962, 
HEMBA1 002048, 
HEMBA1002195, 
HEMBA1 002551, 
HEMBA1003101, 
HEMBA1 003399, 
HEMBA1001085, 
HEMBA1 004797, 
H EM BA 1005246, 
HEMBAT005698, 
HEMBA1 006311, 
HEMBA1 006544, 
HEMBA1006912, 
HEMBA1 007291, 



HEMBA1000121 
HEMBA1 000634 
HEMBA1001228, 
HEMBA1002131 
H EM BA1 002227 
HEMBA1 002767 
HEMBA1 003120 
HEMBA1 003487 
HEMBA1004110 
HEMBA1 004952 
HEMBA1 005337 
HEMBA1 005929 
HEMBA1 006335 
HEMBA1 006658 
HEMBA1006916 
HEMBA1 007332 



HEMBB1 001530, 
HEMBB1 002041, 
HEMBB1 002465, 
MAMMA1000106, 
MAMMA1 000457, 
MAMMA1 000681, 
MAMMA1 000986, 
MAMMA1001150, 
MAMMA1001609, 
MAMMA1 002070, 
MAMMA1 002205, 
NT2RM1 000542, 
NT2RM2000410, 
NT2RM2000589, 
NT2RM2001941, 

NT2RM4000965, NT2RM4000997, NT2RM4001321 , NT2RM4001325, 



HEM BB1 001 847, 
HEMBB1002162, 
HEMBB1 002663, 
MAMMA1 000204, 
MAMMA1 000528, 
MAMMA1 000788, 
MAMMA1001043, 
MAMMA1001310, 
MAMMA1001634, 
MAMMA1 002095, 
MAMMA1 002586, 
NT2RM1 000855, 
NT2RM2000497, 
NT2RM2000773, 
NT2RM4000295, 



HEMBB1001026, 
HEMBB1001959, 
HEMBB1 002228, 
HEMBB1 002693, 
MAMMA1 000226, 
MAMMA1 000591, 
MAMMA1 000810, 
MAMMA1001066, 
MAMMA1001344, 
MAMMA1001893, 
MAMMA1002128, 
MAMMA1003126, 
NT2RM1 000858, 
NT2RM2000514, 
NT2RM2001126, 
NT2RM4000444, 



NT2RM4001377, 
NT2RP1 000271, 
NT2RP1 000903, 
NT2RP2000479, 
NT2RP2001200, 
NT2RP2001529, 



NT2RM4001735, 
NT2RP1 000300, 
NT2RF1 000981, 
NT2RP2000533, 
NT2RP2001223, 
NT2RP2001538, 



NT2RM4001768, 
NT2RP1 000325, 
NT2RP2000092, 
NT2RP2000610, 
NT2RP2001388, 
NT2RP2001562, 



NT2RM4001843, 
NT2RP 1000465, 
NT2RP2000178, 
NT2RP2000616, 
NT2RP2001469, 
NT2RP2001662, 



HEMBB1001048 
HEMBB1001978 
HEMBB1 002302 
MAMMA1 000046, 
MAM MA1 000403 
MAMMA1000614 
MAMMA1000814, 
MAMMA1001094 
MAMMA1001418, 
MAMMA1001901 
MAMMA1002142 
NT2RM 1000407, 
NT2RM2000241 
NT2RM2000565 
NT2RM2001626 
NT2RM4000593 

NT2RP1 000002 
NT2RP1 000468, 
NT2RP2000240, 
NT2RP2000694, 
NT2RP2001480, 
NT2RP2001878 : 



HEMBA1 000275, 
HEMBA1000713, 
HEMBA1001296, 
HEMBA1002163, 
HEMBA1 002239, 
HEMBA1002985, 
HEMBA1 003230, 
HEMBA1 003530, 
HEMBA1 004391, 
HEMBA1 005070, 
HEMBA1 005430, 
HEMBA1 005945, 
HEM BA1 006357, 
HEMBA1 006707, 
HEMBA1 006960, 
HEMBB1000106, 

HEMBB1001407, 
HEMBB1 002039, 
HEMBB1 002427, 
MAM MA1 000 102, 
MAM MA1 000449, 
MAMMA1 000652, 
MAMMA1 000881, 
MAMMA1001141, 
MAMMA1001532, 
MAMMA1001957, 
MAMMA1002165, 
NT2RM1 000462, 
NT2RM2000306, 
NT2RM2000582, 
NT2RM2001 792, 
NT2RM4000761 > 

NT2RP1000181, 
NT2RP1 000740, 
NT2RP2000447, 
NT2RP2000739, 
NT2RP2001514, 
NT2RP2001903, 
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NT2RP2001921, NT2RP2001956, NT2RP2002015 
NT2RP2002409, NT2RP2002510, NT2RP2002527' 
NT2RP2002824, NT2RP2002942, NT2RP2002974' 
NT2RP2003302, NT2RP2003369, NT2RP2003383 1 
NT2RP2003599, NT2RP2003655, NT2RP200394o' 
NT2RP20041 41 , NT2RP20041 79, NT2RP2004205' 
NT2RP2004606, NT2RP2004648, NT2RP2004794" 
NT2RP2005069, NT2RP20051 63, NT2RP20051 81 ' 
NT2RP2005425, NT2RP2005463, NT2RP2005535' 
NT2RP2005666, NT2RP2005774, NT2RP2005878' 
NT2RP2006042, NT2RP2006092, NT2RP2006099* 
NT2RP3000059, NT2RP3000063, NT2RP3000125' 
NT2RP3000201 , NT2RP3000232, NT2RP3000304' 
NT2RP3000645, NT2RP3000652, NT2RP3000676' 
NT2RP3000818, NT2RP3000820, NT2RP300083s' 
NT2RP3001 1 59, NT2RP3001 1 70, NT2RP3001 1 95 ' 
NT2RP3001592, NT2RP3001685, NT2RP3001 738 
NT2RP3002015, NT2RP3002160, NT2RP3002281 ' 
NT2RP3002409, NT2RP3002411 , NT2RP3002721 ' 
NT2RP3002900, NT2RP3002958, NT2RP300300o' 
NT2RP3003469, NT2RP3003473, NT2RP3003532' 
NT2RP3003874, NT2RP3003939, NT2RP3003963' 
NT2RP3004090, NT2RP30041 1 9, NT2RP30041 30 ' 
NT2RP3004309, NT2RP3004321 , NT2RP3004355' 
NT2RP3004552, NT2RP3004557, NT2RP3004625' 
NT2RP4000634, NT2RP4001 877, NT2RP4001 879* 
OVARC1000090, OVARC1000105, OVARC1000137 
OVARC1 000331, OVARC1 000410, OVARC1 000439' 
OVARC1 000775, OVARC1 000853, OVARC 1000873 
OVARC1001030, OVARC1001049, OVARClOOIOSs' 
OVARC1001569, OVARC1001570, OVARC1 001596' 
PLACE1 000231 , PLACE 1000258, PLACE1 000442 ' 
PLACE1001 01 6, PLACE 1 001 1 00, PLACE1 001 1 1 4 ' 
PLACE1 001 407, PLACE1 001 500, PLACE1 001 51 6 
PLACE1002080, PLACE1002095, PLACE1002153' 
PLACE1 002547, PLACE1 002726, PLACE1 002905' 
PLACE1 003407, PLACE1 003428, PLACE1 003438 ' 
PLACE1 003644, PLACE 1 003772, PLACE 1 003839 ' 
PLACE1 0041 66, PLACE 1 0041 68, PLACE1 0041 99' 
PLACE1 004441 , PLACE1 004482, PLACE1 004492' 
PLACE1 004648, PLACE1 00481 6, PLACE1 004887' 
PLACE1 00541 0, PLACE1 005426, PLACE1 005539' 
PLACE1 005736, PLACE1 005768, PLACE1 005815' 
PLACE1 006073, PLACE1 006079, PLACE1 006277* 
PLACE1 007077, PLACE1 007096, PLACE1 007626' 
PLACE1 009067, PLACE1 009527, PLACE1 009982-' 
PLACE1011045, PLACE1011116, PLACE1011181 ' 
PLACE1 011 708, PLACE1 01 1 978, PLACE20001 1 8' 
PLACE4000455, SKNMC1000014, THYR01 000061* 
THYR01 000866, THYR01 000999, THYRO1001063 
THYRO1001237, THYRO1001242, THYRO1001456 ' 
THYRO1001523, THYRO1001529, THYROIOOI593' 
TH YR01 001 725, THYR01 001 770, THYR01 001 803 
Y79AA1 000270, Y79AA1 000426, Y79AA1 000521 
Y79AA1 000967, Y79AA1 001 0 1 3, Y79AA1 00 1 090* 
Y79AA1 001427, Y79AA1 001 430, Y79AA1 00 1 523* 
Y79AA1 001 787, Y79AA1 001 793, Y79AA1 001 799* 
Y79AA1002213, Y79AA1 002373, Y79AA1 002376 Y79AA1 



NT2RP2002063, 
NT2RP2002533, 
NT2RP2003138, 
NT2RP2003390, 
NT2RP2003950, 
NT2RP2004447, 
NT2RP2004837, 
NT2RP2005247, 
NT2RP2005541, 
NT2RP2005887, 
NT2RP2006269, 
NT2RP3000148, 
NT2RP3000378, 
NT2RP3000677, 
NT2RP3000907, 
NT2RP3001271, 
NT2RP3001754, 
NT2RP3002311, 
NT2RP3002737, 
NT2RP3003076, 
NT2RP3003614, 
NT2RP3004025, 
NT2RP3004133, 
NT2RP3004374, 
NT2RP3004640, 
NT2RP4002187, 
OVARC1 000208, 
OVARC1 000467, 
OVARC1000916, 
OVARC1001163, 
OVARC1001807, 
PLACE1 000560, 
PLACE1001183, 
PLACE1001655, 
PLACE1 002329, 
PLACE1 002911, 
PLACE1 003460, 
PLACE1 003845, 
PLACE1 004279, 
PLACE1 004520, 
PLACE1 005005, 
PLACE1 005544, 
PLACE1 005878, 
PLACE 1006443, 
PLACE1 007702, 
PLACE1010078, 
PLACE1011236, 
PLACE2000219, 
THYR01 000099, 
THYR01 001113, 
THYRQ1 001457, 
THYRO1001608, 
Y79AA1 000127 
Y79AA1 000776, 
Y79AA1001272, 
Y79AA1001530, 
Y79AA1001803, 
002381 . 



NT2RP2002188, 
NT2RP2002564, 
NT2RP2003179, 
NT2RP2003469, 
NT2RP2004069, 
NT2RP2004524, 
NT2RP2004847, 
NT2RP2005378, 
NT2RP2005597, 
NT2RP2005941, 
NT2RP3000011, 
NT2RP3000171, 
NT2RP3000436, 
NT2RP3000721, 
NT2RP3000921 , 
NT2RP3001388, 
NT2RP3001858, 
NT2RP3002324, 
NT2RP3002738, 
NT2RP3003354, 
NT2RP3003729, 
NT2RP3004067, 
NT2RP3004202, 
NT2RP3004406, 
NT2RP3004647, 
NT2RP4002715, 
OVARC1 000255, 
OVARC1 000529, 
OVARC1 000956, 
OVARC1001260, 
OVARC1001833, 
PLACE1000912, 
PLACE1001229, 
PLACE1001836, 
PLACE1 002374, 
PLACE1 002967, 
PLACE1 003529, 
PLACE1 003852, 
PLACE1 004282, 
PLACE1 004630, 
PLACE1 005031,. 
PLACE1 005569, 
PLACE1 005927, 
PLACE1006716, 
PLACE1 008469, 
PLACE1010251, 
PLACE1011364, 
PLACE3000181, 
THYR0 1000584, 
THYRO1001128, 
THYRO1001478, 
THYRO1001700, 
Y79AA1 000207, 
Y79AA1 000777, 
Y79AA1001328, 
Y79AA1 001592, 
Y79AA1001863, 



NT2RP2002232, 
NT2RP2002721, 
NT2RP2003210, 
NT2RP2003593, 
NT2RP2004108, 
NT2RP2004556, 
NT2RP2005027, 
NT2RP2005391 , 
NT2RP2005632, 
NT2RP2006004, 
NT2RP3000022, 
NT2RP3000172, 
NT2RP3000460, 
NT2RP3000789, 
NT2RP3001044, 
NT2RP3001560, 
NT2RP3001976, 
NT2RP3002353, 
NT2RP3002836, 
NT2RP3003448, 
NT2RP3003849, 
NT2RP3004083, 
NT2RP3004294, 
NT2RP3004481 , 
NT2RP4000108, 
NT2RP4002750, 
OVARC1 000313, 
OVARC 1000553, 
OVARC1 000995, 
OVARC1001336, 
OVARC1001991, 
PLACE1 000927, 
PLACE1001340, 
PLACE1001918, 
PLACE1002518, 
PLACE1003163, 
FLACE1 003598, 
PLACE1 004078, 
PLACE1 004305, 
PLACE1 004637, 
PLACE1 005383, 
PLACE1 005725, 
PLACE1 006071, 
PLACE1 006809, 
PLACE1 008985, 
PLACE1010445, 
PLACE1011516, 
PLACE4000354, 
THYR01 000795, 
THYRO1001205, 
THYRO1001495, 
THYRO1001702, 
Y79AA1 000226, 
Y79AA1 000888, 
Y79AA1001426, 
Y79AA1001727, 
Y79AA1 002022, 
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[0207] Genes that were expressed in all the tissues tested are indicated below by the corresponding clone names: 
clone: BNGH41000020, HEMBA1000300, HEMBA1001390, HEMBA1 002239, HEMBA1 002316, HEMBA1004007, 
HEMBA1004067, HEMBA1005145, H EM BA1 005230, HEMBA1005929, HEMBA1 006357, HEMBA1006482, 
HEMBB1000567, HEMBB1001847, NEMBB1001978, MAMMA1000614, MAMMA1000652, MAMMA1000810, 
MAMMA1000814, MAMMA1001066, MAMMA1001094, MAMMA1001284, MAMMA1001310, MAMMA1001634, 
MAMMA1002165, MAMMA1002205, MAMMA1 002224, NT2RM1 000462, NT2RM1000855, NT2RM1000858, 

NT2RM4000997, NT2RP1 000271 



NT2RM2000423, 
NT2RP2001538, 
NT2RP2002510, 
NT2RP2005163, 
NT2RP3001271, 
NT2RP3004647, 
OVARC1001049, 
PLACE1 003598, 
THYR0 1001 128, 



NT2RM4000761, 
NT2RP2001662, 
NT2RP2002533, 
NT2RP2005535, 
NT2RP3001754, 
OVARC1 000090, 
PLACE1 000231, 
PLACE 1004648, 
THYRO1001205, 



NT2RP2001903, 
NT2RP2004556, 
NT2RP2006269, 
NT2RP3003076, 
OVARC1 000208, 
PLACE 1000258, 
PLACE1 006443, 
THYRO1001242, 



NT2RP2002015, 
NT2RP2004794, 
NT2RP3000171, 
NT2RP3003354, 
OVARC1 000553, 
PLACE1001516, 
PLACE1 008469, 
THYRO1001803, 



NT2RP1 000325, 
NT2RP2002188, 
NT2RP2004847, 
NT2RP3000645, 
NT2RP3003614, 
OVARC1 000995, 
PLACE1 002080, 
PLACE1011708, 
Y79AA1 000207, 



NT2RP1 000465, 
NT2RP2002409, 
NT2RP2005069, 
NT2RP3000838, 
NT2RP3004640, 
OVARC1001030, 
PLACE1 002911, 
PUVCE2000118, 
Y79AA1001013, 



Y79AA1 001272, Y79AA1001328, Y79AA1 001 793, Y79AA1001863, Y79AA1 002022, Y79AA1 002376. 

[0208] Genes that were expressed at low levels in any of the tissues tested are indicated below by the corresponding 

clone names: clone: HEMBA1000006, HEMBA1000128, HEMBA1000349, HEMBA1000590, HEMBA1000671 , 



HEMBA1 000732, HEMBA1 000745, HEMBA1 000907, HEMBA1 001 1 84 

HEMBA1 001 297, HEMBA1 001 878, HEMBA1 001 886, HEMBA1 002420 

HEMBA1 003732, H EM BA1 004250, HEMBA1004785, HEMBA1 004971 

HEMBA1 005522, HEMBA1 00591 3, HEMBA1 006299, H EMBA1 006572 

HEMBB1 000276, HEMBB1 000407, HEMBB1 000668, H EMBB1 000679 

HEMBB1001547, HEMBB1002120, HEMBB1002245, MAMMA1000141 

MAMMA1001623, MAMMA1001978, MAMMA1 002080, MAMMA1 002087 

NT2RM1 000580, NT2RM1 000899, NT2RM2000632, NT2RM2001643 



NT2RM2001939, 
NT2RM4000587, 
NT2RP1 000448, 
NT2RP1001020, 
NT2RP2000663, 
NT2RP2001755, 
NT2RP2002674, 



NT2RM4000100, 
NT2RM4000648, 
NT2RP 1000551, 
NT2RP1001031, 
NT2RP2000712, 
NT2RP2001769, 
NT2RP2002976, 



NT2RM4000115, 
NT2RM4002352, 
NT2RP1 000579, 
NT2RP1001563, 
NT2RP2000818, 
NT2RP2001817, 
NT2RP2003042, 



NT2RM4000284, 
NT2RP1 000050 
NT2RP1 000613 
NT2RP2000394 
NT2RP2000903 
NT2RP2001915 
NT2RP2003545 



NT2RP2004495, NT2RP2004670, NT2RP2005514, NT2RP2005883, NT2RP2005994, 



NT2RP2006134, 
NT2RP3000871, 
NT2RP3002286, 
NT2RP3002887, 
NT2RP3004075, 



NT2RP2006512, 
NT2RP3001012, 
NT2RP3002342, 
NT2RP3002983, 
NT2RP3004345, 



NT2RP4002451 , OVARC1 000003, 
OVARC1001132, OVARC1 001222, 



OVARC1 002058, 
PLACE1001123, 
PLACE1001788, 
PLACE1 003737, 
PLACE1 005250, 
PLACE1 005745, 
PLACE1 006786, 
PLACE1 007591, 
PLACE1 008359, 
PLACE1009196, 
PLACE1 009279, 
PLACE1010713, 
PLACE3000213, 



OVARC1002178, 
PLACE1001231, 
PLACE1001795, 
PLACE1 004028, 
PLACE1005519, 
PLACE1 006093, 
PLACE1 006959, 
PLACE1 007845, 
PLACE1 008549, 



NT2RP3000169, 
NT2RP3001061, 
NT2RP3002448, 
NT2RP3003527, 
NT2RP4000962, 
OVARC1 000275, 
OVARC1001338, 
PLACE1 000033, 
PLACE1001401, 
PLACE1001949, 
PLACE1 004450, 
PLACE1 005601, 
PLACE1 006208, 
PLACE1 007028, 
PLACE1 007881, 
PLACE1 008657, 



PLACE1 009546, PLACE1 009600, 
PLACE1 01 0784, PLACE1 01 0827, 
SKNMC1 000004, SKNMC1 000082, 
THYR01 000580, THYR01 000678, THYR01 000776, 
THYRO1001102, THYRO1001266, THYRO1001327, 
Y79AA1001056, Y79AA1001062, Y79AA1001264, Y79AA1001795. 

[0209] Genes exhibiting characteristic features in the expression thereof were selected by statistical analysis of these 



NT2RP3000444 
NT2RP3001240 
NT2RP3002571 
NT2RP3003535 
NT2RP4001001 
OVARC1 000298 
OVARC1001607 
PLACE1 000740 
PLACE1 001464, 
PLACE 1002355 
PLACE1 004519 
PLACE1 005660 
PLACE1006219 
PLACE1 007040 
PLACE1 007971 
PLACE1 008716 

PLACE1 009735 
PLACE1010968 
THYR0 1000036 
THYR0 1000846, 
THYRO1001471 



HEMBA1001221 
H EM BA1 003497 
H EM BA1 004982 
H EM BA1 006724 
HEMBB1 000881 
MAMMA1 000496 
MAMMA1 002234 
NT2PM2001818 
NT2RM4000326 
NT2RP 1000239 
NT2RP1 000679 
NT2RP2000514 
NT2RP2001276 
NT2RP2001948 
NT2RP2003664 



NT2RP3000481 
NT2RP3001322 
NT2RP3002664 
NT2RP3003559 
NT2RP4001009 
OVARC1 000307, 
OVARC1001725 
PLACE1000914 
PLACE1001536 
PLACE1 003135 
PLACE 1005003 
PLACE 1005669 
PLACE 1006290 
PLACE1 007081 
PLACE 1008282 
PLACE1 008744, 

PLACE1010011 
PLACE1011407 
THYRO1000196 
THYR01 000956 
Y79AA1 000876, 



HEMBA1001272, 
HEMBA1 003602, 
HEMBA1 005267, 
HEMBA1 007241, 
HEMBB1001200, 
MAMMA1001237, 
MAMMA1 002633, 
NT2RM2001902, 
NT2RM4000417, 
NT2RP1 000261, 
NT2RP1001004, 
NT2RP2000649, 
NT2RP2001495, 
NT2RP2002304, 
NT2RP2003931, 

NT2RP3000616, 
NT2RP3001542, 
NT2RP3002790, 
NT2RP3004000, 
NT2RP4001467, 
OVARC1 000811, 
OVARC1001727, 
PLACE1 000986, 
PLACE1 001564, 
PLACE1 003573, 
PLACE1 005239, 
PLACE1 005682, 
PLACE1006515, 
PLACE1 007296, 
PLACE1 008297, 
PLACE1 008984, 

PLACE1010081, 
PLACE1011824, 
THYR01 000400, 
THYRO1001071, 
Y79AA1 000959, 
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SLIT T ^' 0W l ° d6SCribe the SeleCti0n 0f 9 enes of which expression is varied greatly among 

ZSE'JH ' S US6d ,reqUen% 98 3 COntr °' in 9ene eX P ression analvsis - Ge " es °f which express™ is 

srniamrf h t^" 9 T, " C ° mpared ^ ° f the - actin ^ ne were determined as ™™- Specifically, sum of 
' ZZt « 7 W t aS , CalCU,ated in the si 9 nal -tensity of .-actin observed in each tfesue, which was divided by 7 

ofl Zn! h I™"' 8 VarianCe S - NeXt ' SUm ° f Squared devia,ion was calcula ^ in the signal intensity 

vlriancX P 96n p VS r 5 " 6 ' ^ bV 7 de9reeS ° f freed ° m 10 dete ™ ine a « e V. By taking 

exS^ 

Y79Sl002376 V COrrespondinQ clone name *: clone: BNGH41 000020, NT2RM4000761 , 

Genes of which expression .s vaned greatly among tissues as compared that of the OVARC1 000037 gene were de 
termined as foNows. SpecificaHy, sum of squared deviation was calculated in the signal intensity of SSZSEd* 
each tissue which was divided by 7 degrees of freedom to determine a variance S a *. Next, sum of squared deSo" 
<rf^reedtam^t^H''t ^nal intensity of a gene to be compared observed in each tissue, which was divided b^7^egrees 
of freedom to determine a variance S b *. By taking variance ratio F as F=S b 2/ S( 2 genes with a significance level of 5% 

T m ° re R M e ;L e f raCt6d " thS " diStriDUti ° n - GeneS eXtracted are indicated be '°w by the corresponding donTr^L 

KTODD^n!? 000020, HEMBA1000300, OVARC1001030, NT2RM4000761 , PLACE1000231 HqSJoSS 

NT2RP1000325, NT2RP1 000271 , PLACE1004648, HEMBA1005145, HEMBA1 005929 NT2RP200251 0 

NT2RP2001538, NT2RP2002409, NT2RP2002188, NT2RP2001903 NT^P2002 S3 3 nSrSS 5 

NT2RP2006269, NT2RP2004837, NT2RP2004205, NT2RP2005378 HEMBA1006357 HEMBmoo^Ry 

NT2RP2003940, NT2RP2004794, HEMBA1006912, NT2RP2004556, S200SS NT2RpS 3 8 

NT2RP3001271, PLACE2000118, NT2RP3000645. NT2RP3003076, HEMBB1002693 MAI^MA^OOOMr' 

KSESSS, ™R01001205, MAMMA1000614, MAMMA1000652, MAMMA1 00081 0, WTO 

Analysis of disease-associated genes 

AttlinTZ?^ 9 ' yCati0n reaCti ° n iS beli6Ved t0 be 3 ° ause of a varietv of chronic diabetic complications 
Accordingly, genes of wh.ch expression is elevated ordecreased in a glycated protein-specific manner in the endothelal 

ltZZ™T W ' th diabeti k c , com P ,icati °- by glycated proteins". Vascula'r endothelial ell a" 223 

Pr ZT I" l0 °, d - ReaCti ° n Pr ° dUCtS ° f P^ein glycation include amadori compound 

(gVcated protein) as a m.ldly glycated protein and advanced glycation endproduct as a heavily glycated protein Hence 
a s rvey was earned out for genes of which expression levels are varied depending on the presence oH esTqlycated 
proteins ,n endothelial cells. The mRNAs were extracted from endothelial cells that were curturedtn the press or 

The r be ° p H ote j : The mRNAs were conve,ted in, ° radi ° ,abeied ** ^ sskest 

Lh I ? r ^ t0 above -™ nti ° ne « array. Signal of each DNA spot was detected by BAS2000 

and analyzed by ArrayGauge (Fuji Photo Film Co., Ltd ) V °"^ wlJ 

l ^K^T^ d ^T?l endPrM ° f b ° Vine S6mm albumin was > re P ared as follows = bovine serum albumin 
(BSA S.gma) was incubated ,n a phosphate buffer solution containing 50 mM glucose at 37 for 8 weeks- and The 
resulting brownish BSA was dialyzed against a phosphate buffer solution 

Growth MeTumVrZ' fTT ^ ^ A PP licati °" s ) were cultured in an Endothelial Cell 

Growth Med.um (Cell Apphcat.ons). The culture dish (Farcon) with the cells were incubated in a CO, incubator (37 
5 /o C0 2 ,n a humid atmosphere). When the ce.ls were grown to be confluent in the dish, 250.g/m. of bovine serum 

waS^ 

1££££ , TJL n cells vvere incubated for 33 hours. The mRNA was extracted from the cells by using a 
t^eZc^ 

[0215] Table 185 shows the expression level of each cDNA in human pulmonary arterial endothelial cells cultured 
ZZ T C f ° h n,a,nin9 b0VinS S6mm a ' bUmin (Si9ma) ' 9lVCated b0Vine Se ™ albu - in (Sigma) or aSanSJjSSK 

SSXS^Ti^^SS^- G u neS ° f WhiCh eXpreSSi ° n WaS d6tec,ed in the * ndothelial are as Sows 

HeSS iJSS' 0000871 HEMBA1000275, HEMBA1000300, HEMBA1 000477, HEMBA1000634 

MPM^ SSSl 1 "f MBA1000713 . HEMBA1000745, HEMBA1000835, HEMBA1000875 HEMBA1 000940 

HEMBA1001390, HEMBA1002131, HEMBA1002163, HEMBA1002164 HEMBA1002195 HEMBA 00PPP7 

1 A JS HEMBA1002420, HEMBA1002767, HEMBA1002992 HEMB^ 003 47 HEMBA OoS 

HEMBA1003294, HEMBA1003315, HEMBA1003602, H EMBA1 003945, . HEMBA1 004007,' HEMB^oSS,' 
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HEMBA1004971 , HEMBA1005145, HEMBA1005267, 
H EMBA1 005945, HEMBA1 0061 71 , HEMBA1 006299, 
HEMBA1 006482, HEMBA1 006658, HEMBA1 006724, 
HEMBA1007063, HEMBB1000447, HEMBB1000642, 
HEMBB1001573, HEMBB1001847, HEMBB1001978, 
HEMBB1002693, MAMMA1000102, MAMMA1000106, 
MAMMA1000614, MAMMA1000652, MAM MA1 000810, 
MAMMA1001066, MAMMA1001237, MAMMA1 001284, 
MAMMA1001893, MAMMA1001901, MAMMA1 001957, 
MAMMA1 002205, MAMMA1 002224, MAMMA1 002633 
NT2RM1 000789, NT2RM1 000855, NT2RM1 000858, 



NT2RM2000241 

NT2RM2000622 

NT2RM4000587 

NT2RM4001377 

NT2RP1 000271 

NT2RP2000092 

NT2RP2000649 

NT2RP2001480 

NT2RP2001903, 

NT2RP2002409 : 

NT2RP2002824 

NT2RP2003593 

NT2RP2004108 

NT2RP2004606, 

NT2RP2005069 

NT2RP2005541 

NT2RP2005878 l 

NT2RP3000171 

NT2RP3000652 

NT2RP3000907, 

NT2RP3001592 

NT2RP3002353 

NT2RP3002836 

NT2RP3003532 

NT2RP3004075 

NT2RP3004294 

NT2RP3004640, 

NT2RP4001467, 

OVARC1 000003 

OVARC1000313 

OVARC1 000853 

OVARC1001049 

OVARC1 001222 

OVARC1001607 

PLACE1 000740 

PLACE1001229, 

PU\CE1001918 

PLACE1 002547 

PLACE1 003407 

PLACE1 003839 

PLACE1 004279 

PLACE1 004887 

PLACE1 005519, 

PLACE1 005745 

PLACE1 006290 

PLACE1 007626, 

PLACE1 009196, 



NT2RM2000306 
NT2RM2000773 
NT2RM4000593 
NT2RM4001735 
NT2RP 1000300, 
NT2RP2000240 ; 
NT2RP2000663, 
NT2RP2001495, 
NT2RP2001948, 
NT2RP2002510, 
NT2RP2002942, 
NT2RP2003599, 
NT2RP2004179, 
NT2RP2004648, 
NT2RP2005163 



NT2RP2005632, NT2RP2005774, 



NT2RP2006099 
NT2RP3000201 
NT2RP3000676, 
NT2RP3001159 
NT2RP3001738, 
NT2RP3002409, 
NT2RP3002900 : 
NT2RP3003614 
NT2RP3004083 
NT2RP3004309, 
NT2RP3004647, 
NT2RP4001877, 
OVARC1 000090 
OVARC 1000331 
OVARC 1000873 



OVARC1 001086, OVARC1001132, 



OVARC1 001260, 
OVARC1001807 
PL7VCE 1000927, 
PLACE1001340, 
PLACE1 002080 
PLACE1 002726 
PLACE 1003460 
PLACE 1003845 
PLACE1 004282 
PLACE 1005003 
PLACE 1005544 
PLACE 1005768 
PLACE 1006443 
PLACE1 007702 
PLACE1 009600 



NT2RM2000410 
NT2RM4000100 
NT2RM4000761 
NT2RM4001768 
NT2RP1 000325, 
NT2RP2000479 
NT2RP2000712 
NT2RP2001529, 
NT2RP2001956, 
NT2RP2002527, 
NT2RP2002976 
NT2RP2003664 
NT2RP2004205 
NT2RP2004794 
NT2RP2005247 



NT2RP2006134 
NT2RP3000232 
NT2RP3000721 
NT2RP3001195, 
NT2RP3001754 
NT2RP3002448 
NT2RP3003076 
NT2RP3003939 
NT2RP3004090 
NT2RP3004345 
NT2RP4000108 
NT2RP4001879 
OVARC1000105 
OVARC 1000410 
OVARC1000916 



OVARC1001336 
OVARC1001991 
PLACE1001016 
PLACE1001407 
PLACE1 002095 
PLACE1 002905 
PLACE1 003573 
PLACE1 004078 
PLACE1 004441 
PLACE1 005005 
PLACE1 005660 
PLACE1005815 
PLACE1 006809 
PLACE1 007845 
PLACE1 003735 



HEMBA1 005337, 
HEMBA1 006335, 
HEMBA1 006770, 
HEMBB1 000905, 
HEMBB1 002041, 
MAMMA1 000204, 
MAMMA1000814, 
MAMMA1001344, 
MAMMA1 002087, 
MAMMA1003126, 



NT2RM2000423 

NT2RM4000198 

NT2RM4000997 

NT2RM4001843, 

NT2RP1 000465, 

NT2RP2000533 

NT2RP2000903 

NT2RP2001538 

NT2RP2002015 

NT2RP2002533 

NT2RP2003138 

NT2RP2003931 

NT2RP2004495 

NT2RP2004837, 

NT2RP2005378 

NT2RP2006269 

NT2RP3000436 

NT2RP3000818 

NT2RP3001240 

NT2RP3002015 

NT2RP3002721 

NT2RP3003354 

NT2RP3003963 

NT2RP3004119 

NT2RP3004374, 

NT2RP4000634, 

NT2RP4002187 

OVARC1000137, 

OVARC1 000439 

OVARC1 000956 

OVARC1001569 
PLACE1 000231 
PLACE1001100 
PLACE1001464, 
PLACE1 002329, 
PLACE1 002911 
PLACE1 003598, 
PLACE1004166 
PLACE1 004482 
PLACE1 005031 
PLACE1 005669, 
PLACE1 006073, 
PLACE1 006959 
PLACE1 008282 
PLACE1010081 



HEMBA1 005698, 
HEMBA1 006357, 
HEMBA1006912, 
HEMBB1001026, 
HEMBB1 002427, 
MAMMA1 000403, 
MAMMA1 000881, 
MAMMA1001615, 
MAMMA1 002095, 
NT2RM 1000462, 

NT2RM2000582 
NT2RM4000284 
NT2RM4001321 
NT2RP1 000002, 
NT2RP1 000740 
NT2RP2000610 
NT2RP2001276 
NT2RP2001662 
NT2RP2002188 
NT2RP2002564, 
NT2RP2003210, 
NT2RP2003940 
NT2RP2004524, 
NT2RP2004847, 
NT2RP2005425 

NT2RP2006512 

NT2RP3000460 

NT2RP3000820 

NT2RP3001271 

NT2RP3002324, 

NT2RP3002737, 

NT2RP3003448 

NT2RP3004025 

NT2RP3004130 

NT2RP3004557, 

NT2RP4001001 

NT2RP4002451 

OVARC 1000208 

OVARC1 000553, 

OVARC1 000995, 

OVARC1001570, 
PLACE1 000258 
PLACE1001114, 
PLACE1001788, 
PLACE1 002374 
PLACE1 002967 
PLACE1 003644 
PLACE1004168, 
PLACE1 004492 
PLACE1 005250 
PLACE1 005725, 
PLACE1 006208 
PLACE1 007028 
PLACE1 008469 
PLACE1010251 



HEMBA1 005929, 
HEMBA1 006430, 
H EM BA1 006960, 
HEMBB1001048, 
HEMBB1 002663, 
MAMMA1 000449, 
MAM MA1 000986, 
MAMMA1001634, 
MAMMA1002165, 
NT2RM 1000580, 

NT2RM2000589, 
NT2RM4000444, 
NT2RM4001325, 
NT2RP1000181, 
NT2RP1 000981, 
NT2RP2000616, 
NT2RP2001388, 
NT2RP2001878, 
NT2RP2002232, 
NT2RP2002721, 
NT2RP2003390, 
NT2RP2004069, 
• NT2RP2004556, 
NT2RP2005027, 
NT2RP2005535, 

NT2RP3000011, 
NT2RP3000645, 
NT2RP3000838, 
NT2RP3001388, 
NT2RP3002342, 
NT2RP3002738, 
NT2RP3003473, 
NT2RP3004067, 
NT2RP3004133, 
NT2RP3004625, 
NT2RP4001009, 
NT2RP4002715, 
OVARC1 000298, 
OVARC1 000775, 
OVARC1001030, 



OVARC1 
PLACE 1 
PLACE 1 
PLACE 1 
PLACE 1 
PLACE1 
PLACE 1 
PLACE1 
PLACE1 
PLACE 1 
PLACE1 
PLACE 1 
PLACE 1 
PLACE 1 
PLACE 1 



001596, 
000442, 
001123, 
001795, 
002518, 
003163, 
003772, 
004199, 
004637, 
005410, 
005736, 
006219, 
007296, 
008657, 
010713, 
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PLACE1011116, PLACE1011181, 
PLACE1 01 1 236, PLACE1 01 1 51 6, 
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PLACE3000181, 
THYR0 10011 28, 
THYROI 001593, 
Y79AA1000117, 
Y79AA1 000876, 
Y79AA1001264, 
Y79M1001592, 



SKNMC1 000004, 
THYR01 001205, 
THYRO1001608, 
Y79AA1 000207, 
Y79AA1 000888, 
Y79AA1 001272, 
Y79AA1001727,. 



PLACE1011708, 
SKNMC1000014, 
THYRO1001242, 
THYRO1001702, 
Y79AA1 000226, 
Y79AA1 000959, 
Y79AA1001328, 
Y79AA1001793, 



PLACE1011824, 
THYR01 000584, 
THYRO1001495, 
THYR0 1001 725, 
Y79AA1 000270, 
Y79AA1001013, 
Y79AA1001427, 
Y79AA1001799, 



PLACE1011978, 
THYR01 000866, 
THYRO1001523, 
THYRO1001770, 
Y79AA 1000426,- 
Y79AA1001056, 
Y79AA1 001430, 
Y79AA1001863, 



PLACE2000118, 
THYRO1001113, 
THYRO1001529, 
THYRO1001803, 
Y79AA1 000777, 
Y79AA1001090, 
Y79AA1001530, 
Y79AA1 002022, 



Y79AA1002213, Y79AA1 002373, Y79AA1 002376, Y79AA1 002381. 
[0216] Signal ratios of EC_AGE_BSA to EC.BSA and of EC glycated BSA to EC BSA were calculntPri for ^ 
gene. Genes with high signal ratios were selected. ,n the case rfcalcu.a^ng the ^ 

EC J^KS^iK T" Va ' UeS Were ' f ° r ~ ie ^ taken - 40 -tead of the rea, va.ues. wZTr^ 
S^? V? * - , ° r m ° re ' ex P ression of the 9 enes exhibiting such ratio is expected to be elevated due to 

I IT ?♦ L 2 E_BSA/EC_BSA ranges from 0.5 to 2, expression of the genes exhibiting such ratio is ex- 

S J than 0.5, expression of the genes exhibiting such ratio value is expected to be decreased due to 

Y79^ 

[021 8] These cDNAs are associated with diabetes. 
Analysis of genes associated with neural cell differentiation 

inVOlVed ' n neUra ' Ce " differentiation are us ^' for treating neurological diseases. It is possible that 

E?, , A "IT* T S Perf0rmed f ° r 9eneS ° f Wnich ex P ressi °n 'evels are varied in response to induction of differen- 
tiation (stimulation by retinoic acid (RA)) in cultured cells of a neural strain NT2 

m2n! T Ce " S Were , ,reated baSiCa " y aCCOrdin 9 t0 su PP lier,s inst ™tion manual. "Undifferentiated NT2 cells- 
means NT2 cells successively cultured in an Opti-MEM I (GIBCO-BRL; catalog No. 31985) containing 10Wv) fe al 
mZ! TT ^ P enicillin - stre P to ^™ (G'BCO BRD. "NT2 cells cired in the pZnc 1 remote S 
means the eel * > resulted from transferring undifferentiated NT2 cells into a retinoic acid-containing med urn which 

"i^ 

iu M retinoic acid (GIBCO-BRL), and the subsequent successive culture therein for 5 weeks "NT2 cells that were 
culture ,n the presence of retinoic acid and then furthercultured in the presence of cell-division m^rTJTrnZl 
™ n T ^ fr0m / ransferrin 9 NT2 cells in the presence of retinofc acid for 5 week -into 2S 

nh brtor-containing medium, which consisted of D-M EM (GIBCO BRL; catalog No.11 965), 10%(v/v) fetal boSe senT 
%(v/v) penialhn-streptomycin, 10. M retinoic acid, 10.M FudR (5-fluoro-2'-deoxyurid ne- GIBCO BRU 1 0 M LlTd 
(Undine: GIBCO BRL) and 1 M araC (Cytosine,D-Arabinofuranoside: GIBCO BRL) and the s bsequence success^ 
culture for 2 weeks. Each ofthe cells were treated with trypsin and then harvested. Total RN/S were e«S fmm 
the cells by using S.N.A.P.c™, Total RNA Isolation kit (Invitrogen). The labeling of probe used for ybnS.on Z 

ntptat n V T^T™ 
o Su^ 

Z ZtZ 7 , d ffer f nt ' at, °" were com P ared wi,h those i" the absence ofthe stimulation. The comparison was performed 
by stat steal treatment of two-sample t-test. Clones with significant difference in the signal distribution were S 

sicnl w °°T . P ;° 05 ' ,n thiS ana ' ySiS ' C '° neS With ,he difference can be statistically detected ev^ whS 

SS ZIT^T?' T es with signal va,ue of 40 or less were also assessed 

[0222] Tables 1 86-365 show the expression level of each cDNA in undifferentiated NT2 cells NT2 cells cultured in 
SS^SSS CU ' tUred ^ — °< RA - - - — 

o IT^Zr, I tL , P ? mP ' e VananCeS S WerS 0Wained fr0m the sam P' e variances of the two types of cells 
determined t-value was greater than a t-value at P, which means the probability of significance level of 0 05 or 0 0^ 

n the t-d®tnbut,on table with 4 degrees of freedom, the difference was judged to be Ln Z ^thfex ression levei of 
the gene between the two types of cells at p<0.05 or p<0.01 , respectively. L tables also i cludeTe Z£EJ£ 
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an increase (+) or decrease (-) in the expression level of a gene in the treated cells when the level is compared with 
that of untreated undifferentiated cells. 

[0224] Clones of which expression levels increased by RA are as follows: HEMBA1000121 , HEMBA1000275, 



HEMBA1 000300, HEMBA1 000634, HEMBA1 000671 , HEMBA1 000875 

HEMBA1 001 886, HEMBA1 0021 63, HEMBA1 002227, HEMBA1 002420 

HEMBA1 0031 20, HEMBA1 003294, HEMBA1 003497, HEMBA1 004007, 

HEMBA1 004444, HEMBA1 005230, HEMBA1 005246, HEMBA1 005267, 

HEMBA1 006299, H EM BA1 006357, HEMBA1006517, HE MBA 1006544 

HEMBA1 007063, HEMBA1 007241 , HEMBB1 000447, HEMBB1 000542 

HEMBB1 000668, HEMBB1 001 026, HEMBB1 001 847, HEMBB1 002051 

HEMBB1 002693, MAMMA1000106, MAMMA1000141 , MAM MA 1000473 



MAMMA1 000881, MAMMA1001634, MAMMA1001957, MAMMA1 002205, MAMMA1 002224, NT2RM2000423 



NT2RM2000497, NT2RM2000582, 
NT2RM4000593, NT2RM4001 321 , 



NT2RM2001126, NT2RM2001902, 
NT2RP1 000002, NT2RP1 000050 



NT2RP1 000465, 
NT2RP2000610, 
NT2RP2001878, 
NT2RP2002974, 
NT2RP2003664, 
NT2RP2004670, 
NT2RP2005535, 
NT2RP2006099, 
NT2RP3000460, 
NT2RP3001044, 
NT2RP3001542, 
NT2RP3003000, 
NT2RP3004025, 



NT2RP1000468, NT2RP1 000579, 
NT2RP2000663, NT2RP2000694, 



NT2RP2001015, 
NT2RP2002976, 
NT2RP2003940, 
NT2RP2005069, 



NT2RP2002304, 
NT2RP2003179, 
NT2RP2004069, 



NT2RP1 000679, 
NT2RP2000903, 
NT2RP2002721 
NT2RP2003302 : 
NT2RP2004108 



NT2RP2005541 , NT2RP2005774, 
NT2RP2006134, NT2RP3000011 , 



NT2R P2005247, NT2 R P2005425 
NT2RP2005878 
NT2RP3000125 



NT2RP3000481, 
NT2RP3001061, 
NT2RP3001592, 
NT2RP3003354, 



NT2RP3000652, 
NT2RP3001170, 
NT2RP3001976, 
NT2RP3003532, 



NT2RP3004083, NT2RP3004090, 



NT2RP3000677 
NT2RP3001240 
NT2RP3002790 
NT2RP3003729 
NT2RP3004130 



NT2RP3004640, NT2RP40001 08, NT2RP4000634, NT2RP4002451 , 
OVARC1 000208, OVARC 1 000275, OVARC 1 000553, OVARC1 000775 
OVARC1 00091 6, OVARC1 000995, OVARC1 001 030, OVARC1 001 049 



OVARC1002178, 
PUKCE1001123, 
PLACE 1003428, 

PLACE1 005669, PLACE1 005682, 



PLACE1 000258 
PLACE1001795, 

PLACE1 003644, PLACE1 003839, 



PLACE1 000442, PLACE1 000927, 
PLACE1 00251 8, PLACE1 002547, 



PLACE1 006208, PLACE1 007296, 
PLACE1 01 0445, PLACE 1 01 1 708, 



Y79AA1001056, 



PLACE 1004078 
PLACE1 005768 
PLACE1 008282 
PLACE4000455, 



HEMBA1001184 
HEMBA1 002421 
HEMBA1 004110 
HEMBA1 005489 
HEM BA1 006658 
HEMBB1 000567 
HEMBB1002120 
MAMMA1 000528 



NT2RM4000198 
NT2RP1000181 
NT2RP2000092 
NT2RP2001388 
NT2RP2002824, 
NT2RP2003383 
NT2RP2004524 
NT2RP2005463 
NT2RP2005883, 
NT2RP3000171 
NT2RP3000818 
NT2RP3001322 
NT2RP3002900 
NT2RP3003874, 
NT2RP3004202 
NT2RP4002715, 
OVARC1 000853 
OVARC1001132 
FLACE1 000986 
PLACE1 002967, 
PLACE1 004441 
PLACE1005815 
PLACE1 008984 
SKNMC 1000004 



PLACE1 005736, 
PLACE1 007626, 
PLACE1011978, 

THYR01 000580, THYR01 000776, THYR01 000999, THYR01 001 063, THYR01 0011 28 

THYROI 001 327, THYR01 001 523, THYR01 001 725, THYR01 001 770, Y79AA1 000207 

Y79AA1 001 062, Y79AA1 001 090, Y79AA1 001 727 



HEMBA1001390, 
HEMBA1003072, 
HEM BA1 004391, 
HEMBA1005913, 
HEMBA1 006749, 
HEMBB1 000642, 
HEMBB1 002228, 
MAMMA1 000810, 



NT2RM4000284, 
NT2RP1 000261, 
NT2RP2000479, 
NT2RP2001538, 
NT2RP2002942, 
NT2RP2003469, 
NT2RP2004556, 
NT2RP2005514, 
NT2RP2005887, 
NT2RP3000232, 
NT2RP3000820, 
NT2RP3001388, 
NT2RP3002983, 
NT2RP3003939, 
NT2RP3004294, 
OVARC1 000090, 
OVARC1 000873, 
OVARC1001596, 
PLACE1001100, 
PLACE1 003407, 
PLACE1 004450, 
PLACE1 006073, 
PLACE1 008985, 
THYROI 000036, 
THYR0 1001205, 
Y79AA1 000226, 
Y79AA1002213, 



Y79AA1 000270, 
40 Y79AA1 002381. 

[0225] Clones of which expression levels decreased by RA are as follows: BNGH41000020, HEMBA1005070, 
NT2RP2005027, NT2RP3003473, Y79AA1 002376. 

[0226] Clones of which expression levels increase by RA/inhibitor are as follows: 

HEMBA1000128, HEMBA1000875, HEMBA1001390, HEMBA1002163, HEMBA1002227, HEMBA1002421 , 
45 HEMBA1004391, HEMBA1004454, HEMBA1004785, HEMBA1005913, HEMBA10061 71 , HEMBA1006299, 
HEMBA1006335, HEMBA1006544, HEMBA1007241 , HEMBB1000447, HEMBB1 000668, MAMMA1000994, 



MAMMA1 001 344, NT2RM20O0582, NT2RP1 001 004, NT2RP2000663, 



NT2RP2001388, 
NT2RP2004837, 
NT2RP2005887, 



NT2RP2002674, NT2RP2002974, NT2RP2003383, 



NT2RP2000694, 
NT2RP2004069, 



NT2RP2005069, NT2RP2005425, NT2RP2005463, NT2RP2005541 , 



NT2RP3002721 , NT2RP3002738, 
NT2RP3004294, NT2RP3004640, 



NT2RP3000460, NT2RP3000838, 
NT2RP3003469, 
NT2RP4000108, 



OVARC1 000467, OVARC1 000553, OVARC1 000853, 



NT2RP3001044, 
NT2RP3004083, 
NT2RP4002451, 
OVARC1 000873, 



NT2RP3001240, 
NT2RP3004130, 
NT2RP4002715, 



NT2RP2000903, 
NT2RP2004606, 
NT2RP2005883, 
NT2RP3001388, 
NT2RP3004202, 
OVARC1 000275, 



OVARC1 00091 6, OVARC1 000995, 



OVARC1001030, OVARC1001222, OVARC1001596, OVARC1 002058, OVARC1002178, PLACE1 000927, 



PLACE1001123, 
PLACE1 003407, 
PLACE1 005601, 
PLACE1006716, 



PLACE1001407, 
PLACE 1003644, 
PLACE 1005725, 
PLACE1 007296, 



PLACE1 001464, 
PLACE1 003845, 
PLACE1 005736, 
PLACE1 007626, 



PLACE1001564, 
PLACE1 004441, 
PLACE1 006093, 



PLACE1001795, 
PLACE1 004482, 
PLACE1006219, 



PLACE1 008359, PLACE 1 01 0968, 



PLACE1 002547, 
PLACE1 005410, 
PLACE1 006290, 
PLACE1011364, 
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PLACE1011824, THYRO1000678, THYRO1000776, THYRO1000999, THYRO1001113 THYRO1001237 
THYRO1001523, Y79AA1000226, Y79AA1 000888, Y79AA1001430. 
[0227] Clones of which expression levels decrease by RA/inhibltor 
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HEMBA1 001 297, HEMBA1 001 878, HEMBA1 005070, HEMBA1 006482, 
NT2RP1 000981 , NT2RP2001 469, NT2RP3003473, OVARC1 001 1 32,' 
Y79AA1 002381. 

[0228] Clones of which expression levels increase in the presence of both RA and RA/inhibitor are as follows 



are as follows: 
HEMBB1001959, 
PLACE1001655, 



HEM BA1 000349, 
NT2RM2001939, 
Y79AA1000127, 



HEM BA1 002421, 
H EM BB1 000447, 
NT2RP2001388, 
NT2RP2005463, 
NT2RP3001240, 
NT2RP3004640, 
OVARC1 000853, 
OVARC1002178, 
PLACE1 003644, 
THYRQ1 000999, 



H EM BA1 004391, 

HEMBB1 000668, 
NT2RP2002974, 
NT2RP2005541, 
NT2RP3001388, 
NT2RP4000108, 

OVARC1 000873, 
PLACE1 000927, 
PLACE1 004441, 

THYRO1001523, 



HEMBA1 000875, HEMBA1001390, HEMBA1002163, HEMBA1 002227, 

HEMBA1005913, HEMBA1006299, HEMBA1006544, HEMBA1007241 , 

NT2RM2000582, NT2RP2000663, NT2RP2000694, NT2RP2000903, 

NT2RP2003383, NT2RP2004069, NT2RP2005069, NT2RP2005425," 

NT2RP2005883, NT2RP2005887, NT2RP3000460, NT2RP3001 044 ! 

N1 2RP3004083, NT2RP30041 30, NT2RP3004202, NT2RP3004294, 

NT2RP4002451, NT2RP4002715, OVARC1 000275, OVARC1 000553,' 

OVARC1 00091 6, OVARC1 000995, OVARC1 001 030, OVARC1 001 596, 

. PLACE1001123, PLACE1001795, PLACE1 002547, PLACE1 003407, 

PLACE1 005736, PLACE 1007296, PLACE1 007626, THYR01 000776, 
Y79AA1 000226. 

[0229] Clones of which expression levels decrease in the presence of both RA and RA/inhibitor are as follows- 

HEMBA 1005070 and NT2RP3003473. 

[0230] These are neurological disease-associated clones. 

Analysis of rheumatoid arthritis-associated genes 

[0231] The onset of rheumatoid arthritis is thought to be involved in the proliferation of synovial cells covering inner 
surfaces of joint cavity and in inflammatory reaction resulted from the action of cytokines produced by leukocytes 
inf iltrating into the joint synovial tissues (Rheumatism Information Center. http://www.rheuma-net. or.jp/). Recent studies 
have also revealed that tissue necrosis factor (TNF)-. participates in the onset (Current opinion in immunology 1999, 
1 1 , 657-662). When the expression of a gene exhibits responsiveness to the action of TNF on synovial cells, the gene 
is considered to be involved in rheumatoid arthritis. 

[0232] A survey was performed for genes of which expression levels are varied in response to TNF-. in the primary 
cell culture of synovial tissue. The primary cultured cells of the smooth muscle (Cell Applications) were grown to be 
confluent in a culture dish, and then, human TNF-. (Boehringer-Mannheim) was added at a final concentration of 10 
ng/ml thereto. The culture was further continued for 24 hours. 

[0233] Total RNA was extracted from the cells by using S.N.A.P.(™> Total RNA Isolation kit (Invitrogen). The labeling 
of probe used for hybridization was carried out by using 10.g of the total RNA according to the same methods as 
described above. The data were obtained in tripricate (n=3). The data of signal value representing gene expression 
level in the cells in the presence of TNF stimulation were compared with those in the absence of the stimulation. The 
comparison was performed by statistical treatment of two-sample t-test. Clones with significant difference in the signal 
distribution were selected under the condition of p<0.05. In this analysis, clones with the difference can be statistically 
detected even when the signals were low. Accordingly, clones with signal value of 40 or less were also assessed for 
the selection. 

[0234] Table 366 shows the expression level of each cDNA in synovial cells cultured in the absence or presence of 
TNF. 

[0235] Averaged signal values (M 1? M 2 ) and sample variances (s^, s 2 2 ) for each gene were calculated in each of 
the cells, and then, the pooled sample variances s 2 were obtained from the sample variances of the two types of cells 
to be compared. The t-values were determined according to the following formula: t=(M r M 2 )/s/( 1/3+1 IS)™. When the 
determined t-value was greater than a t-value at P, which means the probability of significance level, of 0.05 or 0.01 
in the t-distribution table with 4 degrees of freedom, the difference was judged to be found in the expression level of 
the gene between the two types of cells at p<0.05 or p<0.01 , respectively. The tables also include the information of 
an increase (+) or decrease (-) in the expression level of a gene in the stimulated cells when the level is compared 
with that of unstimulated cells. 

[0236] Clones of which expression levels are elevated by TNF-. are as follows: 
BNGH41 000020, HEMBA1 000349, HEMBA1 000634, HEMBA1 000671 , HEMBA1 000835, 
HEMBA1002178, HEMBA1002195, HEMBA1 002239, 
HEMBA1 00331 5, HEMBA1 003392, HEMBA1 003487, 
HEMBA1 005337, HEMBA1 005489, HEMBA 1 00691 6, 
HEMBB1001573, HEMBB1 002041 , HEMBB1 002663,' 



HEMBA1 002420, 
HEMBA1 003602, 
HEMBB1 000668, 
MAMMA1 000652, 



H EM BA1 002524, 
HEMBA1 004067, 
HEMBB1 000905, 
MAMMA1000810, 



HEMBA1 000962, 
H EM BA1 002992, 
H EM BA1 004797, 
HEMBB1001547, 
MAMMA1001634, 
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MAMMA1 002091 , MAMMA1 002234, NT2RM2000306, NT2RM400041 7, 
NT2RP1 000740, NT2RP2000694, NT2RP2001 921 , NT2RP2002527, 
NT2RP20051 63, NT2RP2005463, NT2RP2006134, NT2RP30001 71 , 
NT2RP3001 976, NT2RP3003473, NT2RP3003874, NT2RP3004090, 

5 NT2RP3004647, NT2RP4000108, NT2RP4001001 , NT2RP4001877, 
OVARC1000275, OVARC1000439, OVARC1001607, PLACE1000740, 
PLACE1 001 1 00, PLACE1 001 464, PLACE1 001 500, PLACE1 001 91 8, 
PLACE1 003644, PLACE1004519, PLACE1 005031 , PLACE1 005410, 
. PLACE1 006809, PLACE1 00871 6, PLACE1010081 , THYRO1001 770, 

10 Y79AA1 000270, Y79AA1 000876, Y79AA1001013, Y79AA1001264, 
Y79AA1001430, Y79AA1001530, Y79AA1001799. . 
[0237] Clones of which expression levels decrease by TNF-. are as follows: 
NT2RM4000326, NT2RP1 000300, NT2RP200051 4, NT2RP2001 755, 
NT2RP3002790. These are rheumatoid arthritis-associated clones. 
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NT2RP1 000002, 
NT2RP2004495, 
NT2RP3000652, 
NT2RP3004294, 
OVARC1 000090, 
PLACE1 000927, 
PLACE1 002095, 
PLACE1 005736, 
Y79AA1000127, 
Y79AA1 001272, 



NT2RP1000181, 
NT2RP2004606, 
NT2RP3001195, 
NT2RP3004557, 
OVARC1000105, 
PLACE1001016, 
PLACE1 002547, 
PLACE1006219, 
Y79AA1 000207, 
Y79AA1001328, 



NT2RP2006042, NT2RP3000481 , 
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Search for a signal sequence, transmembrane region and functional domain in deduced amino acid sequences 

[0238] The deduced amino acid sequences from the full-length nucleotide sequences were examined to predict the 
presence of a signal sequence in their amino-termini as well as the presence of a transmembrane region. The amino 
acid sequences were also searched for a protein functional domain (motif). The examinations for a signal sequence 
in the amino-terminus, for a transmembrane region and for a functional domain were performed by using PSORT [K. 
Nakai & M. Kanehisa, Genomics, 14:897-911 (1992)], SOSUI [T. Hirokawa et al., Bioinformatics, 14:378-379 (1998)] 
(Mitsui Knowledge Industry Co., Ltd.) and Pfam (http://www.sanger.ac. uk/Software/Pfam/index,shtml) , respectively. 
When the presence of a signal sequence or a transmembrane region in the amino-terminus was predicted in the amino 
acid sequence by PSORT or SOSUI, the protein was predicted to be a secretory protein or a transmembrane protein. 
When the amino acid sequence matched a functional domain in the Pfam search for a functional domain, the function 
of the protein is predictable based on the matching data, for example, by referring to the functional categories in 
PROSITE (http://www.expasy.ch/cgi-bin/prosite-list.pl ). The functional domain search can be performed by using 
PROSITE instead of Pfam. 

[0239] Search results obtained by using the respective software programs are indicated below. 

[0240] Clones whose deduced amino acid sequences were predicted to have signal sequences by PSORT search 

are as follows: 

HEMBA1 002421 , HEMBA1 0031 01 , HEMBA1 0041 1 0, 
HEMBB1 001 573, H EMBB1 001 978, HEMBB1 0021 62, 
MAMMA1000118, MAMMA1 000457, MAMMA1 001043, 
MAMMA1002165, MAMMA1 002633, NT2RM2000241 , 
NT2RP 1001 563, 



HEMBA1 000713, 
HEMBAi 006902, 
HEMBB1 002427, 
MAMMA1001893, 
NT2RM2001941, 
NT2RP2003383,- 
NT2RP2004524, 
NT2RP3003076, 
OVARC1 000298, 
PLACE1001564, 
PLACE 1005250, 
PU\CE1 006277, 
PLACE1011236, 
THYRO1001327, 
Y79AA1 000959, 



HEMBA1 002420, 
HEMBB1001530, 
MAMMA1000102, 
MAMMA1 002070, 
NT2RM4001325, 
NT2RP2003593, 
NT2RP2005463, 
NT2RP3003532, 
OVARC1 000811, 
PLACE1 002095, 
PLACE1 005383, 
PLACE1 006809, 
SKNMC1 000004, 
THYRO1001523, 
Y79AA1001013, 



NT2RP2003655, 
NT2RP3000460, 
NT2RP3004133, 

PLACE 1000231, 
PLACE1 002374, 
PLACE1 005410, 
PLACE1 007626, 
SKNMC1000014, 

THYRO1001702, 
Y79AA1001264, 



NT2RP2001495, 
NT2RP2003664, 
NT2RP3001012, 
NT2RP3004309, 
PLACE1 000740, 
PLACE1 003839, 
PLACE 1005544, 
PLACE1 008359, 
THYR01 000099, 
THYRO1001725, 
Y79AA1001328, 



NT2RP2002063, 
NT2RP2004179, 
NT2RP3001858, 
NT2RP4001467, 
PLACE1001183, 
PLACE1001482, 
PLACE1 005569, 
PLACE1 009067, 
THYRO1000196, 
Y79AA1 000426, 
Y79AA1 001427, 



HEMBA1 006707, 
HEMBB1 002245, 
MAM MA1 00 1344, 
NT2RM2000410, 
NT2RP2002721, 
NT2RP2004205, 
NT2RP3002836, 
NT2RP4002451, 
PLACE1001536, 
PLACE1 005005, 
PLACE1 006093, 
PLACE1010251, 
THYRO1001237, 
Y79AA1 000521, 
Y79AA1001430, 



Y79AA1001795, Y79AA1001803, Y79AA1 002022, 

[0241] Clones whose deduced amino acid sequences were predicted to have transmembrane regions by SOSUI 
search are as follows: BNGH41000091, HEMBA1000121, HEMBA1000349, HEMBA1000477, HEMBA1000713, 



H EM BA 1000940, 
HEMBA1002195, 
HEMBA1 003732, 
HEMBA1 005449, 
HEMBA1 006311, 
HEMBB1 000407, 



HEMBA1 000962, 
HEMBA1 002227, 
HEMBA1 003945, 
HEMBA1 005522, 
HEMBA1 006335, 
HEMBB1 000447, 



HEMBAI 001 221, 
HEMBA1 002421, 
HEMBA1 004391, 
HEMBA1 005545, 
HEMBA1 006357, 
HEMBB1 000567, 



HEMBA1001228, 
HEMBA1003101, 
HEMBA1 004454, 
HEMBA1 005698, 
HEMBA1 006430, 
HEMBB1 000679, 



HEMBA1001621, 
HEM BA1 003392, 
HEM BA1 004797, 
HEMBA1006171, 
HEMBA1 006724, 
HEMBB1 000905, 



HEMBA1002167, 
HEMBA1 003530, 
HEMBA1 004982, 
HEMBA1 006299, 
HEMBA1 006960, 
HEMBB1001026, 
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1 B 1407 ' HEMBB1001573, HEMBB1001978, HEMBB1002041 , HEMBB1 002162, HEMBB1002245 

M^f ' HEMBB1002693 - MAMMA1000102, MAMMA1000106, MAMMA1000118, MAMMA1000141 ' 

S ° 00204, MAMMA100022 6. MAMMA1000457, MAMMA1000473, MAMMA1000591 , MAMMA1000681 ' 

MAMMA1000810, MAMMA1000986, MAMMA1001043, MAMMA1001141 , MAMMA1001237, MAMMA1001344 

M^^° 01893, MAMMA1001957 > MAMMA1001978, MAMMA1002070, MAMMA1002091 , MAMMA100209 5 ' 

MAMMA1002633, NT2RM1000580, NT2RM1000855, NT2RM1000858, NT2RM2000410, NT2RM2000565' 

NT2RM2001626, NT2RM2001939, NT2RM2001941 , NT2RM4000444, NT2RM4000587, NT2RM400064 8 ' 

NT2RM4000997, NT2RM4001325, NT2RM4001735, NT2RM4001768, NT2RM4002352, NT2RP100005o' 

NT2RP1000181, NT2RP1000261, NT2RP1000300, NT2RP1000448, NT2RP1000551 , NT2RP100061 3 ' 
NT2RP1 000981 , NT2RP1001563, NT2RP2000479, NT2RP2000533 NT2RP2000649 

NT2RP2000663, NT2RP2000694, NT2RP2000818, NT2RP2000903, NT2RP2001200, NT2RP2001276 



NT2RP2001495 
NT2RP2002533 
NT2RP2003390 
NT2RP2004179, 
NT2RP2004648, 
NT2RP2005666, 
NT2RP2006580, 
NT2RP3000721 , 
NT2RP3001240, 
NT2RP3001650, 
NT2RP3002790, 
NT2FP3003532, 
NT2RP3004090, 
NT2RP3004481 



NT2RP2001915, 
NT2RP2002721 , 
NT2RP2003469, 
NT2RP2004205, 
NT2RP2004794, 
NT2RP2005883, 
NT2RP3000169, 

NT2RP3000818, NT2RP3000907, 
NT2RP3001271 , NT2RP3001322, 
NT2RP3001738, 
NT2RP3002836, 
NT2RP3003535, 
NT2RP3004130, 
NT2RP3004552, 



NT2RP2001 956, NT2RP20021 88, NT2RP2002232, NT2RP2002527 

NT2RP2002824, NT2RP2002942, NT2RP2002976, NT2RP2003042! 

NT2RP2003593, NT2RP2003655, NT2RP2003664, NT2RP2003950 

NT2RP2004495, NT2RP2004524, NT2RP2004556, NT2RP200460e' 

NT2RP20051 63, NT2RP20051 81 , NT2RP2005463, NT2RP2005597' 

NT2RP2005994, NT2RP2006004, NT2RP2006269, NT2RP200651 2 

NT2RP30001 71 , NT2RP3000304, NT2RP3000460, NT2RP300061 6,' 

NT2RP3000921, NT2RP3001159, NT2RP3001195! 

NT2RP3001388, NT2RP3001560, NT2RP3001592' 

NT2RP3002015, NT2RP3002311 , NT2RP3002342, NT2RP3002411 ' 

NT2RP3002900, NT2RP3002958, NT2RP3003000, NT2RP3003354' 

NT2RP3003614, NT2RP3004025, NT2RP3004075, NT2RP3004083' 

NT2RP3004294, NT2RP3004309, NT2RP3004345, NT2RP3004406' 

NT2RP4001001, NT2RP4001009, NT2RP4001467, NT2RP4001879' 



PUVCE1001464, 
PLACE1001949, 
PLACE1 003839, 
PLACE1 004637, 
PLACE1 005410, 
PLACE1 005927, 
PLACE1 007626, 
PLACE1009196, 
PLACE1010078, 
PLACE1011516, 



PLACE1 00091 2, PLACE1 00091 4, 

PLACE1001401, PLACE1001407, 

PLACE1 001 836, PLACE1 001 91 8, 

PLACE1 003573, PLACE1 003737, 

P LAC E 1 004282 , P LAC E1 00444 1 , 

PLACE 1 005003, PLACE1 005005, 

PLACE1 005725, PLACE1005745' 

PLAC E1 007096, PLACE1 007296, 

PLACE1 00871 6, PLACE1 008985, 

PLACE1 009600, PLACE1 01 001 1 , 

PLACE1 01 0968, PLACE1 01 1236,' 



NT2RP4002187, NT2RP4002451 , NT2RP4002750, OVARC1000003, OVARC1000105 OVARC1000307 
OVARC1000439,OVARC1000553,OVARC1001030,OVARC1001336 ' 
OVARC1001570, PLACE1000231 , PLACE1000560, PLACE1 000740 
PLACE1 000927, PLACE1 001 01 6, PLACE1 001 1 83, PLACE1 001 231 , 
PLACE1 001536, PLACE1 001564, PLACE1001655! 
PLACE1 00251 8, PLACE1 002726, PLACE1 002967, 
PLACE1 003845, PLACE1 003852, PLACE1 004279^ 
PLACE1 004648, PLACE1 004816, PLACE 1004887,' 
PLACE1 005544, PLACE1 005569, PLACE1 005660* 
PLACE1 006290, PLACE1 006443, PLACE1 006959^ 
PLACE1 007881 , PLACE1 008359, PLACE1 008469 ! 
PLACE1 009279, PLACE1 009527, PLACE1 009546^ 
PLACE1010445, PLACE1010713, PLACE1010784! . 
XUVDr ^ PLACE3000181, THYR01 000400, THYR01 000678,' THYRO1000776,' WRO1000956 

THYRO1001102, THYRO1001113, THYRO1001205, THYRO1001237, THYRO1001242 THYRO1001266 
ITo^lT 7 ' THYR ° 1001478 ' THYRO1001523, THYRO1001641, THYRO1001702', SSES 2 725 
Y79AA1 000207, Y79AA1 000226, Y79AA1 000270, Y79AA1 000521 , Y79AA1 000888 Y79AA1 001 01 3 
Y79AA1001212, Y79AA1 001264, Y79AA1 001328, Y79AA1001426, Y79AA1001427' Y79AA1001727 
Y79AA1001787, Y79AA1001795, Y79AA10018O3, Y79AA1002058 AAIUUI^/, Y79AA1 001 727, 

Y79AA1002129, Y79AA1002213, Y79AA1 002373, 

[0242] Names of clones whose deduced amino acid sequences were predicted to have functional domains by Pfam 
search, and names of the matched functional domains are shown below. When multiple functional domains matched 
a clone, each domain name was indicated, separated by a double-slash mark,//. 

HEMBA1000006//Src homology domain 3 
HEMBA1 0001 28//SCP-like extracellular Proteins 
HEMBA1000349//ABC transporters 

HEMBA1000462//RNA recognition motif, (aka RRM, RBD, or RNP domain) 
HEMBA1000590//EGF-like domain//von Willebrand factor type A domain 
HEMBA1000671//Zinc finger, C2H2 type 
HEMBA1000732//EGF-like domain 
HEMBA1000940//Connexin 

HEMBA1001221//EGF-like domain//Kazal-type serine protease inhibitor domain 
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HEMBA1001621//7 transmembrane receptor (rhodopsin family) 

HEMBA1001 878//WD domain, G-beta repeats 

HEMBA1002048//Zinc finger, C2H2 type 

HEMBA1 0021 67//Carboxylesterases 
5 HEMBA1002551//WD domain, G-beta repeats 

HEMBA1002992//Ubiquitin family 

HEMBA1003047//CUB domain 

HEMBA1003120//Zinc finger, C2H2 type 

HEMBA1003230//EGF-like domain 
10 HEMBA1 003392//Low-density lipoprotein receptor domain class A 

HEMBA1003497//Zinc finger, C2H2 type 

HEMBA1004250//Cadherin 

HEMBA1004391//Fibronectin type III domain//IG superfamily 
HEMBA1 004454//4 transmembrane segments integral membrane proteins 
15 HEMBA1004785!/ , chromo' (CHRromatin Organization Modifier) domain 

HEMBA1005246//Zinc finger, C2H2 type 
HEMBA1005267//Ank repeat 

HEMBA1005545//7 transmembrane receptor (rhodopsin family) 
H E MBA 1005929//Eukary otic protein kinase domain - 
20 HEMBA1 005945//Mitochondrial carrier proteins 

HEMBA1006572//Zinc finger, C2H2 type 

HEMBA1006707//EGF-like domain//von Wiilebrand factor type A domain 

HEMBA1006749//EGF-like domain//von Wiilebrand factor type A domain 

HEMBA1006770//RNA recognition motif, (aka RRM, RBD, or RNP domain) 
25 HEMBA1006902//EGF-like domain//von Wiilebrand factor type A domain 

HEMBB1000106//Zinc finger, CCHC class 

HEMBB1000668/A/VD domain, G-beta repeats 

HEMBB1000881//Thrombospondin type 1 domain 

HEMBB1000905//WD domain, G-beta repeats 
30 HEMBB1 002041 //EG F- like domain//Kazal-type serine protease inhibitor domain 

HEMBB1002245//IG superfamily 

HEMBB1002302//Zinc finger, CCHC class 

HEMBB1002465//Acyl-CoA dehydrogenases 

HEMBB1002661//Helix-loop-helix DNA-binding domain 
35 MAMMA1 000204//C2 domain 

. MAMMA1 000457//FAD/NAD-binding domain in oxidoreductases 

MAMMA1000681//7 transmembrane receptor (rhodopsin family) 

M AM MA1 00088 1//Eukaryotic protein kinase domain//Protein kinase C terminal domain 

MAMMA1001150//PhorboI esters / diacylglycerol binding domain//Eukaryotic protein kinase domain 
40 MAMMA1001310//WD domain, G-beta repeats 

MAMMA1001532//Zinc finger, C2H2 type 

MAMMA1001615//Helix-loop-helix DNA-binding domain 

MAMMA1 002070//Kringle domain 

MAMMA1002080//Ras family (contains ATP/GTP binding P-loop) 
45 MAMMA1 002095//E1 -E2 ATPases 

MAMMA1002165//lnsulin-like growth factor binding proteins 

NT2RM1000789//HMG (high mobility group) box 

NT2RM1000855//eubacterial secY protein 

NT2RM1000899//Mitochondrial carrier proteins 
so NT2RM2000589//PH (pleckstrin homology) domain 

NT2RM2000632//Helicases conserved C-terminal domain 

NT2RM2001792//Fibrinogen beta and gamma chains, C-terminal globular domain 
NT2RM2001 902//Eukaryotic protein kinase domain 
NT2RM2001 939//7 transmembrane receptor (rhodopsin family) 
55 NT2RM2001 941//7 transmembrane receptor (rhodopsin family) 

NT2RM4000284//Class I Histocompatibility antigen, domains alpha 1 and 2 
NT2RM4000326//2inc finger, C2H2 type 
NT2RM4000417//C2 domain 
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NT2RM4000444//ABC transporters 

NT2RM4001377//PH (pleckstrin homology) domain 

NT2RM4001 768//Alcohol/other dehydrogenases, short chain type 

NT2RM4002352//Low-density lipoprotein receptor domain class A 

NT2RP1000181//Heme-binding domain in cytochrome b5 and oxidoreductases 

NT2RP1 000271 //Zinc finger, C2H2 type 

NT2RP1000325//Mitochondrial carrier proteins 

NT2RP1 00061 3//Eukaryotic-type carbonic anhydrases 

NT2RP1000981//IG superfamily 

NT2RP1 001 004//Thrombospondin type 1 domain 

NT2RP1001020//Eukaryotic protein kinase domain 

NT2RP1001031//WD domain, G-beta repeats 

NT2RP1001563//EGF-like domain//Lectin C-type domain short and long forms//SCP-like extracellular Proteins 

NT2RP2000092//Zinc finger, C2H2 type 

NT2RP2000514//Fibronectin type III domain//IG superfamily 

NT2RP2000649//Zinc-binding metal loprotease domain 

NT2RP2000712//Zinc finger, C2H2 type 

NT2RP2000739//Zinc finger, C2H2 type 

NT2RP2001514//E1-E2 ATPases 

NT2RP2001529//Eukaryotic protein kinase domain 

NT2RP2001755//Thrombospondin type 1 domain 

NT2RP2001 1 769//Eukaryotic protein kinase domain 

NT2RP20021 88//Carboxylesterases 

NT2RP2002527//Heme-binding domain in cytochrome b5 and oxidoreductases 

NT2RP2002564//Zinc finger, C2H2 type 

NT2RP2002942//IG superfamily 

NT2RP2003179//Eukaryotic protein kinase domain 

NT2RP2003302//Zinc finger, C2H2 type 

NT2RP2003390//DnaJ, prokaryotic heat shock protein 

NT2RP2003469//Sugar (and other) transporters 

NT2RP2003545//Eukaryotic protein kinase domain 

NT2R P2003593//Th io redoxi ns 

NT2RP2003940//Zinc finger, C2H2 type 

NT2RP20041 08//Zinc finger, C2H2 type 

NT2RP2004205//IG superfamily 

NT2RP2004670//Eukaryotic protein kinase domain 

NT2RP2004847//Zinc finger, C2H2 type 

NT2RP2005181//Amino acid permeases 

NT2RP2005247//Zinc finger, C3HC4 type (RING finger) 

NT2RP2005391//Fibronectin type III domain 

NT2RP2005535//Zinc finger, C2H2 type 

NT2RP2005774//Zinc finger, C2H2 type 

NT2RP2005878//Alcohol/other dehydrogenases, short chain type 
NT2RP2005941//Homeobox domain//'Paired box' domain 
NT2RP2006004//Fibronectin type III domain 
NT2RP3000011 //WD domain, G-beta repeats 
NT2RP3000022//Eukaryotic protein kinase domain 
NT2RP3000063//Zinc finger, C2H2 type 
NT2RP3000148//Zinc finger, C2H2 type 
NT2RP30001 72//Eukaryotic protein kinase domain 
NT2RP3000201//Eukaryotic protein kinase domain 
NT2RP3000232//Zinc finger, C2H2 type 

NT2RP3000304//Low-density lipoprotein receptor domain class A//Low-density lipoprotein receptor domain class 
B 

NT2 RP3000436//Thio redoxi ns 
NT2RP3000460//eubacterial secY protein 
NT2RP3000616//Fibronectin type III domain 
NT2RP3000652//Zinc finger, C2H2 type 
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NT2RP3000676//Mitochondrial carrier proteins 

NT2RP3000789//KH domain family of RNA binding proteins . 

NT2RP3000820//WD domain, G-beta repeats 

NT2RP3000838//PH (pleckstrin homology) domain 
5 NT2RP3000907//E1 -E2 ATPases 

NT2RP3000921//IG superfamily 

NT2RP3001195//Sugar (and other) transporters 
. NT2RP3001240//eubacterial secY protein 

NT2RP3001388//C2 domain 
10 NT2RP3001 650//CUB domain//Low-density lipoprotein receptor domain class A 

NT2RP3001738//Heme-binding domain in cytochrome b5 and oxidoreductases 

NT2RP3001976//Zinc finger, C2H2 type 

NT2RP3002281//RNA recognition motif, (aka RRM, RBD, or RNP domain) 

NT2RP3002411 //Alcohol/other dehydrogenases, short chain type 
15 NT2RP3002721//Citrate synthase 

NT2RP3003000//lon transport proteins 

NT2RP3003527//Eukaryotic protein kinase domain 

NT2RP3003535//TPR Domain 

NT2RP3003849//C2 domain 
20 NT2RP3004067//Src homology domain 3 

NT2RP3004090//Zinc finger, C3HC4 type (RING finger) 

NT2RP3004481//IG superfamily 

NT2RP3004552//CUB domain//Sushi domain 

NT2RP3004647//Mitochondrial carrier proteins 
25 NT2RP40001 08//lntermediate filament proteins 

NT2RP4000634//Eukaryotic protein kinase domain 

NT2RP4000962//Eukaryotic protein kinase domain 

NT2RP4001009//Zinc-binding metalloprotease domain 

NT2RP4001877//RNA recognition motif, (aka RRM, RBD, or RNP domain) 
30 NT2RP40021 87//Alcohol/other dehydrogenases, short chain type 

NT2RP4002750//Amino acid permeases 

OVARC1000105//Ubiquitin-conjugating enzymes 

OVARC1000255//Eukaryotic protein kinase domain 

OVARC1 0003 13//Thioredox ins 
35 OVARC1 00041 0//Fibrinogen beta and gamma chains, C-tenminal globular domain 

OVARC1000529//Eukaryotic protein kinase domain 

OVARC1000811//CUB domain//Kringle domain 

OVARC1 00091 6//Eukaryotic protein kinase domain 

OVARC1001049//Helix-loop-heiix DNA-binding domain 
40 OVARC1001338//Eukaryotic protein kinase domain 

OVARC1001569//Eukaryotic protein kinase domain 

OVARC1001570//Eukaryotic aspartyl proteases 

PLACE1 000231 //WAP-type (Whey Acidic Protein) four-disulfide core' 

PLACE1 000258//Zinc finger, C2H2 type 
45 PLACE1000740//EGF-like domain 

PLACE1 000907//Zinc finger, C2H2 type 

PLACE1001016//lon transport proteins 

PLACE1 001 500//Helicases conserved C-terminal domain 

PLACE1001655//lon transport proteins 
so PLACE1 001 795//SCP-like extracellular Proteins 

PLACE1 001 949//E1 -E2 ATPases 

PLACE1002329//Src homology domain 3 

PUVCE1002355//Alpha-2-macroglobulin family//Kazal-type serine protease inhibitor domain 
PLACE1002374//Cysteine proteases 
55 PLACE1 00251 8//Zinc finger, C3HC4 type (RING finger) 

PLACE1 00291 1//IG superfamily 
PLACE1 0031 35//Eukary otic protein kinase domain 
PLACE1 0031 63//Enoyl-CoA hydratase/isom erase 
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PLACE1003573//Lectin C-type domain short and long forms 
PLACE 1 0041 66//Bromodomain 

PLACE1004305//Ras family (contains ATP/GTP binding P-loop) 
PLACE1 004441//7 transmembrane receptor (rhodopsin family) 
PLACE 1004520//IG superfamify 

PLACE1 00481 6//Fibrinogen beta and gamma chains, C-terminal globular domain 

PLACE1004887//Zinc finger, C3HC4 type (RING finger) 

PLACE1005003//Trypsin 

PLACE1005383//EGF-like domain 

PLACE 1 00541 0//eubacterial secY protein 

PLACE1 005426//IG superfamily 

PLACE1 00551 9//Eukaryotic protein kinase domain 

PLACE1 005539//Heat shock hsp20 proteins 

PLACE 1 005544//IG superfamily 

PLACE1 005569//IG superfamify 

PLACE1 005682//Zinc finger, C3HC4 type (RING finger) 

PLACE1005736//PH (pleckstrin homology) domain 

PLACE1006079//Homeobox domain 

PLACE1 00671 6//C1q domain 

PLACE1008282//Eukaryotic protein kinase domain 

PLACE 1 008549//Ets-domain 

PLACE1 008744//EGF-like domain//Sushi domain 

PLACE 1 009067//Src homology domain 3 

PLACE1010081//Eukaryotic protein kinase domain 

PLACE1010251//EGF-like domain 

PLACE1 01 071 3//Alcohol/other dehydrogenases, short chain type 
PLACE1010784//7 transmembrane receptor (rhodopsin family) 
PLACE1010968//Fibronectin type III domain 

PLACE1011181//ATPases associated with various cellular activities (AAA) 

PLACE 1 01 1 364//Eukaryotic protein kinase domain 

PLACE1 01 1407//Zinc finger, C2H2 type 

PLACE1 01 1 708//CUB domain 

PLACE1011824//Eukaryotic protein kinase domain 

P LAC E 1 0 1 1 978//Zi nc finger, C2H2 type 

PLACE30001 81//Cadherin 

PLACE3000213//Sushi domain 

PLACB4000354//BGF-like domain//Sushi domain 

SKNMC1000082//Mitochondrial carrier proteins 

THYR01 0001 96//Cadherin 

THYR01 000580//Zinc finger, C2H2 type 

THYRQ1 000678//Connexin 

THYRO1000795//Mitochondrial carrier proteins 

THYRO1000956//7 transmembrane receptor (rhodopsin family) 

THYR01 001 113//C2 domain 

THYRO1001266//Sodium:solute symporter family 

THYR01 001457//Phorbol esters / diacylglycerol binding domain//Bukaryotic protein kinase domain 
TH YR01 001 478//EF hand 

THYR01001593//Eukaryotic protein kinase domain 
THYRO1001700//Eukaryotic protein kinase domain 
THYR01 001 770//Eukaryotic protein kinase domain 
Y79AA1000030//WW/rsp5/WWP domain containing proteins 
Y79AA1000426//Transforming growth factor beta like domain 
Y79AA1 000777//WD domain, G-beta repeats 
Y79AA1 000876//Thioredoxins 
Y79AA1000967//Eukaryotic protein kinase domain 
Y79AA1 001 090//Ank repeat 

Y79AA1001264//DnaJ, prokaryotic heat shock protein 
Y79AA1 001 328//EGF-like domain 
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Y79AA1 001 427//FAD/NAD-binding domain in oxidoreductases 
Y79AA1001523//Bromodomain//Zinc finger, C3HC4 type (RING finger) 
Y79AA1001530//Tubulin 
Y79AA1 001 727//IG superfamily 
Y79AA1 001 787//E1 -E2 ATPases 
Y79AA1001799//Mitochondrial carrier proteins 
Y79AA1002022//IG superfamily 
Y79AA1002381//Eukaryotic protein kinase domain 
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[0243] Prediction of functions of proteins encoded by the clones and the categorization thereof were performed based 
on the results of homology search (see homology search result 10) of the databases, GenBank, Swiss-Prot and Uni- 
Gene for the full-length nucleotide sequences of 826 clones as well as based on the results of domain search (see 
Example 16) of the deduced amino acid sequences encoded by the full-length nucleotide sequences. 
(HEMBA1 005337, NT2RM1 000407, NT2RM2001 767, and NT2RP3003939 were excluded because of the absence of 
full-length sequence.) ' 

[0244] There are 611 clones that presumably encode proteins belonging to any of categories of secretory and/or 
membrane proteins, glycoprotein-associated proteins, signal transduction-associated proteins, transcription-associat- 
ed proteins and disease-associated proteins. 

[0245] The clones presumably encoding proteins categorized into secretory and/or membrane proteins are those 
which matched the full-length sequences of Swiss-Prot database with keywords "growth factor", "cytokine", "hormone", 
"signal", "transmembrane", "membrane", "extracellular matrix", "receptor", "G-protein coupled receptor", "ionic chan- 
nel", "voltage-gated channel", "calcium channel", "cell adhesion", "collagen" or "connective tissue"; those which 
matched the data, suggesting that the proteins are secretory and/or membrane proteins; or those which matched the 
full-length sequences of GenBank or UniGene database with similar description; and, further, those predicted to have 
an N-terminal signal sequence or a transmembrane region as a result of domain search for the amino acid sequences 
deduced from the full-length nucleotide sequences. 

[0246] The clones presumably encoding proteins categorized into glycoprotein-associated proteins are those which 
matched the full-length sequences of Swiss-Prot database with the keywords "glycoprotein"; those which matched the 
data, suggesting that the proteins are glycoprotein; or those which matched the full-length sequences of GenBank or 
UniGene database. 

[0247] The clones presumably encoding proteins categorized into signal transduction-associated proteins are those 
which matched the full-length sequences of Swiss-Prot database with the keywords "serine/threonine-protein kinase", 
"tyrosine-protein kinase" or "SH3 domain"; those which matched the data, suggesting that the proteins are signal 
transduction-associated proteins (for example, "ADP-ribosylation factor"); or those which matched the the full-length 
sequences of GenBank or UniGene database with similar description. 

[0248] The clones presumably encoding proteins categorized into transcription-associated proteins are those which 
matched the full-length sequences of Swiss-Prot database with the keywords "transcription regulation", "zinc finger" 
or "homeobox"; those which matched the data, suggesting that the proteins are transcription -associated proteins; or 
those which matched the full-length sequences of GenBank or UniGene database with similar description. 
[0249] The clones presumably encoding proteins categorized into disease-associated proteins are those which 
matched the full-length sequences of Swiss-Prot database with the keywords "disease mutation" or "syndrome"; those 
which matched the data, suggesting that the proteins are disease-associated proteins; or those which matched the 
full-length sequences of Swiss-Prot database and GenBank or UniGene database where the matched sequences are 
those of genes or proteins which had been deposited in the database of Online Mendelian Inheritance in Man (OMIM) 
(http;l/www.ncbi.nlm.nih.gov/Omim/), which is a database of human genes and diseases. 
[0250] The following 437 clones were categorized into secretory and/or membrane proteins. 
BNGH41 000020, BNGH41 000087, BNGH41 000091 , H EMBA1 0001 21 , HEMBA1 0001 28, 
HEMBA1000477, HEMBA1 000590, HEMBA1000713, HEMBA1000732, HEMBA1 000745, 



HEMBA1 000940, 
HEMBA1002163, 
HEMBA1 002421, 
HEMBA1 003530, 
HEMBA1 004391, 
HEMBA1 005070, 



HEMBA1 000962, 
HEMBA1002167, 
HEMBA1 002767, 
HEMBA1 003602, 
HEMBA1 004444, 
HEMBA1 005449, 



HEM8A1001221, 
HEMBA1002178, 
HEMBA1003047, 
HEMBA1 003732, 
H EM BA1 004454, 
HEMBA1 005522, 



HEMBA1001228, 
HEMBA1002195, 
HEMBA1003101, 
HEMBA1 003945, 
HEMBA1 004505, 
HEMBA1005545, 



HEMBA1001621, 
HEMBA1 002227, 
HEMBA1 003230, 
HEMBA1004110, 
HEMBA1 004797, 
HEMBA1 005698, 



HEMBA1 000349, 
HEMBA1 000835,. 
HEMBA1002131, 
HEMBA1002420, 
HEMBA1 003392, 
HEMBA1004250, 
HEMBA1 004982, 
HEMBA1005945, 
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HEMBA1 0061 71 , HEMBA1 006299, HEMBA1 00631 1 , HEMBA1 006335, 

HEMBA1 006482, HEMBA1 006707, HEMBA1 006724, HEMBA1 006749*, 

HEMBA1 007241 , HEMBB1 000407, HEMBB1 000447, HEMBB1 000567^ 

HEMBB1 001 026, HEMBB1 001 048, HEMBB1 001 407, H EMBB1 001 530, 

HEMBB1001978, HEMBB1002041, HEMBB1002162, HEMBB1002245| 

MAMMA1000102, MAMMA1000106, MAMMA1000118, MAMMA 1000 141, 

MAMMA1 000457, MAMMA1 000473, MAM MA 1000496, MAMMA1 000591 ' 

MAMMA1 000986, MAMMA1 000994, MAMMA1001043, MAMMA1001141 

MAMMA1001418, MAMMA1001893, MAMMA1001 957, MAMMA1001978, 

MAMMA1002070, MAMMA1002091 , MAMMA1002095, MAMMA1002165, 

MAMMA1002633, MAMMA1003126, NT2RM1000462, NT2RM1000542, 

NT2RM1000858, NT2RM1000899, NT2RM2000241 , NT2RM2000410, 

NT2RM2001 626, NT2RM2001 792, NT2RM2001 939, NT2RM2001 941 , 

NT2RM400041 7, NT2RM4000444, NT2RM4000587, NT2RM4000593,' 

NT2RM4000997, NT2RM4001 325, NT2RM4001 735, NT2RM4001 768, 

NT2RP1 000261, NT2RP1 000300, 



NT2RP1 000050, NT2RP1 0001 81 
NT2RP1 000551 , NT2RP1 00061 3, NT2RP1 000981 , NT2RP1 001 004, 
NT2RP2000533, NT2RP200061 6, NT2RP2000649, NT2RP2000663! 



NT2RP2000903 
NT2RP2001755 

NT2RP2002527, NT2RP2002533 



NT2RP2001200, NT2RP2001276, NT2RP2001480, 
NT2RP2001 91 5, NT2RP2001 956, NT2RP2002063 
NT2RP2002721 
NT2RP2003383 



NT2RP2003042, NT2RP2003210, 
NT2RP2003655, NT2RP2003664, NT2RP2003950, 



NT2RP2002824, 
NT2RP2003390, 
NT2RP2004179, 



NT2RP2004524, NT2RP2004556, NT2RP2004606, NT2RP2004648, 

NT2RP20051 63, NT2RP20051 81 , NT2RP2005378, NT2RP2005463, 
NT2RP2005666, NT2RP2005883, NT2RP2005994, NT2RP2006004, 

NT2RP2006042, NT2RP2006269, NT2RP2006512, NT2RP2006580, 

NT2RP3000436, NT2RP3000460 

NT2RP3000907, NT2RP3000921 

NT2 R P300 1 27 1 , NT2RP300 1 322 

NT2RP3001 738, NT2RP3001 858 



NT2RP3002411 , NT2RP3002737, 
NT2RP3003000, NT2RP3003076, 



NT2RP3000304 
NT2RP3000818 
NT2RP3001240 
NT2RP3001650 
NT2RP3002342 
NT2RP3002958 
NT2RP3003614 
NT2RP3004309 
NT2RP3004647, 
NT2RP4002451, 

OVARC1 00031 3, OVARC1 00041 0, OVARC1 000439, 
OVARC1 000956, OVARC1 001 030, OVARC 1 0011 63, 
OVARC1 001 991 , PLACE1 000033, 
PLACE 1 00091 4, PLACE1 000927, 
PLACE1001340, PLACE1 001401 , 



NT2RP3004025, 
NT2RP3004345, 



NT2RP3004075, 
NT2RP3004406, 



NT2RP4001 001 , NT2RP4001 009, 



NT2RP3000616, 
NT2RP3001012, 
NT2RP3001388, 
NT2RP3002015, 
NT2RP3002790, 
NT2RP3003354, 
NT2RP3004083, 
NT2RP3004481, 
NT2RP4001467, 



OVARC1001725, 
PLACE1000912, 
PLACE1001231, 



NT2RP4002750, OVARC 1 000003, OVARC 1 0001 05, 

OVARC1 000553, 
OVARC1 001336, 
PLACE1 000231, 
PLACE1001016, 
PLACE1001407, 



PLACE1001536, PLACE1001564, PLACE1001 655, PLACE1001795, 



PLACE1001836, 
PLACE1 002374, 
PLACE1 002967, 
PLACE1 003845, 
PLACE1 004482, 
PLACE1 005003, 
PLACE1 005544, 
PLACE1 005927, 
PLACE1 006443, 
PLACE1 007296, 
PLACE1008716, 
PLACE1 009527, 
PLACE1010251, 
PLACE1011116, 



PLACE1001918, 
PLACE1002518, 
PLACE 1003407, 
PLACE 1003852, 
PLACE1 004520, 
PLACE1 005005, 
PLACE1 005569, 
PLACE 1006071, 
PLACE1006716, 
PLACE 1007626, 
PLACE 1008744, 
PLACE1 009546, 
PLACE1010445, 
PLACE1011181, 



PLACE1001949, 
PLACE1 002547, 
PLACE1 003573, 
PLACE1 004279, 
PLACE1 004630, 
PLACE1 005031, 
PLACE1 005660, 
PLACE1 006093, 
PLACE1 006809, 
PLACE 1007845, 
PLACE1 008985, 
PLACE1 009600, 
PLACE1010713, 
PLACE1011236, 



PLACE 1002080, 
PLACE1 002726, 
PLACE1 003737, 
PLACE 1004282, 
PLACE1 004637, 
PLACE1 005383, 
PLACE 1005725, 
PLACE1 006208, 
PLACE1 006959, 
PLACE1 007881, 
PLACE 1009067, 
PLACE1 009982, 
PLACE1010784, 
PLACE1011516, 



PLACE300021 3, PLACE4000354, SKNMC1 000004, SKNMC1 00001 4, 



HEMBA1 006357, 
HEMBA1 006902, 
HEMBB1 000679, 
HEMBB1001573, 
HEMBB1 002427, 
MAM MA 1000204, 
MAMMA1 000681, 
MAMMA1001237, 

MAMMA1 002234, 
NT2RM 1000580, 
NT2RM2000423, 
NT2RM4000198, 
NT2RM4000648, 
NT2RM4001843, 
NT2RP1 000325, 
NT2RP1001563, 
NT2RP2000694, 
NT2RP2001495, 
NT2RP2002188, 
NT2RP2002942, 
NT2RP2003469, 
NT2RP2004205, 
NT2RP2004794, 
NT2RP2005541, 

NT2RP3000169, 
NT2RP3000676, 
NT2RP3001159, 
NT2RP3001560, 
NT2RP3002160, 
NT2RP3002836, 
NT2RP3003532, 
NT2RP3004130, 
NT2RP3004552, 
NT2RP4001879, 
OVARC1 000298, 
OVARC1 000811, 
OVARC1001570, 
PLACE1 000560, 
PLACE1001123, 
PLACE1001464, 

PLACE1 002095, 
PLACE1 002905, 
PLACE1 003772, 
PLACE1004441, 
PLACE1 004648, 
PLACE 1005410, 
PLACE 1005745, 
PLACE 1006277, 
PLACE1 007081, 
PLACE1 008359, 
PLACE1009196, 
PLACE1010011, 
PLACE1010827, 
PLACE1011708, 
SKNMC1 000082, 



HEMBA1 006430, 
HEMBA1 006960, 
HEMBB1 000881, 
HEMBB1001847, 
HEMBB1002693, 
M AM MA1 000226, 
MAMMA1 000810, 
MAMMA1001344, 

MAMMA1 002586, 
NT2RM1 000855, 
NT2RM2000565, 
NT2RM4000284, 
NT2RM4000761, 
NT2RM4002352/ 
NT2RP1 000448, 
NT2RP2000479, 
NT2RP2000818, 
NT2RP2001514, 
NT2RP2002232, 
NT2RP2002976, 
NT2RP2003593, 
NT2RP2004495, 
NT2RP2005027, 
NT2RP2005597, 

NT2RP3000171, 
NT2RP3000721, 
NT2RP3001195, 
NT2RP3001592, 
NT2RP3002311, 
NT2RP3002900, 
NT2RP3003535, 
NT2RP3004133, 
NT2RP3004625, 
NT2RP4002187, 
OVARC1 000307, 
OVARC1 000873, 
OVARC1001607, 
PLACE1 000740, 
PLACE1001183, 
PLACE1001516, 

PLACE1 002355, 
PLACE1 002911, 
PLACE1 003839, 
PLACE1 004450, 
PLACE1004816, 
PLACE1 005426, 
PLACE1 005878, 
PLACE1 006290, 
PLACE1 007096, 
PLACE1 008469, 
PLACE1 009279, 
PLACE1010078, 
PLACE1010968, 
PLACE3000181, 
THYROI 000036, 
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THYR01 000099, THYR01 0001 96, THYR01 000400, THYR01 000584, THYR01 000678, 
THYR0 1 000795 , THYR01 000956, TH YR0 1 001 1 02, THYR01 001113, 

THYR01 001 205, THYR01 001 237, THYROI 001 242, THYROI 001 266, THYR01 001 327, 

THYRO1001478, THYRO1001523, THYRO1001529, THYRO1001641 , THYRO1001 702, 

Y79AA1 000226, Y79AA1 000270, Y79AA1 000426, 
Y79AA1001013, 
Y79AA1001430, 
Y79AA1 002022, 



Y79AA1 000959, 
Y79AA1001427, 
Y79AA1001803, 



Y79AA1001212, 
Y79AA1001727, 
Y79AA1 002058, 



Y79AA1 000521, 
Y79AA1001264, 
Y79AA1001787, 
Y79AA1002129, 



Y79AA1 000207, 
Y79AA1 000888, 
Y79AA1001426, 
.Y79AA1001799, 
Y79AA1 002373, 

[0251] The following 146 clones were categorized into glycoprotein-associated proteins. 

BNGH41 000087, BNGH41 000091 , HEMBA1 000349, HEMBA1 000590, HEMBA1 000745, 

HEMBA1001221, HEMBA1001228, HEMBA1001621 , HEMBA1002131 , HEMBA10021 78, 

HEMBA1 002767, HEMBA1 003230, HEMBA1 003392, HEMBA1 004250, HEMBA1 004391 , 

HEMBA1 004505, H EM BA 1005449, HEMBA1 005522, HEMBA1 005545, HEMBA1 006707, 

HEMBA1006902, HEMBB1000679, HEMBB1 000881 , HEMBB1001048, HEMBB1002120, 

HEMBB1002427, MAMMA1000102, MAMMA1000591 , MAMMA1000681 , MAMMA1001043, 

MAMMA1002070, MAMMA1 002586, MAMMA1003126, NT2RM1 000462, NT2RM1000580, 

NT2RM2001 818, NT2RM2001 939, NT2RM2001 941 , NT2RM40001 98, NT2RM4000284, 

NT2RM4000648, NT2RM4000997, NT2RM4001325, NT2RM4002352 

NT2RP1001004, NT2RP2000616, NT2RP2000694 

NT2RP2002533, NT2RP2003042, NT2RP2003210, NT2RP2004205, NT2RP2004606, 

NT2RP20051 81 , NT2RP2005541 , NT2RP2005597, NT2RP2005883, NT2RP2006004, 

NT2RP2006269, NT2RP3000304, NT2RP300061 6, NT2RP3000921 , NT2RP3001 650, 

NT2RP3002737, NT2RP3002958, NT2RP3003000, NT2RP3003532, NT2RP3004130, 

NT2RP3004481 , NT2RP3004552, NT2RP3004640, NT2RP4000108, NT2RP4001467, 

OVARC1 000003, OVARC1 000553, OVARC1 000811, OVARC1 000873, OVARC1001336, 

OVARC1001991, PLACE1 000033, PLACE1 000740, PLACE1001016, 



NT2RP1000613, 
NT2RP2000903, NT2RP2001480, 



PLACE1001123, 
PLACE1 002374, 
PLACE1 003839, 
PLACE1 005003, 
PLACE1 007845, 
PLACE1010968, 



PLACE1001231, 
PLACE1 002905, 
PLACE1 004282, 
PLACE1 005426, 
PLACE 100871 6, 
PLACE1011116, 



PLACE 1 001464, PLACE1 001 655, 
PLACE1 00291 1 , PLACE1 003573, 



PLACE1 004450, 
PLACE1 006073, 
PLACE1 008985, 



PLACE1001836, 
PLACE1 003737, 
PLACE1 004520, 
PLACE1 006290, 
PLACE1010251, 



THYR01 0001 96, THYROI 000584, 



PLACE300021 3, PLACE4000354, 
THYROI 001 266, Y79AA1 000270, 



NT2RP2003179, 
NT2RP3000201 , 
NT2RP4000634, 
OVARC1001569 



NT2RP2003545, 
NT2RP3000820, 
NT2RP4000962, 
PLACE1 002329, 



NT2RP3000011, 
NT2RP3003849, 
OVARC1 000529, 
PLACE1 003598, 



PLACE 1004441, 
PLACE1 006071, 
PLACE1 008744, 
PLACE3000181, 
THYROI 000956, 
Y79AA1001727, Y79AA1001795, Y79AA1 002022, Y79AA1002213, 

[0252] The following 55 clones were categorized into signal transduction-associated proteins. 
HEMBA1 000006, HEMBA1 0021 95, HEMBA1 002227, HEMBA1 002551 , HEMBA1 005084, 
HEMBA1006658, HEMBA1006916, MAMMA1000881 , MAMMA1001150, MAMMA1001310, 
NT2RM2001 902, NT2RP1 001 020, NT2RP1 001 031 , NT2RP2001 469, NT2RP2001 529, 

NT2RP2004670, 
NT2RP3003527, 
OVARC1 000255, 
PLACE1003135, 

PLACE 1 01 0081 , PLACE1 01 1 364, 
THYR01 001 770, Y79AA1 000777, Y79AA1 000967, 
Y79AA1 002381, 

[0253] The following 80 clones were categorized into transcription -associated proteins. 
HEMBA1 000462, HEMBA1 000671 , HEMBA1 001 297, HEMBA1 001 390, HEMBA1 001 886, 
HEMBA1003120, HEMBA1 003497, HEMBA1 004785, HEMBA1 005230, HEMBA1 005246, 
HEMBA1 006572, HEMBA1 007226, HEMBB1 0001 06, HEMBB1 000905, HEMBB1 001 959, 
HEMBB1002661, MAMMA1 001094, MAMMA1001532, MAMMA1001615, NT2RM1000789, 
NT2RM2000773, NT2RM4000326, NT2RP1 000271 , NT2RP1 000468, NT2RP2000092, 

NT2RP2001538, 
NT2RP2003138, 
NT2RP2005391, 
NT2RP3000232, 

NT2RP3004090, NT2RP300411 9, NT2RP3004294, OVARC1001049, OVARC1001086, 
OVARC1 001 807, PLACE1 000258, PLACE 1 000442, PLACE1 000907, PLACE1 003529, 



PLACE1 008282, PLACE1 008297, 
TH YR01 001 593, THYROI 001 700 



NT2RP3000022, 
NT2RP3003874, 
OVARC1000916, 
PLACE1005519, 
PLACE1011824, 



NT2RP2000712, 
NT2RP2002564, 



NT2RP2000739, 
NT2RP2002974, 



NT2RP2004847, NT2RP2005247, 
NT2RP2006092, NT2RP30001 48, 



NT2RP2001 662, NT2RP2001 81 7, 

NT2RP2003302, NT2RP2003940, 

NT2RP2005535, NT2RP2005774, 

NT2RP3000378, " NT2RP3000652, 



THYR01 000776, 

THYRO1001456, 
THYRO1001725, 
Y79AA1 000876, 
Y79AA1001328, 
Y79AA1001795, 
Y79AA1002213, 



H EM BA1 000835, 
HEMBA1 002421, 
HEMBA1 004444, 
H EM BA1 006749, 
HEMBB1 002245, 
MAMMA1001237, 
NT2RM2001792, 
NT2RM4000417, 
NT2RP1000981, 
NT2RP2001755, 
NT2RP2005027, 
NT2RP2006042, 
NT2RP3002160, 
NT2RP3004133, 
NT2RP4002750, 
OVARC1001607, 

PLACE1 002355, 
PLACE1 003772, 
PLACE1 004648, 
PLACE1 007081, 
PLACE1010784, 
THYR01 000036, 
Y79AA1 000426, 



HEMBA1 005929, 

MAMMA1002142, 
NT2RP2001769, 
NT2RP3000172, 
NT2RP3004067, 

OVARC1001338, 
PLACE1 006208, 

THYRO1001457, 
Y79AA1 002376, 



HEMBA1 002048, 
HEMBA1 006276, 
HEMBB1 002051, 
NT2RM2000632, 
NT2RP2000610, 
NT2RP2001948, 
NT2RP2004108, 
NT2RP2005941 , 
NT2RP3001976, 
OVARC1001132, 
PLACE1004166, 
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PLACE1 0041 68, PLACE1 004887, PLACE 1 005250, PLACE1 005682, 
PLACE1 01 1 407, PLACE1 011 978, THYR01 000580, Y79AA1 000030, 
Y79AA1 002334, Y79AA1 002378, 

[0254] The following 85 clones were categorized into disease-associated proteins 



PLACE1 006079, 
Y79AA1001090, 



PLACE1 008549, 
Y79AA1001523, 
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BNGH41 000020, HEMBA1 000349, HEMBA1 000590, 
HEMBA1001228, HEMBA1001886, H EM BA1 003120, 
H EMBA1 006707, H EM BA1 006749, H EM BA1 006902, 
MAMMA1 000204, MAMMA1 002080, NT2RM2000632, 
NT2RP1 000465, NT2RP1 000579, NT2RP2000447, 
NT2RP2001529, NT2RP2001562, NT2RP2002674^ 
NT2RP2005535, NT2RP2005941 , NT2RP2006004! 
NT2RP3000232, NT2RP300061 6, NT2RP3000677, 
NT2RP3002286, NT2RP3002721 , NT2RP3002737, 
OVARC1 000275, OVARC1 000331 , OVARC1 00041 0, 
OVARC1 001 725, OVARC1 001 952, PLACE1 000258, 
PLACE1 001 500, PLACE 1 002905, PLACE1 002967, 
PLACE1 005239, PLACE1 00581 5, PLACE1 007028, 
PLACE20001 1 8, THYR01 000580, THYR01 000866, 
Y79AA1001530, 

[0255] Out of them, the following 67 clones are those which matched the data of Swiss-Prot database and GenBank 
or UniGene database, genes or proteins which had been deposited in the database of Online Mendelian Inheritance 
in Man (OMIM) (http://www.ncbi.nim.nih.gov/Omim/), which is a database of human genes and diseases. (The corre- 
sponding OM IM numbers are indicated after the clone names.) 

HEMBA1000349(*600046), HEMBA1 000590(*603897), HEMBA1 000671 (*602277), 



HEMBA1 000671, 
HEMBA1 004250, 
HEMBA1006916, 
NT2RM2001126, 
NT2RP2000514, 
NT2RP2003369, 
NT2RP3000059, 
NT2RP3000838, 
NT2RP3002738, 
OVARC1001086, 
PLACE1 000442, 
PLACE1 003407, 
PLACE1008716, 
THYRO1001071, 



HEMBA1 000835, 
HEMBA1 005246, 
HEMBA1007013, 
NT2RM2001558, 
NT2RP2000739, 
NT2RP2004108, 
NT2RP3000125, 
NT2RP3000921, 
NT2RP3004481, 
OVARC1001132, 
PLACE1 000907, 
PLACE1 003428, 
PLACE1011407, 
THYRO1001478, 



HEMBA1001184, 
HEMBA1 005267, 
HEMBB1002120, 
NT2RP1 000271, 
NT2RP2001223, 
NT2RP2004205, 
NT2RP3000201, 
NT2RP3001542, 
OVARC1 000208, 
OVARC1001607, 
PLACE1001100, 
PLACE1 005005, 
PLACE1011978, 
Y79AA1001062, 



HEMBA1003120(*602277), 
HEMBA1 006707(*603897) 
HEMBA1007013(*603730) 
NT2RM2001 558(*604689), 
NT2RP2000514{*602431), 
NT2RP2001 562(*603371 ), 
NT2RP2004205(*601 61 0), 
NT2RP30001 25(*1 80202), 
NT2RP3000677(*142765), 
NT2RP3002721 (*11 8950), 
O VARC 1 000275(* 1 25647) , 
OVARC1 001 725(*603046), 
PLACE1 000907(*1 94558), 
PLACE1005005(*603124), 
PLACE1011978(*603971) 



HEMBA1 004250(*600976), 
HEMBA1 006749(*603897), 
HEMBB1 0021 20(*603367), 
NT2RP1 000271 (*603899), 
NT2RP2000739(*1 94558), 
NT2RP2002674(*1 3281 1 ), 
NT2RP2005535(*603899), 
NT2RP3000201 (*604666), 
NT2RP3000838(*1 90370), 
NT2 R P3002738(*602265) , 
OVARC1 000331 (*1 39265), 
OVARC1 001 952(*1 90370), 
PLACE1 001 500(*603781 ), 
PLACE1 005239(*603365), 
PLACE20001 1 8(*301 000), 



HEMBA1 005246(*602291 ), 
HEMBA1 006902(*603897), 
MAMMA1002080(*602672), 
NT2RP1 000465(*602231 ), 
NT2RP2001 223(*603558), 
NT2RP2003369(*1 79555), 
NT2RP2006004(*600245), 
NT2RP3000232(*602277), 
NT2RP3001 542(*1 91161), 
NT2RP3004481 (*601 61 0), 
OVARC1 00041 0(*603874), 
PLACE 1 000258(*603971 ), 
PLACE1002905(*1 25950), 
PLACE1 007028(*6021 31 ), 
THYROI 000580(*602277), 



HEMBA1 001 886(*603899), 
HEMBA1 005267(*1 0641 0), 
HEMBA1006916(*601524), 
NT2RM2001 1 26(*603785), 
NT2 R P2000447(*602580) , 
NT2RP2001 529(*603289), 
NT2RP2004108(*601260), 
NT2RP3000059(*1 0641 0), 
NT2RP300061 6(*600245), 
NT2RP3002286(*604331 ), 
OVARC1000208(*603603), 
OVARC1 001 086(*603862), 
PLACE1000442(*601260), 
PLACE1 003428(*603570), 
PLACE1011407(*602277), 
THYRO1000866(*604045), 



THYR01 001 071 (*603533), Y79AA1 001 062(*1 91161), Y79AA1 001 530(*602662), 
[0256] Out of 21 5 clones excluding the above-mentioned clones, H EMBB1 000668 and NT2 RM4001 377 presumably 
belong to a group of signal transduction-associated proteins, based on the results of domain search by Pfam. 
[0257] HEMBB1 002302 presumably belong to a group of transcription-associated proteins, based on the results of 
domain search by Pfam. 

[0258] In the 437 clones categorized into secretory and/or transmembrane proteins on the basis of their full-length 
sequences, 41 0 clones were also predicted to encode proteins having functions of secretory and/or membrane proteins 
on the basis of their partial nucleotide sequences (5' sequences). In the 146 clones categorized into glycoprotein- 
associated proteins on the basis of their full-length sequences, 124 clones were also predicted to encode proteins 
having functions of glycoprotein-associated proteins on the basis of their partial nucleotide sequences. In the 57 clones 
categorized into signal transduction-associated proteins on the basis of their full-length sequences, 46 clones were 
also predicted to encode proteins having functions of signal transduction-associated proteins on the basis of their 
partial nucleotide sequences. In the 81 clones categorized into transcription-associated proteins on the basis of their 
full-length sequences, 57 clones were also predicted to encode proteins having functions of transcription-associated 
proteins on the basis of their partial nucleotide sequences. In the 85 clones categorized into disease-associated proteins 
on the basis of their full-length sequences, 6 clones were also predicted to encode proteins having functions of disease- 
associated proteins on the basis of their partial nucleotide sequences. The number of clones which were predicted to 
encode disease-associated proteins based on the full-length nucleotide sequences is much greaterthan that predicted 
based on the partial sequences. The reason is that the full-length sequences were categorized by using the data found 
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in the OMIM database into the category of disease-associated proteins. 

[0259] When the predicted functions based on the partial sequences were different from those based on the full- 
length sequences, several reasons were presumed; the ORF is too short in the partial sequence as compared with 
that of the full-length sequence; alternatively, P value for the partial sequence was greater than that for the full-length, 
5 that is, as compared with the probability of occurrence of the predicted function found in the full-length sequence, the 
probability was lower in the partial sequence. A protein does not always belong solely to a single category of the above- 
described functional categories, and therefore, additional functions can be found for the cDNA clones by further anal- 
yses. 

[0260] It is unclear, by the analyses for the full-length sequences so far, whether or not the remaining 212 clones 
10 encode proteins belonging to any of the categories of secretory and/or membrane proteins, glycoprotein-associated 
proteins, signal transduction-associated proteins, transcription-associated proteins or disease-associated proteins. 
Nonetheless, the functions which were predicted based on the partial sequences can be verified by further analyses. 
[0261] Among the 212 clones, there are 38 clones that presumably belong to the category of enzymes and/or me- 
tabolism-associated proteins, cell division- and/or cell proliferation-associated proteins, cytoskeleton-associated pro- 
's teins, nuclear proteins, DNA-and/or RNA-binding proteins, ASP- and/or GTP-binding proteins, protein synthesis- and/ 
or protein transport-associated proteins, or cellular defense-associated proteins. The clones containing results of ho- 
mology search of Swiss-Prot database were categorized by considering the keywords and mentioned items in the 
matching data. The clones containing results of homology search of GenBank or UniGene database were categorized 
by considering the definitions and mentioned items in the matching data. 
20 When the matching data contained keywords such as "metabolism", "oxido reductase" and "E.C. No. (Enzyme com- 
mission number)", the clones were herein defined as clones presumably belonging to the category of enzymes and/ 
or metabolism-associated proteins. When the matching data contained keywords such as "cell division", "cell cycle", 
"mitosis", "chromosomal protein", "cell growth" and "apoptosis", the clones were herein defined as clones presumably 
belonging to the category of cell division- or cell proliferation-associated proteins. When the matching data contained 
25 keywords such as "structural protein", "cytoskeleton", "actin-binding" and "microtubules", the clones were herein de- 
fined as clones presumably belonging to the category of cytoskeleton-associated proteins. When the matching data 
contained keywords such as "nuclear protein", the clones were herein defined as clones presumably belonging to the 
category of nuclear proteins. When the matching data contained keywords such as "DNA-binding" and "RNA-binding", 
the clones were herein defined as clones presumably belonging to the category of DNA- or RNA-binding proteins. 
30 When the matching data contained keywords such as "ATP-binding" and "GTP-binding", the clones were herein defined 
as clones presumably belonging to the category of ATP- and/or GTP-binding proteins. When the matching data con- 
tained keywords such as "translation regulation", "protein biosynthesis", "ami no-acid biosynthesis", "ribosomal protein", 
"protein transport" and "signal recognition particle", the clones were herein defined as clones presumably belonging 
to the category of protein synthesis- and/or protein transport-associated proteins. When the matching data contained 
35 keywords such as "heat shock", "DNA repair" and "DNA damage", the clones were herein defined as clones presumably 
belonging to the category of cellular defense-associated proteins. 

[0262] The following 1 0 clones presumably belong to enzymes and/or metabolism-associated proteins. 
HEMBA1 003315, HEMBB1002465, MAMMA1000614, NT2RP2000178, NT2RP2001388, NT2RP2001903, 
NT2RP2002304, NT2RP2005878, NT2RP3001685, PLACE1006219 
40 [0263] The following 4 clones presumably belong to cell division-associated and/or cell proliferation-associated pro- 
teins. 

MAMMA1 000403, NT2RM2000497, NT2RP2000394, Y79AA1002121 
[0264] The following 6 clones presumably belong to cytoskeleton-associated proteins. 
MAMMA1001609, NT2RM 200058 9, NT2RP3000063, PLACE1 004078, PLACE 1004492, PLACE 1008657 
45 [0265] The following 7 clones presumably belong to nuclear proteins. 

HEMBA1001878, HEMBA 1002992, MAMMA1000614, NT2RM4000965, NT2RM2001 738, NT2RP2001388, 
Y79AA1002121 

[0266] The following 5 clones presumably belong to DNA- and/or RNA-binding proteins. 
HEMBA1 003072, HEMBA1006770, HEMBA1007332, NT2RM2000497, Y79AA1002121 
50 [0267] The following 7 clones presumably belong to ATP- and/or GTP-binding proteins. 

HEMBA1002316, MAMMA1001609, NT2RM2000306, NT2RM2000497, NT2RP2000178, NT2RP3003729, 
PLACE1 004305 

[0268] The following 7 clones presumably belong to protein synthesis- and/or protein transport-associated proteins. 
NT2RM4000965, NT2RP2005069, NT2RP3000481 , NT2RP3000789, NT2RP4001877, OVARC1001 833, 
55 OVARC1 002058, 

[0269] The following clone presumably belongs to cellular defense-associated proteins. 
PLACE 1005539 

[0270] Although it is unclear whether or not 26 out of 174 clones other than the above-mentioned clones belong to 
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any of the above-described categories, these clones are predicted to have some functions, based on the homology 
search using their full-length sequences. The clone names and the gene definitions found in the result of homology 
search are shown below, separated by a double-slash,// 

HEMBA1000634//Homo sapiens T-cell activation protein (PGR1) gene, complete cds. . 
HEMBA1002524//Human MHC Class I region proline rich protein mRNA, complete cds. 
HEMBA1003399//MVP1 PROTEIN, 

HEMBA1 005489//Mus musculus semaphorin cytoplasmic domain-associated protein 3A (Semcap3) mRNA, com- 
plete cds. 

HEMBB1000542//Mus musculus bromodamain-containing protein BP75 mRNA, complete cds. 

MAMMA1000788//Bos taurus P14 (p14) mRNA, complete cds. 

MAMMA1002128//ABC1 PROTEIN HOMOLOG PRECURSOR. 

NT2RM2000514//Homo sapiens F-box protein Fbx21 (FBX21) mRNA, complete cds. 

NT2RM2000622//Mus musculus F-box protein FBL10 mRNA, partial cds. 

NT2RM40001 00//Homo Sapiens Leman coiled-coil protein (LCCP) mRNA, complete cds. 

NT2RP2005425//Homo sapiens mRNA for AKAP450 protein. 

NT2RP3001170//Mus musculus activity-dependent neuroprotective protein (Adnp) mRNA, complete cds. 

NT2RP3002571 //Bos taurus mRNA for lyncein. 

NT2RP3004557//Human Ki nuclear autoantigen mRNA, complete cds. 

OVARC1001596//Homo sapiens Art-like 2 binding protein BART1 mRNA, complete cds. 

PLACE1 0021 53//Homo sapiens TACC2 protein (TACC2) mRNA, partial cds. 

PLACE1003163//Homo sapiens DBI-related protein mRNA, complete cds. 

PLACE1005736//Human mRNA for BAS-GRIP protein. 

PLACE1007702//Mus musculus TRA1 mRNA, complete cds. 

PLACE1011045//Homo sapiens EMike protein mRNA, complete cds. 

THYRO1000061//Mus musculus mRNA for UBE-1c1 , UBE-1c2, UBE-1c3, complete cds. 

THYRO1000964//Drosophila melanogaster Felle associated protein Pellino (Pli) mRNA, complete cds. 

Y79AA1 000776//Mus musculus mRNA for GSG1 , complete cds. 

Y79AA1001056//Homo sapiens MAID protein mRNA, complete cds. 

Y79AA1001272//Homo sapiens retinoic acid repressible protein (RARG-1) mRNA, complete cds. 
Y79AA1001793//Mus musculus mRNA for GSG1 , complete cds. 



[0271] So far, useful information for presuming the functions are unavailable 
names are listed below. 

HEMBA1 000275, HEMBA1 000300, HEMBA1 000443, HE MBA 1000875, 

HEMBA1 001 296, HEMBA1 001563, HEMBA1 0021 64, HEMEA1 002239^ 

HEMBA1 003487, HEMBA1 004007, HEMBA1 004067, HEMBA1 004085^ 

HEMBA1005145, HEMBA1005430, HEMBA1005913, HEMBA1 006016, 

HEMBA1 006912, HEMBA1 007057, HEMBA1 007063, H EMBA1 007291 , 

HEMBB1 000642, HEMBB1 001 200, HEMBB1 001 547, HEMBB1 002039^ 

MAMMA1 000046, MAMMA1 000449, MAMMA1 000528, MAMMA1 000652, 

MAMMA1001066, MAMMA1001284, MAMMA1001623, MAMMA1001 634^ 
MAMMA1 002205, MAMMA1 002224, NT2RM2000582, NT2RM2001 643, 

NT2RM4001 321 , NT2RP1 000002, NT2RP1 000239, NT2RP1 000679, 

NT2RP2000240, NT2RP2001 878, NT2RP2001 921 , NT2RP200201 5,' 

NT2RP2003599, NT2RP2003931 , NT2RP2004069, NT2RP2004141 , 

NT2RP200551 4, NT2RP2005632, NT2RP2005887, NT2RP2006099,' 

NT2RP3000444, NT2RP3000645, NT2RP3000871 , NT2RP3001044, 

NT2RP3002281 , NT2RP3002324, NT2RP3002353, NT2RP3002409! 

NT2RP3002887, NT2RP3002983, NT2RP3003448, NT2RP3003469, 
NT2RP3003963, NT2RP3004000, NT2RP3004202, NT2RP3004321 , 

NT2RP3004355, NT2RP3004374, NT2RP400271 5, OVARC1 000090, 

OVARC1 000775, OVARC1 000853, OVARC1 000995, OVARC1 001 222, 

PLACE1 001 1 1 4, PLACE1 00 1 229, 



for the remaining 148 clones, of which 



OVARC1 0021 78, PLACE1 000986 
PLACE1 003460, PLACE1 003644, 



PLACE1 004028, PLACE1 0041 99, 

PLACE1 005669, PLACE 1 005768, PLACE1 00651 5, PLACE1 006786, 

PLACE1007591, PLACE1007971 , PLACE1008984, PLACE1009735, 

THYRO1000846, THYRO1000999/ THYRO1001063, THYR01 001128, 



HEMBA1 000907, 
HEMBA1 002985, 
HEMBA1 004952, 
HEMBA1006517, 
HEMBB1 000276, 
HEMBB1 002228, 
MAMMA1 000706, 
MAMMA1001901, 
NT2RM4000115, 
NT2RP1 000740, 
NT2RP2002409, 
NT2RP2004447, 
NT2RP2006134, 
NT2RP3001061, 
NT2RP3002448, 
NT2RP3003473, 

OVARC1000137, 
OVARC1001260, 
PLACE1001788, 
PLACE1004519, 
PLACE1 007040, 
PLACE2000219, 
THYRO1001471, 



HEMBA1001272, 
HEMBA1 003294, 
H EM BA1 004971, 
HEMBA1 006544, 
HEMBB1 000309, 
HEMBB1 002663, 
MAMMA1000814, 
MAM MA1 002087, 
NT2RM4000295, 
NT2RP1 000903, 
NT2RP2002510, 
NT2RP2004837, 
NT2RP3000427, 
NT2RP3001754, 
NT2RP3002664, 
NT2RP3003559, 

OVARC1 000467, 
OVARC1001727, 
PLACE1 003438, 
PLACE1 005601, 
PLACE1 007077, 
PLACE4000455, 
THYRO1001495, 
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THYRO1001608, THYRO1001803, Y79AA1 000127, Y79AA1 000750, Y79AA1001592, Y79AA1001863, 

EXAMPLE 18 

5 Expression frequency analysis using PCR 

[0272] Many genes acting at the downstream of TNF-. and IL-1 . among inflammation-associated cytokines have 
been previously identified. The respective stimulations are transduced through independent pathways of signaling 
cascade. There exists another signaling cascade for both stimulations, wherein NF-.B is a common transducing mol- 

10 ecule shared by the two stimulations (J. Leukoc. Biol., 1994, 56(5): 542-547). It has also been revealed that many 
inflammation-associated genes, including IL-2, IL-6 and G-CSF, are varied in their expression levels in response to 
the signal through the common pathway (Trends Genet. 1999, 15(6): 229-235). A survey was performed by using 
ATAC-PCR method (adaptor-competitive PCR method: Nucleic Acids Res. 1997, Nov 15; 25(22): 4694-6) for genes 
of which expression levels were varied depending on stimulation of inflammatory cytokines, TNF-. and IL-1 .. It is pos- 

15 sible that genes of which expression is varied in response to this stimulation also participate in inflammation. 

[0273] Jurkat cells (Dainippon Pharmaceutical Co., Ltd.: catalog No. 06-152) were cultured in a PRMI1640 medium 
(Nikken Biological and Medical Institute: catalog No. 14-501 F) containing 10% fetal calf serum until the cell count 
reached 10 7 cells. The cells were transferred into a fresh medium containing 10 ng/ml TNF-. (recombinant Tumor 
Necrosis Factor; Wako pure chemical Industries Inc.: catalog No. 201-13461) or IL-1. (recombinant lnterleukin-1 .; 

20 PeprotechEC: catalog No. 200-01 B) and, further, cultured at 37. under an atmosphere of 5% C0 2 . The cells cultured 
in the presence of TNF-. were harvested 1 , 3 and 7 hours after addition of TNF-.. The cells cultured in the presence 
of IL-1 . were harvested 1 and 7 hours after addition of IL-1 .. Total RNA was extracted from each of the cells by AGPC 
method (Acid-Guanidinium-Phenol-Chloroform method: Ana Biochem. 1987, Apr; 162(1): 156-9). Total RNA was also 
extracted form the cells in the absence of any stimulation of TNF-. and IL-1 

25 [0274] ATAC-PCR analysis is performed basically according to the same procedure as described in "DNA Microarray 
and Advanced PCR Methods" (Cell Engineering, p. 104-112, (additional volume, Genome Science Series 1), Muram- 
atsu & Naba (eds.), Shujunnsya). Adaptor ligation reaction was performed for an internal standard sample (which was 
used for preparing a calibration curve for the assessment of the test samples) and test samples in the following inde- 
pendent two reaction systems. Combinations of each type of the 6 adaptors (AD-1 , AD-2, AD-3, AD-4, AD-5, and AD- 

30 6: see the sequences shown below) with each sample are as follows: 

Reaction system A 

AD1 : internaf standard sample (x1 0 concentration) 
35 AD2: sample before stimulation 

AD3: internal standard sample (x3 concentration) 
AD4: sample with IL-1 stimulation for 1 hour 
AD5: sample with IL-1 stimulation for 7 hours 
AD6: internal standard sample (x1 concentration) 

40 

Reaction system B 

AD1 : internal standard sample (x1 concentration) 
AD2: sample with TNF stimulation for 1 hour 
45 AD3: sample with TNF stimulation for 3 hours 

AD4: internal standard sample (x3 concentration) 
AD5: sample with TNF stimulation for 7 hours 
AD6: internal standard sample (x10 concentration) 

50 

Adaptor sequence 
AD1; 

SEO ID NO:4180//5'-CTACATATTGTCCTTACAACGCG-3' 
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SEQ ID N0:4181//3'-CATCTATAACAGCAATCTTGCGCCTAG-5* 
AD2; 

SEQ ID N0:4182//5'-GTACATATTGTCGTTAGAACGCGACT-3' 
SEO ID N0:41 83/ /3'-CATGTATAACAGCAATCTTGCGCTGACTAG-5' 
AD3; 

SEQ ID N0:4184//5'-GTACATATTGTCGTTAGAAC;GCGCATACT-3' 
SEQ ID N0:41 85//3'-CATGTATAACAGCAATCTTGCGCGTATCACTAG-5' 
A04; 

SEQ ID N0:4 1 86//5' -GTACATATTGTCGTTAGMCGCGATCCATACT-3' 

SEQ ID N0:4187//3'-CATGTATAACAGCAATCTTGCGCTAGGTATGACTAG-5' 
AD5; 

SEQ ID N0:4188//5'-GTACATATTGTCGTTAGAACGCGTCAATCCATACT-3' 
SEQ ID N0:4189//3'-CATGTATAACAGCAATCTTGCGCAGTTAGGTATGACTAG-5' 
AD5; 

SEQ ID N0:4 1 90/ /5'-GTACATATTGTCGTTAGAACGCGTACTCAATCCATACT-3' 
SEQ ID N0:4 191/ /3 , -CATGTATMCAGCAATCTTGCGCATGAGTTAGGTATGACTAG-5' 

[0275] In this assay, the internal standard samples used were total RNA from cultured cells or human tissues from 
which the cDNA libraries originated. The cultured cells and the total RNAs from tissues are indicated below. Culture 
of the cells was performed according to the method as described in the supplier's instruction manual. RNA preparation 
was carried out by standard methods. 

Human teratocarcinoma cell NT-2 (Stratagene, catalog No. 2041 01 ) 

Human neuroblastoma cell SK-N-MC (Dainippon Pharmaceutical Co., Ltd., catalog No. 04-010) 
Human neuroblastoma cell Y79 (Dainippon Pharmaceutical Co., Ltd., catalog No. 04-018) 
Human placenta tissues total RNA (BioChin, catalog No. 064008) 
Human breast tissue total RNA (Clontech, catalog No. 64037-1) 

[0276] PCR primers used for amplification of specific genes, and names of the corresponding cDNA clones are 
shown below. The assay was not carried out for clones of which corresponding internal standard sample could not be 
prepared for the assay. The gene-specific primers were designed so that the PCR products derived from the cDNAs 
with adaptor were 70-200 bp in size. Sequence of the adaptor-specific primer (labeled with fluorescent dye (FAM)) 
used for- the competitive PCR was GTACATATTGTCGTTAG AACG C (22 nucleotides, SEQ ID NO' 4192) PCR was 
performed basically at 94. for 5 minutes; and at 94. for 30 seconds, at 50. for 60 seconds, and at 72. for 60 seconds 
for 30 cycles. The annealing temperature was, however, changed in some PCR experiments. 
[0277] Nucleotide sequence of clone-specific primer (all the primers consist of 20 nucleotides) used in this experiment 
[0278] Clone names, primer sequences, and SEQ ID NOs were shown in this order, separated with a double-slash 
mark, // 
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MAMMA 1 000046/ /GTTACATCCMGCATACAGG//SEQ ID N0:4193 
MAMMA1 000 1 02//ACGGGGTCTCATTCTGACAC//SEQ ID N0:4194 
MAM MA 1 000 1 4 1 // CAAGGTAACACGAGTCTATC //SEQ ID NO:4195 
MAM MAI 00022 6// ACTGAGGGGCAAAGGAGAGA //SEQ ID N0:4I96 
MAMMA1000403//ATTTTCCTGGAGAGCCGACT//SEQ ID N0:4197 
MAMMA1000473//TGGAAAGTGTACCGGAATTG//SEO 10 N0:4198 
MAM MA 1 0004 9 6//TCAATCTGGCGCTCTGTCAC//SEQ ID N0:4I99 
MAMMA1 0006 1 4//AGTTCTTTACATGCTGAGGT/ /SEQ ID NO:4200 
MAMMA1000652//TGGTGGAAGACTGGGTTTGC//SEO ID NO:4201 
MAM MA 1 00070 6//ATGG TCH GTGGTGCCAGGT//SEQ ID NO:4202 
MAMMAI000788//TGTCCAAAAGCCACACAGAG//5EQ ID N0:4203 
MAMMA1 00081 0//ATACTTCCCGCACCCCAAAA//SEQ ID. N0:4204 
MAMMA 1 00081 4//CAGGGTTTCTGCATGTTGGC//SEQ ID NO:4205 
MAMMA1 000881 //ATGGAGTTTCACTCTTGTTG/ /SEQ ID NO:4206 
MAMMA1 000986/ /TGCTGCTTCTTTACATGGGA//SEQ ID NO:4207 
MAMMA1000994//CAGGATAGAGGTTGCAGGCT//SEO ID NO: 4208 
MAMMA1 001066//GATGGGGTCTCACTCTGTCA//SEQ ID N0.4209 
MAMMA1 001 094//ACGTCCAGAAACTACAGGGT//SEQ ID NO:42IO 
MAMMA1 00 1 1 4 1 // ACTGTACTTAGGATGCTTCA//SEQ ID NO:4211 
MAMMA1 001 237//GGGCAACCCTATGTAGATGA//SEQ ID N0:4212 
MAMMA1 001 284//GTCTGCTCTGTTACATAGGG//SEQ ID N0:4213 
MAMMA1 001 310/ /ACGCCTGTAATCCCAACCCA//SEQ ID N0:4214 
MAMMA1001344//GCCAGTTTGTTCTAGGATGC//SEO ID NO:4215 
MAM MA 1 00 1 532// ACATCTATAAGGCTGTTTGC//SEQ ID N0:42I6 
MAMMA 1 001 609//GGGTCTCACTCTGTTACCCA//SEQ ID N0:4217 
MAMMA1 00 1 6 1 5// CAAGGGACACTGAGAACTGG/ /SEQ ID NO:4218 
MAMMA 1 00 1 623/ /GGATTGAT GCCCGATACTTA//SEO ID N0.4219 
MAMMA1 001 901//GATAGGGTCTCATTCTGTTA//SEO ID NO:4220 
MAMMA1001957//TAGTAGAGACGGGGTTTCAC//SEQ ID N0:422! 
MAMMA1001978//CTCCCTCAGACGCTTTATTG//SEQ ID NO:4222 
MAMMA1 002070//GAAGAGAAACTGGGGCATCC//SEQ ID NO:4223 
MAMMA1 002080/ / ACTCTCCCTCACTACCACTG/ /SEQ ID NO:4224 
MAMMA1002087//AGCTCGTCTCATGGGCAACT//SEQ ID NO:4225 
MAMMA1 00209 1//CTGACGTAGGTGAGGTCCAT//SEQ ID NO;4226 
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MAMMA1 002095//CATSTTTATGCTCAGCTAGT//SEO ID NO;4227 
MAMMA 1 002 1 28//TGGAGCAGATGAGGAAGGAG//SE0 ID K0:4228 
MAMMA1 002 1 42/ /TCTCTTAAACATGCAACAGG//SEQ ID N0:4229 
MAMMA1 0021 65//CTCAAACACCCAGGCTCAAG//SE0 ID N0:4230 
MAMMA1002234//TTTGTCTTCCTCTAAACCAG//SEQ ID NO:4231 
MAMMA1002586//CTCCACCGAAAAGACCCATT//S:0 ID N0:4232 
MAMMA 1 002 633/ / CACAGCAGCATCTCCAAGCA//SEQ ID N0:4233 
MAMMAI003I26//ACAGTATCAGAGGAGCACGA//SE0 ID KC:4234 
NT2RM 1 000462// AGAGCCGAGGACATTTGAGG//SEO ID NO:4235 
NT2RM 1 000542/ / CAAGGGCACGTTTCAGCACT//SEQ D N0:4236 
MT2RM 1 000789//TTCGCnGCTCnCTCTGGA//SEQ ID N0:4237 
NT2RM 1 000855// AGCAAGGTCTCCAGAGTGTG/ /SEQ ID N0:4238 
MT2RM1 000858//GAACAGGAAAATGCTCTCAG//SE0 ID N0:4239 
NT2RM200O241//CTGCnGCCTGCCnGTAGT//SEO ID N0:4240 
NT2RM200030 5//TAGTC CCTTTCCTG ATGGTC //SEQ 0 NO:4241 
NT2RM2000497//TTAGTAGAGACGGTGTTTCA//SEQ ID N0:4242 
NT2RM20005 1 4//TGTTCTCTTTCTTTGCACTG//SEQ ID N0:4243 
NT2RM2000582//5GGAATAACATCTACAACCT//SEO ID N0;4244 
NT2RM2000588/ / CCCCAGAAACAGAGAAGGCT / /5EQ ID N0:4245 
NT2RM2C00589//TAAGGCATGTGTCCTCTAAG//5EQ ID NO:4246 
NT2 RM2000 622/ / ATCTC GGCTATGAACTGCTC//SEQ ID NO:4247 
NT2RM2000773//TTCTGCCCCTCCTCAAACCT//SL0 ID NO:4248 
NT2RM200 1 1 26//GCAACAGCTTCTTCATGGGT//5EQ ID N0:4249 
iNT2RM2001558//TCGCCCACACTGCATCCTTT//SEQ ID N0:4250 
NT2RM200 1 626//TCGGGTGGCAGTGTGTTGAA//SEQ ID NO:4251 
NT2RM2O0 1 643// GTAGTTCTCTCTGAAGAATC / /SEQ ID N0:4252 
NT2RM2001 738/ /CCCAGCACTTTTATTTGTAG//SEQ ID N0:4253 
NT2RM200 1 792// AGTGTAGTTTGGAGATGAGA//SEQ ID N0:4254 
NT2RM200 1 902//TCCCCATCCAGCCACAGAAA//5EQ ID NO:4255 
NT2RM2002109//AnCCCTATAGAAAGTCAGC//SEQ ID N0:4256 
NT2RM4000 1 00//GCATTTATAGGGCTCAAGAT//SEQ ID N0:4257 
NT2RM40001 i 5//TAGTTTCGACTTCTGGTTCA//SEQ ID N0:4258 
NT2RM4O00284//ACATCCTTCAAATCAGCATC//SEQ ID N0:4259 
NT2RM4000295//GGTCTCACGCTGCTCACAAA//SEQ ID N0:4260 
NT2RM4000417//TGCTGTGTAGTATTCCTTAG//5E0 ID N0:4261 
NT2RM4000761 //CTAATACAATGCCAGTCAGG//SEQ ID N0:4262 
NT2RM4001377//CTAGCnCCTCTCCCAAC"G//SEQ ID NC;4263 
NT2RM400 1 735//TCATCACGACTGCTGTAGAG//SE0 ID N0:4264 
NT2RM400 1 768//TTAGTAGAGGTGGGGTTTCA//SEQ ID N0;4265 
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NT2RM4001843//CAAGGGCACGTTTCAGCACT//SE0 ID N0:4266 
NT2RP1 000239//nAGCAGTGTATCCmCCG//SEQ 10 NO:4267 
NT2RP 1 000465//TTGCCCAGGCTAGTCTCGAA//SEQ ID N0:4268 
NT2RP 1 000468/ /TTGCCCAGGCTAGTCTCGAA/ /SEO ID N0:4269 
NT2RP 1 000679//GGCCTCAGnCCnGCATIT//SEO IC NO:4270 
NT2RP 1 000740//CGCTATATTTCATGGGCTTT/ /SEO 10 N0:4271 
NT2RP1 001 03 1 //CATGnACCTATACACACCA//5EQ ID NO:4272 
NT2 RP2 00009 2/ /CAC ACAC ACATG AACTC ATT//SE 0 ID NO:4273 
NT2RP2000 1 78/ /ATCTTTTGTGACAGCTCCAG// 5E0 IC NO:4274 
NT2RP2000240//CCAnCCACTCATACCAAGA//SE0 ID N0:4275 
NT2RP2000447//CTCTTGGCATGATAGGTCTT//5E0 ID N0:4276 
NT2RP2000510//GACATGACACAAAATTAGCC//SEQ ID NO:4277 
NT2RP200061 6//AAAATAACTGCCTGGGAGGT//SE0 ID NO:4278 
NT2RP20007 1 2//GAAGGTAGAGCTTGAGAGAG/ /5EQ ID NO:4279 
NT2RP20007 39/ / AGCAACAGGGAATGGAGGTG//SEQ ID NG:4280 
NT2R 3 200081 3//GGGMGAAATGAGACAAAGA,/ /SEO ID NO:4281 
NT2RP200 1 200//ACCACATAGCTGCAGGAAAG//SEQ ID NO:4282 
NT2RP200 1 276//TTGCCGTTGGTGCTGGTAGT//SEQ ID NO:4283 
NT2RP200 1 388//rGCCACAATCTCCGCTCACT//SEQ ID NO:4284 
NT2RP2001469//TAATGGGTGGTGGGAGCTGA//SEQ ID NO:4285 
NT2RP200 1 538//GAAAAGGGTAGGCAGCMGG//SEO ID N0:4286 
NT2RP2G01 562//CACCCTGCCACAAGACATTT/ /SEO ID N0:4287 
NT2RP200 1 662//AAGAGGCTGGGCAAATGGCA//SEQ ID N0:4288 
1 NT2RP2001 755//CAAGCAAATAArCCAGCCAT//SEQ ID N0:4289 
NT2RP200 1 8 1 7//CTAAAGCAACAGAGGAATAC//SEO ID N0:4290 
NT2RP200 1 92 1 //TG I GGGGTTGGTCTTTGGAA//SEO ID N0:4291 
NT2RP200 1 948//GCAnGAGGACTTTTCCAGA//SEQ ID NO:4292 
NT2RP200201 5//GTAGTTCTCTCTGAAGAATC/ /SEQ D NO:4293 
NT2RP2Q03138//ATGGAAGAGCCTCACGCAAA//SEQ ID NO:4294 
NT2RP2003 1 94//CACCTCTCATGTTTCTGCAC / /SEO ID N0:4295 
NT2RP2003302//AGACGACAGTTGGAAGATTT//SEQ ID K'0:42S6 
NT2RP2003390//CTGTGGGTGATTTTCTGGCA//SEO ID N0:4297 
NT2RP20C3593//CTGACCCCTAAGTAAATGAA//SEO ID N0:4298 
NT2RP2O03564//GCGTGTGATGTTTACTTCTC//SEQ ID NO:4299 
NT2RP2003950/ /CTGAAGGACGT ACTGAC ACT/ /S EQ ID N0:4300 
NT2RP2004069//CATCACCAAGGTATTAAGCC//5EQ -D N0:4301 
NT2RP2004 1 03//GATAGGTTACTGGTGAATTG//SEG ID N0:4302 
NT2RP2005O69//GAAAATGAACCTGTAGCCTT//SEQ ID NO:4303 
NT2RP2C05378//ATTCTGGCTCCCTCTTCCTC//5EQ ID NO:4304 
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NT2RP2005391//CMGGTGGAOTACATGGG//SE0 ID N0:430: 
NT2RP20Q5535//CAATTATCGCCATGTCTCTT//SEQ ID NO:4306 
NT2RP200559 7//GAC CMGACCC^TCAACCTC / /5EQ ID N0:43G7 
NT2RP2006092/ /TCCTACGTTGTGGTGCAGTG/ /SEQ ID N0:43C8 
NT2RP200613V/TGACTGCCAATTAGAMCC7//SEQ ID N0:430S 
NT2RP2006208//AAAArTGGCrTCTGCCTAGT//'oEG ID :M0:43'0 
NT2RP2006476//GTTCACCTTCACArCCAAAA//SEQ ID N0:4311 
NT2RP300001 1 / /TGGCACAATCTCAGCTCACT//SEQ !D N0:4312 
N T 2RP300003 1 / /TTCTGGGCTGGAGTAGTGGT//SEO ID N0:43I3 
NT2RP3000063//AGATAGTCACATAGACAGAG//SEQ 0 N0:4314 
NT2RP3000 1 25//ACACATCCMCCCTTCACTT//SE0 ID N0:4315 
NT2RP3000 1 48//AACAAGTCCA3CCCCAGAAG//SE0 ID NO:43!6 
NT2RF3000169//CGMGCACGCCATATGAAGC//SEQ ID N0:4317 
NT2RP3000 1 7 1 //CAGAATTTTGCCACGAGGAT//SEQ ID N0:4318 
NT2RP3000 1 72//GGCACAGACACCATCCTTGA//SEQ ID N0:4319 
NT2RP300020 1 / /AATGGGGTTTTGCCAGGTTG//SEO ID N0:4320 
NT2RP3000232/7ACCITCATACMCTTTTCCC//SEQ ID N0:4321 
NT2RP3000304//TGGTCTGCCTCATCCTTCTC//SEQ ID NO:4322 
N T 2RP3000378//CAAAAGGGTAGGCAGCAAGG//SEQ ID NO:4323 
NT2RP3000427//ATGTAAAGTGT3GAGTACCC//SEQ ID M0:4324 
NT2RP3000444//TTCTTCTCACTCACCTCCAC//SEQ ID NC:4325 
NT2RP3O006 1 6//GTGAIAGTAACACAATCCTG//SE0 ID NO:4326 
NT2RP3000645//TGGCCAGTGTATGAGAGGTC//SEO ID N0:4327 
NT2RP3000676//CAAGACAACAAAACAGAACG//SEQ ID N0:4328 
MT2RP3000677//TCCATTTTAGCTGTACACAC//SEG ID N0.-4329 
NT2RP300072 1 / /GAGACTGTGA7GCCTTGGTG //SEO ID N0:4330 
NT2RP3O0O789//MCTGATGGCTTCTGTCTCC//SEO ID N0:4331 
NT2RP30C08 1 8/ /GGGAGAACCCTAGAAAAGM/ /SEQ ID N0:4332 
NT2RP3000820//TCACATTCA4GCTCTACGTC//SEQ ID N0:4333 
NT2RP3000838//CTAGCTTCCTCTCCCAACTG//SEO ID N0;4334 
NT2RP3000871//GATTGIGCTTGGAGCTTGGC//SEO ID N0:4335 
NT2RP3O009O7//GGGAGATGAAGAGGAAGCAC//SEQ ID NC:4335 
NT2RP3O0092 1 / /ACATGGGTAGCACTCCTTTT/ /SEQ ID N0.4337 
NT2RP300 1 0 1 2//ACCCATTTCTACCTCTCTTA//SEQ ID N0:4333 
NT2RP3001044//AGCMGGCAATGAGGATACT//SEQ ID NG:4339 
NT2RP300! 159//AAATGTAGGGGTGGGGAAGT/ /SEQ ID N0:4340 
NT2RP300 1 240/ /AGCAAGGTCTCCAGAGTGTG/ /SEQ ID NO:4341 
NT2RP3O01271//GTGCTTCTACCATTGAGGAT//SEQ ID NO:4342 
NT2RP3O0I542//TCCTCCTCACTGCCTTCAAA//SEQ ID NQ;4343 
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NT2RP300 1 560/ /CGCCTCCACAAACAAACCCT//SEQ ID N0:4344 
NT2RP30C 1 592//TAAAAGGGAGGATGT FCAGT//SEQ ID N0:4345 
NT2RP30G 1 650//GCATCTTCTGGTAGTTGTCC//SEQ ID N0:4345 
NT2RP300 1 685//GATTC7CCnGCCTCAGCCT//SEO 10 N0:4347 
NT2RP300 1 754//AGnAGTGGTGCCTGCnCC//5EQ 10 N0:4348 
NT2RP300 1976/ /CTCACTGGCATTTAGCTGGT//SEQ ID N0:4349 
NT2RP30020 1 5//CAACAACCTTCCTCCTACCC//SEQ ID N0:4350 
NT2RP3002281 //TAAACAGTCAACCAATGCTC//SEO ID N0:4351 
NT 2RP3002 28 6 / / MGCAAGAGATTTGGAGGAA/ / 5EQ ID NO:4352 
NT2RP3002353//GGCTGGAACTCAATTTCTGC//SEO ID N0:4353 
NT2 RP3002409// GTACCCCTAGTGAAGACCTG//SEO ID NO:4354 
NT2RP300241 1 //TCAATAGCTACCTGTAGAGT//SEQ ID NO:4355 
" NT2 RP3002448//TCTTCCTACGACATAACCAT// SEQ ID N0:4355 
NT2RP300257 1//GCCCAAAATCCAACAGTAAA//SEG ID N0:4357 
NT2RP300272 1 //AGTGGCTTGTATTCTGTGGA//SEQ ID M0:4358 
NT2RP3002737//GTGAGGTACTTGCATATCCG//SEQ ID NO:4359 
NT2RP3002738//TCCCCGATGAACACCAGCTT//SEQ ID NO:4360 
NT2RP3002790//CTGGAGCCTGATTATGAGAA//SEQ ID N0:4361 
NT2RP3002836//CnTAGCMCATAACCTCCA//5EO ID N0:4362 
NT2RP3002900//mcnCCTCCCT.AACACAT/AEQ ID N0:4363 
MT2RP3002958//GCCTTCnCCAGCTCTACAT//SEQ ID N0:4364 
NT2RP3002983//AATTTCCTTGCTAGAAGGCT//SE0 ID N0:4365 
NT2RP3003354//GGCTGACACCTATTATCCCA//SE0 ID N0:4356 
NT2RP3003448//TGTAGTCCCAGCTATTCAGG//SE0 ID N0:4367 
NT2RP3003473//AATTAATCTCTGGGTAGCAC//SEQ ID N0:4368 
NT2RP3003527//TGTCAATGGCCAGGTCGTAG//5EQ ID NO:4369 
NT2RP3003532//TAAACTGACTTCCTCTTGGG//SEQ !0 NO:4370 
NT2 RP3003 5 3 5//CT AATGCCAGTGTTT CAAGA/ / SEO ID NO:4371 
NT2RP3003559//MTTCnG T CCIGCTnTCC//SEQ ID N0:4372 
NT2RP30036 1 4//GG GTCTTTGG ATTG AGTGTC / /SEO ID N0:4373 
NT2R P30039 63/ / CACGATT ATCTCTGCCAAAA// S EO ID N0:4374 
NT2RP3004OOO//TGGCCAGTGTATGAGAGGTC//SEQ ID N0:4375 
NT2RP3004025//CACATTCTGGTGGAAAAGCA//SEO ID NO:4376 
NT2RP3004067//TGATGACACGCAGCACTTCC//SEQ ID N0:4377 
NT2RP3004075//TTTCAAGTCAACACCTGCAC//SEO ID N0:4378 
NT2RP3004090/AACACTACAGATGGGCAAAA//SEO ID NO:4379 
M2RP30041 1 9//TCTAAGGCTGGGTACAGIGG//SE0 ID N0:4330 
NT2RP3004 1 30// ACATTTC1 CCTCCATACGCA//5EQ ID N0:4381 
NT2RP30041 33//TAACCGCACTATGAGGAAAG//SEQ ID NO:4332 
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NT2RP3OO4202//CACTGGCCTGGTAATAGAGT//5E0 ID N0:4383 
NT2RP3004294//ATATTCCACTCCCCATTCGC//SEQ 10 N0:4384 
NT2RP3C0432 1 //CACCAACATGCTAG AAGTGC//S EQ ID N0:4335 
NT2RP3004345//AACTCTCATTCCATAAGGTG//SEQ ID N0;4386 
NT2RP3004406//CACCTAAAAGACTAATCCCT//SEQ 0 NO:4387 
NT2RP3004552//GMTCCAAAAGCCGGTAGGG//SEQ ID N0:4388 
NT2RP300455 7// GAAAGAGGTCAAAGTACCTG//SEO ID N0:4389 
NT2RP3G04625/ / ATACAGGCAGCAGGAATCAC//SEO ID N0:4390 
NT2RP3004647//CAAGACAACAAAACAGAAGG//SEQ ID N0:4391 
N T 2RP4000634//ATGAAGAGTTACCJATGTGG//SEQ ID NO:4392 
NT2RP4O00962//AACCCTGGGCTTGGAATTCA//SEO ID N0:4393 
NT2RP400 1 00 1 //TTTCACAATGCTACAGAGGT//SEO ID N0:4394 
NT2RP4001009//MIGTCAGCGGAGCAAMGA//SE0 ID N0:4395 
NT2RP4001467//GTTGAGAATGCTGGACTTCA//SEQ ID N0:4396 
MT2RP4001 877//AATCATATAGTCCCAGGTTG//SEQ 'D NO:4397 
NT2RP400 1 879//GTGTGAGAGTAGTTGGGGAA//SEQ ID N0:4398 
NT2RP4002187//TCAATAGCTACCTGTAGAGT//SEC ID N0:4399 
NT2RP400245 1 //CATAAACAGTGACAGCAGA4//SE0 ID N0:4400 
NT2RP400271 5/ /AGCAAGGCAATGAGGATACT//SEQ 10 N0:4401 
NT2RP4002750//CAGCA1TTAGGTGTGACGAT//SEO ID N0.4402 
PLACE1000040//ACATTGCTTGAGTCTTGCCA//SE0 ID N0:4403 
PLACE! 000986/ /CAAGGAGGTMTAGGGAGAT/ /SEQ ID NO: 4404 
PLACE 1 002080/ / CTCACTCTGTCATCGAGGCT/ /SEQ ID NO:4405 
PLACE 1 002547/ / GTACCCCTAGIGMGACCTG//SEO ID N0:4406 
PLACE 100291 1 //CAMGCCMGTCTTCAGGCT//SEQ ID N0:4407 
PLACE 1 003407// GACTACAAAACCCTGGAAAG//SEQ ID N0:4408 
PLACE1003573//GGTGGCA.TGTAAATAAGACT//SEO ID NO:4409 
PLACE 1 004078/ / CTCAGCCTTCCAAGTAGCAG / /SEQ ID N0:4410 
PLACE 1 004 1 99/ /GGAATCTGGGAGTCAAAATC/ /'SEQ ID N0:44I1 
PLACE 1 004305/ /GCACCACTTTCGTCTTGAGC//SEO ID NO:4412 
PLACE 1 004450//GGCACTTAGCTTCTIGTTTT//SEO ID N0:4413 
PLACE 1004492//IGGGCATCAATAAACACCTC//SEO ID N0:4414 
PLAGE 1 004530/ /TGCTTTTGTATGGCCTGGGA/ /SEQ ID N0:4415 
PLACE1 00481 6//ATGTGGACAGCCAA.GCAGAG//SEQ ID N0:4416 
PLACE 1 00503 1 // CGTGTTCCCCTTCTTGTTTG//SED ID N0:4417 
PLACE 1 005539//AGAGGTAGMTGAGGGGAAA//SEQ ID NO:4418 
PLACE1005559//CTCAACCCTGGCCTGTGAAA//SEG ID N0:4419 
PLACE 1 00560 1 //AGATGGGGACTATGAAGAGG//SEQ ID NO:4420 
PLACE 1 005736/ /CCTCTMTCCCAGCACTTTG//SE0 ID KC:442t 
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PLACE! 0058 1 5//ACAmMGTTTTGCTCTT//SEQ ID N0.4422 
PLAC E 1 00592 7/ /GGTGTAGCCCATTGTAGAGG//SEQ ID NO:4423 
PLAC E 1 00607 1 //TTTGCTC1TTAACTCTGCCT//5 EQ ID NO:4424 
PLACE! 00607 3//TAAAGGGCAGGGTGGAGGAA//SEQ ID NO:4425 
PLACE 1 006079//TGATGTCCACTGICTTATTG//SEQ ID NC:4426 
PLACE1006756//CAAGGAGGTAATAGGCAGAT//SEQ ID N0:4427 
PLACE1007077//ATGTGCTGGTAAGTGAAATC//5EO ID N0:4428 
PLACE1007081//GCCGGCCAAGTTTACACGAA//SEQ ID N0.4429 
PLACE1007845//TAACCGCACTA7GAGGAAAG//SE0 ID NO:4430 
PLACE1007971//GACAATTCAACTGGMGACC//SEQ ID N0:4431 
PLACE 1008282/ /CGTGATGACTGCCAACTCCA/ /SEQ ID N0.4432 
PLACE1008359//AACAGGGTCCCATTTATTTG//SEO ID NO:4433 
PLACE1008469//TIGTCATCCTCCTGCCTCTG//SE0 ID NO:4434 
PLACE1008657//CTCAGCCTTCCAAGTAGCAG//SEQ ID N0:4435 
PLACE 1 008744//TAAACMGACCCAGCACCAT//SEQ ID NO:4436 
PLACE1008984//TCGAGACCGCITCCCATAGA//SE0 ID NO:4437 
PLACE1009546//AGGTAGCCGATGACAAAGCC//SEO ID N0:4438 
PLACE 1010011/ /GGATATAAAGACAAGGATGC/ /SEQ ID NO:4439 
PLACE1010713//TCAATAGCTACCTGTAGAGT//SEO ID N0:4440 
PLACE1011C19//MGGAGTGAAGCTCCATGCC//SEQ ID N0:4441 
FLACE101 1 1 16//CCArTACAAACCCTTTAACC//SEQ ID NO:4442 
PLACE101118l//TGnAICCAnGnCACCTG//5EQ ID NO:4443 
PLACE1011364//TGTTGACGCTGAmAGGCA//SEQ ID NO:4444 
PLACE30002 1 3//TAAACAAGACCCAGCACCAT//SEQ ID NO:4445 
PLACE4000354//TAAACAAGACCCAGCACCAT//SEQ ID N0:4446 
PLACE4000455//CAAGGAGGTMTAGGGAGAT//SEQ ID N0:4447 
SKNMC 1 00001 4//CGAGACAGGGTCTTGGTTT G/ /SEO ID N0:4448 
SKNMC100G082//ITTCCTTCGGCTGGTATGCC//SEQ ID N0:44<3 
Y79AA1 000030//TCCTACGTTGTGGTGCAGTG//SEQ ID N0:4450 
Y79M1000037//AGCACCCCnATTGGMGAT//SEO ID N0M451 
Y79M 1 000 1 2 7/ /GATGGTTACTCC TCTTTGGT/ /SEO ID NO:4452 
Y79AAIO0O226//TGCIGATGCCTCTGTTCCCT//SEQ ,D NO:4453 
Y79AA1000270//GAAACAACCAAGCACCCCAT//SEQ ID N0:4454 
Y79AA I O00750//ATAAGGGCAGCTCCGAAGTG//SEQ 10 NO:4455 
Y79AA:000776//TGTTAGTAGCAGGAGGAACC//SEQ ID NO:4456 
Y79M1000777//ACAGACTTCAGTCCCCFTA//SEQ ID N0:4457 
Y79M1000876//GTTAGAGGACACTGGCATCA//SEQ ID NO:4458 
Y79.AA1O00888//ACTGACnGAGGAATMGCC//SEQ ID NG:4459 
Y79AA10C0959//ACACTGAGAGCATGGGAGGT/7SEQ ID NO:4460 
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Y79AA1000967//GGCACAGACACCATCCTTGA//SEQ ID NO:4461 
Y79AA1001056// ACAAATGAGCCTGAAAAGTC //S EG ID N0:4462 
Y79AA1 001 062//TGGTCCTCACTGCCnCAAA//SEQ ID N0:4463 
Y79AA 1 00 1 090// AGTGCCCTCAAAGCTCCAGT//SEQ ID N0.4464 
Y79AA1 00 1212// ACGAAAGCACTCAAATGTCA//SEQ ID N0:4455 
Y79AA 1 00 1 272// GAATGAAATGTGGTTGAGCA/ /SEQ ID NO:4466 
Y79AA 1001425// AATGATTCGGGGCAGCAGGA//SEQ ID NO:4467 
Y79AA1 00 1 42 7// GAGAGAGACACACACAGAAA//SEQ ID N0:4468 
Y79AA 1 00 1 52 3// AGTTTTATACCAGCATTGGC/ /SEQ ID NO;4469 
Y79AA1 00 1 530/ / GGTGTAGAAGTAAAATGGGA/ /SEQ ID M0:4470 
Y79AA1 001 592//GAnGTGnCTCnACTCCT//S'E0 ID N0:4471 
Y79AA1 001 727//GCTCCACCTGACGTTCTTTA//SEQ ID NO;4472 
Y79AA1 001 795//GTCTCCCATATCGCTGTCTT//SEQ ID NO:4473 
Y79AA1 00 1 803/ / CACTTTCTAATAACCCTTGG//SEQ ID NO:4474 
Y79AA1 001 863/ /TTGGGATTGGAAACCGCATT//SEQ ID NO:4475 
Y79 AA1 00 1 874// AGAAACCACTGAGGCCCAAG //SEQ ID NO:4476 
Y79AA1 002058/ / CAGAAGCAGAAGCAGGAGCA/ /SEQ ID NO:4477 
Y79AA100212l//ATTrACTGCGATTTCTCCTG//SEQ ID NO:4478 
Y79AA1002129//GAGTTTCTTTGCTAGTTCCA//SEQ ID NO:4479 
Y79AA1 002334/ / ATATTTGTGTTTGCCTTGGG//SEQ ID N0:4480 
Y79AA10O2373//GGATGGCTGGGTCAAATGGT//SEQ ID NO:4481 
Y79AA1 002376/ / AATGATGGCTAGGGTGACTT//SEQ ID NO:4482 
Y79AA1002378//TCTTCCCACATTCGTTACAC//SEQ ID NO:4483 
Y79AA1002381//AGGGAGTAGATGTTGGTAAA//SEQ ID N0:4484 

o°q!!V eXpreSsion fret ' uenc y ana| ysis is shown in Table 367. Only clones with correlation coefficient of 

bSS " Ifr Table ' C '° neS th9t " 0t Pr6Semed ta ,he Tabte include * - i as ay 

5SSi i Am r 9 Tr C 'T eS th ! 1 ° 0U,d be analyZed ' Clones of which ex P ression lev ^ 'creased by two fold in response 
rMMAf oSeU ° UrS afterthe StimU ' a,i0n ar6: NT2RM2 °°<*H NT2RP3001159, MAMMA^OOIM^and 

El 6XPreSSi ° n ' eVe,S '"^ * tW0 f °' d in t0 the ^-stimulation 1 , 3 or 7 hours 

NT2RM2000582, NT2RM20021 09, NT2RP1 000679, NT2RP2003664, NT2RP2005597 NT2RP200 4 m fi 
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of which expression was suppressed by the stimulation. The expression of the clone decreased by three or more fold 
in response to the stimulation. These genes were found to be associated with inflammatory reaction induced by IL-1. 
or TNF-.. 

[0283] In Example 1 5, the genes of which expression levels were varied by culturing in the presence of TNF-. were 
5 analyzed by hybridization with high-density DNA filter. As for 3 clones (NT2RP3004557, NT2RP3004294 and PLACE 
1 002547), the results obtained by ATAC-PCR method were similar to those obtained by hybridization method. However, 
the results obtained by ATAC-PCR method were not necessarily consistent with those obtained by the hybridization 
method. Possible reasons for the inconsistency are the difference in cells used between the two experiments, unavail- 
ability of some data in the ATAC-PCR experiment, and the difference in the method of data treatment. 

10 

Table 28 

Expression of each cDNA in human tissues (The Table also contains clones with no 
'5 description in Examples) 
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Clone name 


Heart 


Lung 


P. gland 


Thyius 


Brain 


Kidney 


Liver 


Spleen 


GAPDH(Crl) 


38.210 


32.670 


23.820 


13.580 


11.230 


21. 120 


24. 910 


22.440 


0actin(Cr2) 


279. 280 


368.870 


in. ioo 


17.500 


92.880 


114.650 


82. 990 


256.790 


ADRGL1Q00005 


53. 882 


23.005 


32. 749 


22.858 


26. 564 


24. 940 


22.644 


27.001 


ADRGL 1000007 


94. 778 


85.185 


160.457 


67. 191 


101.768 


62.489 


67. 150 


73. 543 


AORGL1000009 


11. 141 


50.520 


10.357 


7. 177 


6.013 


5.219 


14. 272 


21. 225 


ADRGL1 000011 


71.656 


24.579 


29.358 


19. 473 


24. 698 


30, 747 


49. 220 


77 77\ 


ADRGL1000027 


36. 238 


25.252 


20. 855 


7.328 


11. 196 


14. 298 


19. 658 


\ 1 Pftft 
1 1 . coo 


ADRGL1000058 


66. 209 


129.497 


55. 226 


49.241 


30.219 


55. 872 


67. 027 


C*J3. H30 


ADRGL1000069 


38. 630 


23. 459 


28. 991 


12. 540 


27. 353 


33. 633 


7ft 774 

CO. 1 f *t 


9A Q1 1 

CU. 3 1 1 


ADRGU000077 


97.465 


63. 656 


448. 427 


83. 412 


71 108 


53. 740 


R7 Qflfi 


SO A t O 
03. A 0 3 


ADRGL 1000092 


89.423 


45.692 


55. 810 


26. 033 


44. 148 


73. 339 


OR 017 


M. U3 I 


ADRGL1 000099 


73. 675 


24.424 


36. 128 


17. 024 


25. 964 


41 1Q 1 

11. 33 1 


*t c. 03 r 


90 CCC 
C3. DOO 


ADRGL100013G 


141. 745 


63.974 


77. 017 


24. 777 


33. 549 


30. 3O0 


C3 3. UU3 


Q/t OOC 
o4. 303 


ADRGL1000147 


394. 563 


155.829 


271. 210 


92. 899 


165. 627 


251 ?KG 

£3 1. COD 


C33. 


1 Cft -OQil 

1 ju. c"4 


ADRGL10OO159 


50. 073 


25.425 


39. 296 


15. 194 


16. 125 


Cv. UHU 


11 77f1 
33. / CU 


99 T70 
L 5. CIO 


ADRGL1000160 


69. 386 


31.051 


59. 416 


20. 154 


39 7<?q 

*3> f 33 


77 H97 

C 1 . UC 1 


A7 ICO 
*tl . 1 03 


9ft 71C 

cO. / 1 b 


AORGL1000171 


57. 047 


23. 01 1 


43. 063 


23. 860 


40. 58 1 


□ 3. O l«J 


117 rice 
1 1 1 . USD 


32. 630 


ADRGL1000181 


45. 892 


18. 666 


34. 476 


15. 434 


3d 77S 

«**t. CC 3 


JC . 30C 




16. 334 


BGGI1100001S 


153. 242 


42. 337 


92. 865 


41. 003 


fj. ICO 


ftft <;9^ 


oD. yyu 


73. 392 


BGG II 1000016 


177. 367 


94. 731 


119. 688 


3*f . 1 3 3 


JU. C*+ J 


98. 806 


98. 783 


39. 204 


BGG 11 1000017 


84.712 


32. 614 


38. 131 


20. 878 


1ft 7fi<3 

1 O. 103 


-32.340 


39.666 


20. 750 


BGGI 11000022 


52. 468 


20.452 


67. 167 


12. 167 


11 T^ft 

1 I . 1 30 


18. 241 


19. 197 


11. 937 


BGGI 11000031 


30. 008 


17.072 


40. 883 


12. 585 


13 313 

13- 3 1 J 


15. 525 


16.757 


13.406 


BGG 11 1000042 


49. 926 


36. 336 


51. 176 


26. 964 


43 1?? 

•t •). 1 CC 


43.770 


49. 107 


90 77 C 
JO. 1(0 


BGG) 11000046 


31.618 


26.472 


34. 182 


31. 854 


1? BSD 
l C. 03U 


25.784 


18.430 


25. 385 


BNGH4 1000020 


5031. 103 


2993. 496 


1444. 841 


537. 162 


?Q7l *i47 

D 3 r 3. 3**C 


5029. 124 


3350.527. 


3649. 144 


BNGH4 100002 5 


91. 717 


35. 026 


73. 901 


27. 713 


3U. f O 3 


36.523 


37.596- 


47.074 


BNGH4 100002 6 


175. 757 


77.439 


98. 345 


35. 807 


3D. 33 1 


91.310 


75. 797 


70. 241 


BNGH4 1000027 


65.029 


56. 353 


25. 896 


22. 494 


I? 7K3 

1 C. f 0 3 


23. 748 | 17.836 


23. 859 


BHQH4 1000035 


148. 779 


6S. 776 


1 19. 727 


JO. D / o 


Rfl QOC 

DU. 93l> 


96.959 


72.461 


64.458 


BNGH41000037 


79. 500 


29. 61 1 


43. 438 


1ft 317 

10. 3 » I 


?n jic7 

lU. 031 


36. 272 


27. 525 


24. 771 


BNGH4 1000042 


224. 484 


1 10. 084 


ICO AAQ 
1 DO. *t10 


in a igi 


tf]9 1 CO 
1 UC. £33 


125. 323 


86. 783 


122. 959 


BNGH4 1000048 


56. 144 


32. 253 


54 063 


\A 79Q 


Cf . 3 Ic 


22.435 


29. 566 


28. 937 


BNGH41 000066 


67. 258 


18. 694 


30 075 


1 5 fift9 
I j. DUC 


i n n79 
i u. u/ c 


20.735 


16. 100 


7. 642 


BNGH4 1000087 

ui * wi i www i 


98. 262 


46. 173 


77 

(I. OOf 


OD. Jcj 


a(\ onn 


50.029 


50.841 


45.285 


BNGH41D00091 


50 fit) 1 ; 


1fi 

1 O. 303 


?ft 109 


JU. \Hl 


C ACQ 

3. 4b3 


22. 794 


10. 725 


12.410 


BNGH4 1000 157 


59 Q43 


3d 7in 

JH. 1 31/ 


AO SQ7 


lo. USD 


07 ft79 
CI .Uf c 


22.074 


25.410 


24. 950 


BNGH410D0189 


44. 850 


7 1 77ft 
C I . 1 f V 


9R CCC 
CO. 033 


1 1 Aft? 

1 1 . 4U 3 


25. 991 


28. 509 


25.634 


25.843 


BNGH4 1000 181 


17. 163 


1 5. 689 


1 1 QAfi 
L io. 3**o 


9. QQR 


0 907 

y. cor 


13. 139 


15.553 


16. 575 


BNGH4 1000 198 


81. 510 


36. 250 




cv. OOj 


9fi Q9Q 


35. 751 


31.695 


28. 325 


BNGH41000219 


30. 302 


25. 1 55 


77 1A7 

C C . IOI 


11 7*\7 
1 J. tot 


1 1 9nft 

1 1 . cUo 


15.235 


27. 285 


35. 709 


BNGH41000229 


252 790 


65. 948 


93. 499 


51. 1 08 


3C. 333 


101.245 


96.716 


78. 266 


BNGH41 000237 


85. 757 


46.997 


55. 170 


26. 780 


33 7fid 


47.456 


37. 007 


J9. IJ1 


BNGH41000238 


17. 744 


36.938 


42. 350 


14. 922 


35. 749 


42.848 


39. 238 


^ I3.c41 


BNGH410O0243 


45.446 


23.667 


44. 798 


20. 875 


10. 516 


23.918 


22.443 


97 ft91 ■ 

c i . U J j 


BNGH41000270 


60. 889 


18.651 


29. 618 


10. 724 


1 5. 979 


12.351 


19. 152 


9 7 7 1 A 

LL. it** 


BRAWH1000004 


43.673 


28.539 


7. 640 


1 1. 388 


19. 198 


14.903 


32. 353 


9 7. 777 
c 3. / f / 


BRAIH1000018 


59. 409 


17.941 


102. 270 


17. 107 


709. 078 


25.732 


24.214 


94 7fi7 

CH. lul 


BRAWH1000Q21 


104. 772 


29.951 


51. 142 


21. 042 


1169 154 


55.762 


66. 754 


97 QfiQ 
C I . 303 


BRAWH1 000027 


152. 205 


47. 310 


67.089 


32. 199 


64. 521 


70.731 


79. 670 


**U. 3CO 


BRAWH1 000029 


106. 376 


49.221 


55.840 


40. 856 


59. 552 


56.487 


64.866 


inn ii9 

1 UU. I 3c 


BRAVH1 000040 


29.419 


16.761 


31. 101 


16. 622 


30.633 


18.200 


17.998 


1 3. 1 30 


BRAIH1 000050 


161.264 


71.786 


118. 976 


51. 863 


61. 542 


97. 720 


81.271 


fiQ 1 QA 
03. 1 3*» 


BRAtH 1000051 


74. 067 


34.341 


44. 047 


20. 726 


30. 434 


42.055 


53.856 


C4. 0c4 


BRANH1000060 


68. 789 


2c. 598 


J5.012 


16.493 


19. 127 


38. 662 


34. 923 


28. 094 


BR AIH 1000075 


17.318 


16.898 


36.437 


8.901 


18. 133 


17.219 


9.321 


11.200 


BR AWH 1000081 


43.025 


12.998 


28.267 


7.655 


123.677 


17.673 


15.924 


9.844 


BRAWH 1000084 


1 74. 384 


42. 178 


80. 534 


47. 752 


152. 188 


77.111 


110. 167 


102. 296 


BRAWH 1000095 


118.239 


59.676 


54. 528 


28. 174 


116.975 


53.814 


746.700 


35. 985 


BRAf HI 000096 


145.112 


44. 967 


85.882 


27.491 


145.013 


52.880 


52.427 


58.678 


BRAWH 1000097 


95.841 


72. 506 


174.954 


65.637 


64. 200 


73.707 


63.827 


63. 762 


BRAWH1000100 


11.943 


19.037 


18.950 


13.536 


92.145 


16.582 


16.646. 


10.218 


[BRAHH 100010) 


134.838 


57. 232! 


106. 632 


40. 741 


96.396 


71.642 


88. 432 


57. 336 
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Table 29 



1KAIH 1000 104 


ta. 4 !*♦ 


1 A Ml 
10. ivi 


14 D 9 C 
14. 0t3 


7 KQt 

f . DSD 


1R Q1P. 
JO. s 10 


91 Q7fl 

t d. 31 u 


91 7Q4 


t \ flift 

1 1 . \Jho 


do iwui nnn i m 
iRARH 10001 Of 


1 D. 


D. D 10 


It, 10» 


b. b IB 


D. -J33 






C 571 


niMli 1 Ann i in 

BRAlHlOOul 10 


CI C A~tC 

b 1 b. 4ib 


AOO 7t\A 


QCQ noa 
oo S. UoO 


0 3. b \c 


7KB ICC 
dOO. 1 3D 


ICQ C91 
ODj. Del 


977 Tifl 
C I f . olo 


iH\), 4bU 


BRAIH100QM l 


1 / j. bbb 


CO ACQ 




A C 07 A 
4b. S74 


04. /Ud 


B 1 797 


on icq 
all. Joy 


£7 mi 
3/ . din 


)RAYHI000l35 


199. 303 


Jo. 098 




25. 809 


C7 79rt 

bf . fcU 


01 ceo 
3 1 . bbo 


0:7 A1C 

or. Ulb 


9C OCC 
Jb. ODD 


BRASH 1000 190 


56. 386 


41 . 640 


57. 91 4 


22. 782 


CC C7 1 
3D- 0 7 1 


a n no j 
40. 034 


9 c 9 on 
3b. loU 


40. 1 34 


HEMBA 1000005 


11. 985 


23. 427 


18. 882 


9. 766 


12. 656 


9. 959 


23. 443 


21. 677 


HEM3A1 000006 


37. 398 


24. 521 


24. 529 


15. 587 


22. 317 


1 3. 336 


16. 038 


15. 295 


HEM8A1000012 


81.820 


57. 193 


66.828 


26. 683 


55.423 


58.731 


85. 514 


66.259 


HEMBA 1000020 


157.967 


64. 157 


115.635 


51.940 


77.293 


77. 321 


83. 989 


74. 362 


KEMBA 1000030 


82. 882 


35.447 


66.058 


26. 464 


40.990 


6D. 871 


47.058 


50. 652 


HEMBA 1000034 


47. 434 


17.878 


50. 696 


5. 594 


14.005 


6.673 


24.652 


7. 134 


HEMBA1 000042 


147. 376 


94.003 


330.908 


69.071 


76. 472 


55.477 


37.783 


60.479 


HEMBA 1 000045 


28. 478 


20.289 


20. 548 
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18. 458 


10. 003 


17. 419 


uruDi i Ann? 1 A 

IbMBAlOOOf 19 


37. 969 


17.467 


28.513 


12. 147 


12. 768 


22. 643 


14. 744 


14.432 


HtMBA 10D07ZZ 


15. 150 


9.752 


14.699 


6. 768 


1 1. 726 


12. 080 


5. 907 


9. 953 


HEMBA 10DO7ZO 


1 59. 81 7 


111.276 


463.937 


ni A AO 

91. 448 


inn nni 

109. 093 


58. 587 


46. 517 


70. 087 


HEMBA10QD7Z7 


22. 867 


26. 803 


28.886 


21. 475 


1 1. 199 


14. 966 


8. 634 


30. 401 


HtMBA 1 QUO 7 3Z 


28. 630 


11.011 


12.790 


4. 617 


— o 575 
3. 348 


13. 325 . 


19. 978 


13.472 


HEmSA10Qu73o 


24. 568 


21.982 


21.410 


7. 431 


1 1 . 376 


41.026 


31. 698 


16. 801 


UCUD A 1 Aflft7i1 


0. 74 1 


4.467 


1.793 


1 . 637 


1. 227 


3. 642 


4. 563 


3. 368 


1EMBA 100074b 


8. 930 


7.067 


14.546 


3. 314 


10. 067 


5. 403 


9. 225 


6.085 


UtUQA 1 Afln"7A7 

HEMBA 1 000747 


21 . 442 


12.487 


25.662 


17. 081 


5. 384 


10. 287 


9. 865 


8. 267 


HEMBA 1000 748 


OO AO A 

ZZ. 9Z4 


14.885 


35.721 


l« CIA 

)2. 634 


o r>AC 

i. 045 


1 1. 508 


4. 1 10 


11. 756 


UCUD A i nf\m AC 
MbUBA 1 UUU / 43 


R7 OG7 
0/ . CO 1 


50.B26 


159.211 


AO 070 


on i a c 
£U. 44b 


o a cio 

£3\ 0 1 S 


ID A A 7 
13. 44/ 


31 . 693 


UCUDA 1 ftflA7C9 

ibMoAlUUOr 3/ 


34. 3£3 


35. 778 


162.005 


OO OAO 


0 1 C Aft 

S ) . b40 


O C 100 

Zb. I JZ 


tec cn 
lb. bbO 


20. 776 


uciid a i nnn7d 


1 lU. 003 


83. 878 


155.892 


AO no? 
40. Use 


C A 0fl7 

34. iUI 


CO ooo 
33. £ Jo 


38. 941 


39. 331 


rlCJUlAIUUUf 3f 


?n 774 

£U. £JH 


22.592 


52.606 


OQ QOC 
£3. 3 J3 


£3. U/ I 


£«t. 3UJ 


1 ti tAO " 

) 4. 345 


AO 770 

4o. f 79 


nCMOA 1 UUU 1 ov 


1 7 ^QQ. 

1 £ . 3 3 J 


38.665 


19.973 


1 3. OUU 


JU. IOC 


m. 133 


i ft c.7n 

1 U. 3/ U 


10 OOQ 
J3. ££? 


nCMDA 1 UUU I O 3 


1 14. 956 


74. 924 


304.424 


DO. 0 13 


03. 00 3 


48 405 


J3. 3 10 


cr oo i 
33. 30 1 


WFMBAIO0O773 


i 2. 162 


5.360 


11.B83 


4 445 


0 965 


3 j 5g 


J. 33D 


l. DO J 


HFM8A 1000774 


128. 563 


115.732 


330.111 


84. 451 


69.618 


59 353 


4? K c fi 

**£. D30 


C.R 1 co 
3D. 1 3c 


HEMBA 1000780 


6. 850 


7.130 


24.176 


6. 924 


6. 903 


6. 546 


6. 667 


9. 576 


HEMBA 1000783 


8. 127 


5.076 


13.701 


3. 276 


8. 863 


6. 241 


5. 435 


4. 429 


HEMBA100O791 


41.433 


51.546 


108. 542 


29.633 


42.735 


44.515 


43. 187 


40.856 


HEMBA1000793 


108.761 


30.885 


54. 568 


18.670 


31.512 


54.669 


45.458 


34. 788 


HEMBA1000802 


15.062 


11.125 


9.052 


10.300 


11.505 


12.950 


15.354 


16.952 


HEMBA 10006 13 


106. 763 


52.683 


69.701 


32.507 


44. 369 


65.862 


59.842 


56.799 


HEMBA1 000817 


19.480 


7.070 


17.915 


4.016 


15.239 


18.434 


11.273 


8.079 


HEMBA1000822 


9. 520 


10.358 


15.760 


7.218 


8.704 


11. 185 


6.639 


4.662 


HEM BA1 000827 


96.001 


12.420 


24.041 


8.305 


24.000 


6.709 


3.488 


8.591 


HEMBA 1000833 


53.675 


28.970 


35.897 


14.604 


26.383 


29. 036 


20.591 


14. 341 


HEMBA 1000835 


74. 696 


67.353 


83.737 


34. 349 


42.834 


61.145 


66.784 


52.015 


HEMBA1 000843 


74.227 


.54.197 


92.042 


37.825 


58.573 


98.943 


87.569 


55.077 


HEMBA 1000851 


23.913 


14.070 


13.081 


6.847 


i 8.634 


12.419 


19. ZOO 


22.286 


HEMBA1000852 


56. 702 


54.074 


105.085 


31. 127 


34.200 


31.843 


28.843 


30.311 


HEMBA 1000867 


15.548 


10.247 


11.912 


6.256 


1.227 


12.374 


8.518 


I 5.611 
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HEMBA 1 00086 9 


19.696 


18.785 


34.039 


15.061 


6.930 


13.298 


14. 305 


14.712 


HEMBA J 000870 


64. 189 


38. 246 


44.665 


12.647 


23.970 


41. 195 


21.911 


17.508 


HEABA I 000872 


46.848 


46. 546 


86. 933 


36.087 


40.608 


42.532 


43.479 


36. 141 


HEMBA I 000675 


35.460 


41.156 


32.238 


11.297 


35.077 


29. 781 


19.453 


23. 540 


HEMBAIO0O876 


89. 976 


56. 654 


194.869 


42.595 


57. 670 


53. 567 


36.331 


40. 884~" 


HEMBAIO00907 


22. 959 


9.656 


10.917 


3. 599 


3.363 


5.327 


13.032 


10.676 


HEMBA1000908 


45.409 


18.456 


30.665 


12.448 


8.174 


19.529 


24. 789 


16.299 


HEMBA JO00910 


47. 107 


13.661 


26.933 


5.866 


7.073 


19. 938 


22. 971 


1 1 . 592 


HEMBA1000918 


57.437 


29. 880 


114.873 


25. 206 


16.670 


25.895 


26. 769 


24 710 


HEMBA 10009 19 


44. 938 


29. 704 


40. 184 


22. 126 


16.008 


24.639 


23.073 


20.233 


HEMBA 1000934 


162.545 


35.314 


59.012 


18.820 


30. 796 


53. 492 


33. 824 


20. 798 


HEMBA 1000935 


16.264 


29.481 


71.669 


12.587 


23.834 


13. 188 


7. 830 


i o. occ 


HEMBA 100t)94d 


44.243 


34. »6 


75.619 


25.080 


28. 113 


39.401 


25. 948 


OU. IOO 


HEMBA 1000942 


126. 095 


96.812 


260. 912 


62.657 


49. 118 


47. 891 


35. 814 


4Q fi1 1 


HEMBA1000943 


14.439 


12.702 


14.690 


4. 792 


8.391 


11. 856 


1 1. 039 


7 A 1 A 

f . 4 14 


HEHBA1000946 


15.461 


5. 506 


18.692 


9.000 


5. 772 


0. 000 




Q Q9.0 


HEMBA1000960 


179.860 


151.073 


343.747 


107. 319 


85.691 


1 1 7. 093 


82. 928 


OA AO A 

34. 4ii4 


HEMBA1O0O962 


73.395 


34. 803 


60. 061 


25.562 


28.789 


47. 944 


60. 067 


11 £ 1 O 
J » . 0 IS 


HEMBA1O00968 


14.529 


12. 436 


35. 270 


18. 733 


6.213 


7. 458 


7 7\A 


A CO A 

4. Oc4 


HEMBA1O00971 


50. 148 


19. 281 


37.515 


12.222 


19. 562 


29. 874 


22. 045 


71 \lt 

CO. 1 0 3 


(CMSA1000972 


51.100 


33.450 


188.137 


28. 972 


24. 576 


23. 736 


1 3. 731 


77 970 
Li . CI L 


HEMBA1000974 


5.609 


10.649 


12.866 


2. 929 


2. 603 


3. 800 


6. 104 


A QC A 

4. yt>4 


l€MBA1000975~ 


34.417 


19. 132 


42. 499 


1 5. 644 


4.009 


15. 478 


Id 1 Q9 

1**. 1 3C 


1 A 1 CI 

14. 3d3 


HEMBA1000979 


90. 061 


38.532 


99. 641 


19.754 


27. 516 


38. 801 


11 \A1 
0 1 . 0*1/ 


it AA{\ 

Jo. 44U 


HEMBA1Q00981 


35.338 


31.281 


38.672 


1 9. 544 


34. 385 


38. 280 


7A ftQ7 
£4. Oar 


70 nco 
cy. 059 


HEMBA1000983 


71.391 


34. 501 


58.683 


22. 640 


32. 825 


32. 384 


27. 465 


1 1 9ft£ 

J 1 . cob 


HEMBA1000985 


9.290 


20.363 


22.497 


4.058 


6. 343 


9 035 




9. 9C7 " 

o. c!w 


HEMBA1000986 


128.714 


74.713 


236.019 


56. 662 


52. 957 


85. 340 


K1 7 1 8 
Do. IIC 


54. oy£ 


HEMBA1000991 


72. 707 


55. 780 


160.717 


34. 676 


32.494 


41.317 


71 Afll 


9 7 O AC 

if. o4o 


HEMBA1001007 


123.690 


42. 563 


69. 807 


23. 525 


34. 263 


47 777 


A 7 AOC 
41 . 4s0 • 


48. 1 54 


HEMBA1001008 


124.864 


47.842 


83. 746 


18. 125 


7S 4Qfl 

L J. H3U 


K.7 R01 
3c. DJjJ 


in ceo 
oU. boo 


24. 951 


HEMBA1001009 


37.843 


29.269 


36. 715 


1 1.055 


17. 115 


17 Q17 


17 7fI1 

If. r U 1 


22. 055 


HEMBA1001014 


109.049 


83. 356 


233. 234 


60. 123 


61 977 


QA A7A 
34. 4c4 




74. 625 


HEM3A1001017 


50.408 


20. 212 


48. 394 


16. 020 


28. 537 


71 Ql 7 
Of. oil 


9 7 07E 

if. orb 


24. 283 


HEHBA1001019 


7.327 


' 7.5*2 


14. 865 


6. 154 


10. 598 




0. 9cU 


7. 188 


HEMBA1001020 


53.067 


55.646 


115.814 


31. 640 


25. 547 




71 I AC 

c w . I4d 


27. 169 


HEMBA1 001021 


115.724 


42.415 


59. 434 


28.828 


26. 181 


64. 484 


fid 1 71 

0*t. 1 I 0 


OO CIA 

£y. o 14 


HEMBA1Q01022 


37.883 


25.835 


28. 969 


18. 452 


20. 270 


77 7Q0 

CC. I 3U 


7$ 1 QA 
i5. 1 o4 


20. 783 


HEMBA1001024 


23.524 


15.235 


16.511 


8.023 


11.818 


13. 894 


ft fine 
O. DUD 


o no a 
o. U9o 


HEMBA1001026 


21.343 


12. 515 


18.851 


6. 888 


7. 288 


\7 fifii 

\ L. 00 J 


a. 4 


7. 418 


HEMBA1001043 


10.374 


11.995 


9.892 


10.750 


19. 163 


9. 299 


8. 047 


a. 30? 


HEMBA10010S! 


124.869 


115. 181 


387. 345 


100.375 


67.510 


61.660 


46. 295 


RS QQA 
DO. 


HEMBA1001052 


38. 892 


13.860 


19.067 


12.855 


11.445 


24. 382 


1 5. 726 


Ic. iii 


HEMBA10Q1Q59 


96. 097 


41.525 


66.565 


27.826 


26.220 


46. 725 


42. 356 


1R SflR 


HEMBA1001060 


116.857 


74. 020 


161.485 


61'. 750 


50. 524 


52. 957 


38. 575 


$7 fil? 

OC . QIC 


HEUBA100I064 


32.251 


24. 026 


33. 937 


14.007 


7.907 


13. 710 


17. 387 


15 720~ 


HEMBA1OO107I 


25.850 


16. 043 


19.924 


7.855 


3.425 


9.530 


6. 779 


24. 242 


HEMBA1001077 


24.689 


23.055 


64.486 


19.413 


16.821 


16.858 J 


13. 165 


12. B73 


KEMBA1OO1078 


33.254 


26. 761 


41.713 


26.498 


24.531 


31.498 


25. 302 


23. 636 


HEMBA10O1080 


$7,701 


23. 951 


31.254 


22. 489 


24. 848 


33. 265 


31.880 


26. 484 


HEMBA1001084 


62.698 


41.625 


171.095 


31.438 


31.760 


24.829 


17.487 


26. 581 


HEMBA1001085 


159.252 


116.909 


294.247 


77.235 


81.384 


76. 498 


59. 989 


55.574 


HEM8A1001D88 


74. 704 


42.537 


46.695 


19. 266 


25.146 


33.498 


44.927 


26.310 


HEMBA1001093 


30. 048 


28.810 


72.081 


20.831 


14.610 


11.033 


15.558 


22.531 


HEMBA 100 1094 


5.535 


8.779 


10.059 


3.089 


4.628 


4. 521 


4.834 


4.468 


HEM3A1001099 


18.322 


24.021 


14.814 


7. 146 


13.778 


16.055 


11.044 


10. 190 


HEMBA1Q01104 


21.919 


13.788 


35. 048 


9.637 


18.058 


24. 450 


21.559 


18. 527 


HEMBA1001109 


186.384 


190.240 


540. 908" 


155.496 


134.630 


93.324 


78. 690 


116. 187 


HEMBA1001114 


89.023 


252.529 


187. 547 


75. 857 


35.109 


65.259 


69. 432 


341.702 


HEMBA1001121 


32.820 


25.812 


89.860 


19.710 


34. 244 


18.209 


9.519 


15.621 


HEMBA 100 1 122 


3.304 


6.213 


8.316 


4.763 


19. 120 


5.650 


4. 506 


23.059 


HEMBA10O1123 


108.859 


55.807 


190. 789 


41.415 


39.028 


42.683 


25.551 


30. 174 


HEMBAI0OI133 


50. 744 


21. 167 


36.786 


14.764 


34.752 


26.702 


23.524 


11.367 


HEMBA1001137 


38.685 


21.659 


46.297 


21.567 


13. 174 


15.867 


11.767 


25. 508 



) 
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HEKBAI001M0 


60.453 


66.122 


169. 353 


48.837 


60.363 


44.403 


30. 367 


43. 561 


HEJHBAI001144 


278. 126 


195.811 


643.688 


J07.291 


166.089 


101. 134 


106. 337 


142. 120 


HHMBAI001145 


58. 539 


241.368 


206.084 


46.342 


39.316 


61.827 


91. 170 


66. 852 


HEMBA1001158 


29.417 


28. 121 


43. 877 


13.337 


24. 176 


19. 965 


18. 089 


28. 622 


KEMBAIOOf 172 


74. 727 


47.695 


213.708 


37.115 


24. 460 


26. 6^0 


19. 178 


32. 709 


HEUBA 100 1174 


6. 279 


8.617 


8.811 


7. 914 


2.574 


8.031 


3. 119 


4. 980 


HEIffiAlDOl 175 


29. 561 


34. 909 


43. 568 


19. 819 


34. 829 


16. 588 


19.883 


17 8?4 

If. OCH 


nciDnlUUl lot 


136. 762 


64. 608 


105. 979 


44 ORIS 


83. 41 7 


86. 735 


19C 907 
1 CO. C 3 I 


7Q 7AC 

13. IOj 


HPiiR&inni iaa 

ncioA i uu i i o*» 


16 758 


9. 703 


22 060 


9 016 


11 016 


1 U. iU3 


A 147 
O. 0*f 1 


0 1 7R 
3. t f D 


ncKDA J UU 1 I 3£ 


1 c 1 1 Q 

19. M 3 


10 7QR 
1 u. / 90 


1 1 . v£0 


D. 939 


C. 71K 


1 AH 
0. 4J3 


3. U09 


11 971 
1 1 . If 0 


upUQAinm 1 07 
nCJRSAIUul ISff 


R9 C7 1 
a£. 3/ 1 


1 1 4. / 4 j 


Tin CA7 
1 1 U. 00/ 


0 J. 40 1 


3D. 090 


RR 707 

bo. /yr 


00 OCO 
99. 333 


17? 970 
I/O. it 9 


ncJlD A 1 UU 1 £Uo 


AH 9Cft 
4U. £3U 


in oca 


17 99n 
0/ . ££U 


10 Ci A 
la. 314 


11 AC1 
11.431 


9A 179 
£4. 1 It 


97 C97 
£/. 04/ 


12. 469 


uruoAinni9i 9 
rtcJfoAlUUIci o 


O 1 . 3U 1 


17 9.AC 


C7 CI Q. 
3/ . 0 1 O 


1 0 QCO 
1 O. 930 


9 a ATn 

£4. 40U 


CO ttn 
3£. IbU 


CI 07Q 
3l . 310 


1 1 1 9C 

01. JZb 


ucuRAinni9i a 

fltluJA 1 UU I £ 1 4 


IK 7QR 
00. 190 


1 c nil 
1 0. u 1 1 


£U. ?30 


17 R 1 9 
I 1 . 0 1 £ 


19 AIR 
it. 4 10 


?n co7 

£U; 09 f 


iQ 1 no 

19. 1 U5 


91 990 


ucudi i nm 99 1 
nc.HDAIUUIc.cl 


1 a 1 no 
14. luo 


in acr 

IU. 430 


1 1 109 
1 I . J0£ 


7 nn 1 

/ . UU 1 


17 ncR 
1 / . U3o 


i n in7 

1 U. OU 1 


7 oon 
r. you 


11 ill 
II. Ill 




11 QC 1 


I'A 077 

14. Ul 1 


1 1 ISA 
1 0. Jo4 


C Q9C 
3. 9£3 


C 07C 
3. 0/ D 


19 A CC 

1 0. 43b 


1 9 n?c 
l£. Ul b 


C 0 9 C 

b. oZb 


Ucuoa 1 nm 99c 
ncMoAlUUl ££0 


T79 " «;ni 

1 / J. 3U 1 


"fTV cor 
1 0/. 003 


AAA 7CA 
444. / 34 


1 £U. UOU 


119 inc 
M0. JUO 


7C 1 C7 

1 3. Ibf 


c 9 oen 
bo. 9b0 


C7 in A 

bf . 304 


ucuqa mn 1 9 on 
IcJloAIUU l£do 


I1C 07 1 

1 1 y r I 


JO C77 

40. a / / 


1 fll CIO 
lUc. 310 


1C 7CC 
00. '33 


a a 9 1 a 
04. £ 1 4 


cn nn? 
3U. UU£ 


cn &i c 
bu. 91b 


9C 1 70 
09. I/O 


ucuba inn 1 990 


oac on? 
ChD. 0U£ 


111 1 c 1 
Ml. 10* 


11c ape 
i 00. 000 


AI ACn 
*»0. 40U 


QA 7ni 

34. IUO 


1A0 107 
140. Sol 


1 CC 07 1 
1 30. 0/ 1 


11c in? 
1 1 3. 0U£ 


uruoi 1 fwi ton 

ncJUttA 1 UU I £ J 3 




oc 1 n9 
00. IU£ 


01. 010 


1C 7C0 
00. 103 


CA 17? 
34. 1 / £ 


cr Din 

03. DJU 


7n nc c 
fU. Ubb 


cc on 1 
bo. 20! 


ucua a 1 nn 1 9 4 d 
ncJKssM UU 1 £ J 0 


C7 1 A 9 
Of. J4£ 


0£. 30 1 


11c 971 
1 jo. Hi 


IK A7 1 
00. 4/ 1 


1 1 CC? 
Jo. D3£ 


A 1 01Q 

4 1 . 006 


9C 1 OC 
£0. I 33 


90 7 A7 

£0. f 4 r 


ucuqa mm 9A 9 
nbMoAlUU I £4£ 


CC CC 9 
33. Dud 


A9. 1 nfi 

40. IU0 


CO. CQ1 


AI 309 
4 1 . ioc 


A7 ?nn 

4/. cUU 


90 A QP> 
00. 430 


AI 1 1 A 
43. 114 


A A 91A 

44. ZoO 


LfCUO A 1 flft 1947 

ncMoAIUU 1 £4/ 


90 7C0 
Co. f DO 


99 1 90 
££. 1 £ j 


10. 310 


1 n C7£ 

1 U. 3/ g 


R 7C0 
0. /30 


17 nn 
1 / . Uo 1 


0 CCl 

y. ob 1 


19 90C 

I S. Job 


uruQ a 1 nn 1 9 c 9 
nhBDAlUU 1 £30 


co 1 in 
30. loU 


cn a 1 c 
tU. 4 1 3 


CC CAfi 
DO. 04U 


1 0 QQ9 
1 0. 30£ 


A C OQ? 
43. 33£ 


a a m 1 
34. un 


DC A71 
99. Ul 0 


63. 393 


J CUD A f AH 1 9 C 7 


19 CC7 
33. 33/ 


1 o cna 
1 0. 3Us 


9A 9CC 

£4. £30 


in CC7 
IU. 0 3f 


19 799 
1 £. / o£ 


9 1 9C 1 
J I. £bl 


9 j| O AO 


9. 1 34 


y CUD A 1 AA 1 9C 1 


CQ C 9 1 A 
3S3. 1 1 4 


1 A9 A 1 C 

140. 4 1 3 


9A1 701 
£43. / 3 1 


00 10c 


ICO 000 

1 by. yoo 


9 1 n mo 
0 1 u. iuy 


1"iA 9 00 

io4. 000 


125. 796 


uruoi f AA19C9 


17 11C 

cl . Sib 


17 110 


1 0 noo 
1 3. Uoo 


C CA7 

3. 04/ 


1 C C7Q 
1 3. O/O 


9A OOO 
£U. 033 


1 1 - 464 


19. 869 


rtcMBAIUOlZob 


36. 604 


0 0 nan 
Zo. U9U 
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15.858 


23. 507 


27. 136 


14.673 


12.332 


HEMBA 1001809 


66.887 


31.733 


54. 127 


33.314 


26. 179 


35.618 


"41.552 


46. 141 


HEMBA1001B11 


58.974 


24.196 


37. 583 


17.314 


16.018 


21.582 


15.074 


19. 831 


HEMBA1001815 


71.2B6 


63.775 


155.707 


37. 153 


29.944 


35.297 


25.257 


24. 172 


HEMBA1001816 


38.494 


19.017 


16.797 


7. 139 


5. 598 


16.061 


22. 304 


14.646 


HEMBA10D1819 


18.590 


21.371 


38.109 


20.938 


21.358 


15.313 


14.917 


25.144 


HEMBA 1001820 


10. 884 


9.530 


8.017 


3.507 


i 4.470 


3.473 


2.999 


3.099 


HEMBAI001822 


74. 239 


95.719 


91.314 


62. 121 


28.285 


42.988 


38.222 


47.532 


HEM3AT001824 


155. 543 


93. 583 


301.248 


95. 135 


67.478 


89. 045 


64. 562 


61. 114 


HEMBA1 001835 


23.616 


7.706 


25. 753 


5.777 


19.660 


19. 809 


12.020 


10.462 


HEMBA 1001844 


149.876 


52.023 


230.213 


48. 968 


42.113 


39.652 


33. 559 


40.495 


HEMBA1001847 


52.045 


"19.220 


40.636 


20.235 


5. 196 


35. 109 


20.186 


35.814 


HEMBA1001849 


101.048 


104.708 


250. 547 


53. 025 


28. 022 


40. 644 


33. 371 


35.250 


HEMBA1001850 


105:331 


27.032 


39.813 


15.808 


31.525 


42.751 


44.306 


18.213 


HEMBA1001861 


3.104 


4.469 


6.763 


3.292 


4.454 


2.945 


0.995 


3.121 


HEMBA 100 1862 


50.279 


145.708 


102.412 


25.750 


34. 563 


40.833 


22. 588 


71.713 


HEMBA1001864 


24.313 


31.572 


50.378 


32. 237 


24.991 


21. 182 


21.031 


28. 126 


HEMBA10O1866 


57.71! 


54.190 


145.615 


31.714 


19. 527 


26.041 


22.874 


21.249 


HEUBA100I869 


55. 280 


99.559 


58. 454 


35. 799 


45. 195 


40. 562 


22.644 


40. 891 


HEMBA1001871 


75.011 


44.336 


77.195 


41.540 


39. 300 


54. 584 


34.598 


42.631 


HEJMBA10018*6 


34. 287 


31.955 


30. 568 


85. 092 


19.827 


15.356 


8.554 


21.861 


HEMBA1001878 


17.361 


17.619 


17.545 


15.644 


5.481 


11.657 


14.965 


18. 117 


HEMBA1001879 


57. 004 


22.429 


37. 128 


16. 562 


20.200 


35.414 


21.946 


17. 114 


HEMBA1001884 


68.009 


84.640 


41.930 


38.470 


27.460 


36. 604 


25. 345 


26. 320 


HEMBA1001886 


12.711 


12.605 


37.824 


31.827 


15.893 


14.038 


6.697 


38. 737 


HEMBA 1001 888 


63.251 


46. 960 


165.623 


41.706 


21.154 


29. 117 


21.131 


33.090 
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HEMBA 1 00 1890 


42. 902 


42.848 


42.779 


30.112 


25.432 


24.430 


22.605 


26. 730 


HEMBA1O0I896 


66.448 


24. 720 


44. 103 


21.972 


17. 708 


30. 703 


19.628 


23. 571 


HEMBA100I899 


36.251 


25. 553 


24. 121 


14.701 


12. 301 


21.838 


17.455 


20. 813 


H£MBA]001904 


54. 904 


256.020 


233.857 


243. 646 


' 55.587 


234. 548 


188 571 


C 0 C 74/ 
DC O. f 14 


HEMBA1O019I0 


40. 309 


10. 865 


13.738 


11.244 


8. 226 


15. 367 


IS 894 

1 3. 03*l 


1 "3 inn 
1 J. ouu 


HEMBA100I911 


35. 962 


23. 128 


26. 357 


25. 151 


1 1. 860 


24. 224 


?? 870 


Til 77ft 
10. coo 


HBI8A100I912 


59.924 


66. 966 


97.679 


51. 180 


45. 903 


33. 336 


\ 33.019 


Af\ CC 1 
*HI. 33 1 


HEMBA100I913 


175. 368 


39.664 


67.432 


33. 132 


26. 376 


63. 459 


70. 607 


C7 R0A 
3c. 024 


HBIBA1001915 


14.756 


14.666 


30.224 


8. 295 


7 529 


17 718. 
If. / 10 


0. f J f 


D COO 

0. be? 




8. 961 


it 59f 


7. 538 


1 1 AT? 


ft 7RC 
0. £03 


A 0C9 

4. aoc 


4. 772 


HEMBA10Q19Z1 


4. 431 


8.444 


18. 196 


11.252 


12. 587 


7 417 


7 fififl 
/ . 0QO 


9 7CO 


HEMBA 100 1931 


3.948 


0. 000 


4. 664 


1.422 


3. 480 


7 Q1*» 
£. 303 


1. Mi 


2. 898 


HEMBA1001939 


94.821 


24.679 


81.706 


24. 209 


16.692 


37 771 

O 1 . ££0 


7Q aac 

C3. OJ3 


1 7 nco 
lo. Ub8 


HEMBA100194D 


54.512 


33. 931 


145. 138 


26. 273 


77 rc.7 

C f . 030 


1 ft CJQ 
1 0. 043 


17 IOC 

lo. 1 3b 


19. 614 


HEM8A1001942 


38. 572 


16.710 


32.402 


18. 718 


14 7P.7 
l*t. lot 


7C. d7C 

C3. 403 


CO. 4IU 


16. 143 


HEMBA1001944 


210.898 


71. 197 


96. 883 


48. 156 


38. 533 


fl7 1 77 


09 007 
3£. US 1 


74. 740 


HEMBA1001945 


31.531 


r 17.019 


14. 533 


10. 1 75 


7 ni7 

O. UO I 


17 jI9 1 
1 /. 4£l 


12. 222 


11.694 


HEMBA1001950 


7.103 


7.424 


9. 61 1 


1 7P.1 

3. CO 1 


4. U3 1 


7 C99 
f . DOC 


5. 310 


4.044 


HEMBA1001951 


46.024 


19. 234 


101. 026 


IQ 707 

I J. CU I 


1 O. L \ C 


97 714 
£0. 1 I 4 


20. 006 


19.402 


HEMBA1001958 


44.554 


12. 806 


35. 277 


17 371 


10. Jol 


99 CCO 


28. 735 


20. 948 


HEMBA 100 1960 


20.513 


7. 802 


16. 888 


8 8?? 


7 Q4ft 
t. 340 


fi flOC 

0. 0Y0 


10. 834 


12. 935 


HEM8A1001962 


4.367 


5. 104 


4. 205 


Call 


7 no l 

0. UO 1 


4 Q 7fi 

4. ojU 


2. 364 


2. 994 


HEMBA1O01964 


35.944 


22. 281 


62. 761 


Ifl 7C7 
10. / 3 f 


O. DbO 


17. 775 


8. 068 


8. 60) 


HEMBA100I967 


47. 345 


29. 504 


42. 717 


11 COC 


09 nc i 


33. 555 


23. 601 


37. 521 


HEMBA 100 1979 


35.138 


6. 478 


16. 732 


1? 7Q7 

It. 13/ 


3.3 1b 


19 A A 7 

1 3. 44/ 


10. 355 


9. 155 


hEMBA1001^37 


60.083 


52. 275 


r 190 m 

1 IV. OO 1 


"4c. 7ic 


9,4 O DO 

Z4. 838 


26. 381 


17. 514 


28.891 


HEMBA1001991 


111.286 


79. 833 


C i a . 30 0 


CC /ICC 
3D. 433 


50. 862 


50. 789 


40.252 


54.919 


HEMBA1002003 


66.389 


23. 989 


53 j]Q 


17 mo. 

If. Uo 3 


1 7 1 7 jI 


30. 547 


28. 422 


24. 474 


HEMBA1002005 


86.885 


41. 457 


150 177 


T7 Q7£ 
JO. 303 


1 C 77Q 
1 3. 003 


24. 541 


24. 237 


27. 345 


HEHBA 1002008 


32. 101 


25. 375 


OO ♦ 31 1 


IS 7 A Q 


8. 912 


7. 593 


18. 519 


14. 967 


HEMBAIO02018 


66.105 


h.Z&O" 


JO. 1 1 *l 


ID. 004 


21 . 482 


27. 922 


34. 098 


27.804 


HEMBA1Q02022 


13.986 


8. 018 


1 1 JQfl 


n Ann 
U. UUU 


9 floe 
Z. 385 


5. 730 


6. 036 


1. 433 


HEMBA1002029 


132. 547 


305 A?1 


113. y i 4 


1 AA COO 
1 44. oz£ 


70. 087 


74.071 


37. 046 


204. 730 


HEMBA1OO2030 


17.077 


10. 337 


1 4 CO 4 

14. 3t4 


c one 
3. yub 


8. 466 


5. 897 


6. 258 


6.824 


HEMBA 1002035 


48.658 


12. 959 


in 17 a 

1 v. iCI 


lit 79 C 

(4. Olb 


7. 1 76 


14. 446 


14. 084 


13.506 


HEMBA1002037 


16.343 


34 097 

01. U3i 


77 CR7 


14. 4bl 


19 CCO 

12. 568 


15. 087 


13.819 


12. 140 


HEMBA1002038 


68.477 


31- 733 


Ql IQf 

3 1. J 3 1 


ID. 303 


o "170 
ft. 3/0 


6. 020 


17. 500 


19. 367 


HEMBA1002039 


15. 944 


22. 707 


1 7 807 


11 Si A 


7 atn 


3. 306 


4. 716 


11.003 


HEMBA1 002042 


41.657 


27. 877 


32 654 


71 111 
L \ . Ml 


14. 815 


10. 21 7 


24. 300 


22.659 


HEMBA 1002043 


149.364 


92. 912 


208. 642 


70 one 

/ v. 3UO 


C7 SC 1 
30. OD 1 


84. 089 


81. 242 


61.829 


HEMBA1002048 - 


137, 253 


29. 889 


50.279" 


f 3. 03** 


i 1 fine 


CC CO 4 

bb. b94 


55. 483 


30. 137 


HEMBA 1 002049 


98. 417 


84. 099 


271. 170 


63. 1 57 


P7 474 
ol . 404 


40 94~7 

4H. £4/ 


39. 557 


53. 676 


HENBA1002053 


33.636 


19. 194 


25. 821 


1 1. 890 


1 fi 7CR 
ID. 0 30 


I C 4 4 1 

10. 441 


25. 376 


27. 152 


HEMBA 1002055 


67.115 


34. 916 


39. 51 1 


37. 518 


1 7 44Q 
1 1 . 1^3 


9C 9Q7 

c3. lyf 


28. 606 


39. 067 


HEMBAJ002058 


13.684 


12. 039 


16. 129 


14. 1 36 


* . 0 1 1 


0. 3D** 


4. 481 


12. 538 


HENBA100206I 


11.815 


14. 960 


29.478 


10. 166 


10. 973 


11 1 7Q 
1 J. 1/3 


Q 7ft1 
3. /Ul 


8. 124 


HEMBAI002080 


59. 350 


80. 319 


81.497 


43. 371 


7? 41ft 
it. *t i D 


7 0. QflA 
03. 3U4 


A C CC f 

4b. 033 


53. 581 


HEMBA 1002084 


11.331 


7.502 


15. 981 


7. 301 


10. 773 


1 7 fi*;7 
13. 03c 


C DOC 
0. OJ3 


c ccT~ 

5. 555 


HEMSA1002085 


69.868 


62. 174 


11 1. 196 


13. 760 


1 9. 083 


1 n 1 17c 

IUI. 1/3 


47 117 
40. 11/ 


14. 01 1 


HEM8A 1002092 


127.409 


33.016 


60. 924 


24. 219 


32. 654 


72. 141 


cn Alt 
3U. 400 


97 77A 
it . / / U 


HEMBA I 002098 


34.645 


16.695 


25.357 


15. 741 


15. 632 


18. 082 


1 9 ff 09 


on 4c 1 

C\i. *l3 I 


HEMBA1002100 


118. 301 


90.733 


129. 453 


60. 276 


41.079 


89.713 


44. 294 


67. 352 


HEMBA1002101 


57,160 


69.427 


106.418 


34. 067 


32.565 


38.238 


15.932 


74. 139 


HEMBA1O02102 


104.746 


76.058 


178.766 


45. 801 


50.114 


53.399 


40.623 


54.459 


HEMBA1002105 


35.380 


25.812 


31.300 


14. 131 


14. 867 


29.842 


22.894 


23. 960 


HEMBA1002107 


62.621 


45.738 


65.486 


28. 199 


31.808 


52.057 


163.850 


77. 437 


HEMBA1O02113 


745.018 


396.517 


1335.986 


321. 385 


369. 500 


391.825 


236. 013 


348. 025 


HEMBA1002119 


35.812 


23.546 


72.351 


18.292 


!9. 991 


18.086 


26.533 


25.611 


HEIBA1002125 


42. 106 


14. 033 


45.440 


15.858 


20. 474 


47.217 


28. 894 


33.563 


HEIBA1002131 


84.269 


29.512 


46.944 


12.807 


29.311 


40.381 


49.691 


37. 106 


HEMBA 1002 133 


37. 736 


19.103 


27.034 


45.990 


11. 161 


21.694 


20.410 


24. 305 


HEMBA1002139 


25. 756 


10.925 


20. 941 


4.978 


11.839 


9.451 


7.795 


9.431 


HEMBA1002141 


20.036 


14.34? 


19.713 


9.608 


3.638 


14.521 


10.225 


10. 190 


HEMBA1002144 


86.896 


68. 335 


193.756 


56.749 


45.612 


36.918 


23.020 


39. 262 
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HEMBA 1002 147 


135.045 


48.848 


87. 208 


42.412 


46. 318 


67. 257 


63. 313 


45. 988 


HEMBA1O0215O 


347. 113 


89. 434 


182. 502 


4B.715 


86. 270 


215. 282 


234.394 


85. 507 


HEM8AI002151 


60.410 


19. 140 


11.868 


10. 122 


7.938 


26. 996 


19. 485 


14. 195 


HEMBA1D02153 


32. 258 


25. 478 


35.746 


20.325 


25.638 


15. 972 


26.019 


19.827 


HEMBA 1002 156 


118.226 


31. 167 


44. 382 


21.446 


21.743 


47.426 


40.620 


16.858 


HEMBA1002160 


166.654 


114.853 


336.241 


90.651 


71.047 


63.857 


41.633 


55.419 


HEM8A10D2161 


72.851 


68.019 


132. 156 


42.302 


37.035 


29.438 


49.436 


41.818 


HEM8A1002162 


122.516 ~ 


62. 989 


307. 454 


68.589 


51. 141 


55.242 


37. 823 


54.952 


HEMBA1002163 


49.889 


43.602 


64. 932 


20.426 


7.151 


0. 000 


30. 979 


32. 578 


HEMBA1002164 


110.221 


59. 044 


71.408 


32.652 


19.476 


39. 440 


43.639 


52.404 


HEMBA1002166 


312.686 


256. m " 


768.834 


94.638 


71.071 


159. 271 


134. 442 


213.993 


HEMBA1002167 


139.053 


18.430 


69.693 


11.057 


30.091 


50. 202 


48.620 


13.648 


HEIBA1002173 


137. 562 


47.918 


197.006 


36.833 


26.164 


29. 478 


20. 169 


23.078 


HEMBA 10021 t 7 


100.895 


25. 141 


41.676 


25.857 


17.9D3 


28. 153 


22. 687 


14.081 


HEMBA1002178 


102.831 


19.500 


46.717 


13.290 


32. 323 


37.856 


44.115 


27. 390 


HEMBA1002179 


55.617 


56. 403 


85. 686 


45.680 


25.918 


60.684 


59. no 


64.849 


HEMBA10C2185 


85.236 


71.958 


212.844 


43.915 


27. 049 


32. 172 


22.480 


32. 386 


HEMBA1002188 


79.413 


28. 280 


31.826 


23. 275 


21.094 


33.295 


36.478 


18.236 


HEMBA1002189 


56.349 


70.609 


148.011 


47.092 


32.460 


30. 101 


34. 751 


30. 532 


HEMBA1002191 


149.027 


80.765 


149. 493 


49.599 


42. 372 


60. 095 


35.614 


44. 348 


HEMBA1002192 


15. 125 


24.996 


24.821 


15.373 


16.495 


12.778 


5.075 


13.566 


HEMBA1002195 


57. 368 


28.635 


52.828 


16.254 


22. 600 


31.843 


32.995 


29.791 


HGtaAl0Ml96 


14.884 


12.040 


36. 633 


16.632 


1 5. 443 


16.808 


12.691 


17.451 


HEMBA1002199 


24. 937 


13.539 


27.878 


15.728 


17.426 


10.639 


19.664 


8.927 


HEMBA 1002204 


9.525 


5J41 


14. 869 


6.784 


4.619 


10.508 


27.818 


9.410 


HEMBA 1002208 


80.832 


44. 154 


68.317 


68. 994 


37.453 


74.054 


81.827 


112.820 


HEMBA1002212 


8.709 


6.241 


10. 946 


9.855 


2.602 


5.854 


5.366 


4.214 


HEMBA100221S 


36. 521 


28. 098 


31.165 


19.157 


20. 170 


17.045 


19.124 


21.605 


HEMBA1002217 


50.834 


62.759 


64.6S8 


59.460 


28. 990 


37. 379 


29. 963 


64.813 


HEMBA1002220 


27.731 


14. 997 


21.655 


8.451 


6.409 


5.663 


1.641 


6.714 


HEMBA1002226 


91.222 


113.507 


269. 906 


85. (83 


58. 283 


59.461 


56. 995 


78.924 


HEICA1002227 


55.957 


91.527 


79.169 


45. 309 


54.892 


28. 856 


14.142 


101.597 


KEMBA1002229 


170. $18 


117. 589 


416.739 


112.915 


121.703 


85. 889 


63.450 


90.668 


H3IBA1002237 


47.252 


49.329 


124.721 


32.838 


24.807 


23.349 


15.349 


26.1S5 


HEMBA1 002239 


103. 363 


107.010 


190. 830 


54. 740 


72.381 


50.451 


45.873 


70. 581 


HEMBA100224I 


70.729 


45. 281 


81.541 


43.824 


30. 449 


54. 328 


62.401 


55.767 


HEMBA1002253 


25. 559 


27.877 


35. 744 


16.605 


13.851 


18.938 


18.391 


14.286 


HEMBA1O02257 


6.344 


5.787 


15.404 


4.338 


1.225 


7.119 


4.456 


3.711 


KEMBA1O02259 


48.436 


19.578 


38.228 


12.875 


21.884 


23.928 


18.619 


17.988 


HEMBA10D2262 


271.029 


219. 564 


645.284 


192.491 


147.403 


112.552 


83.057 


137.280 


HEMBA1002265 


56.947 


30.786 


32.747 


24.827 


15.078 


28. 043 


29.609 


27.237 


HEMBA1002267 


108.413 


102.522 


243.566 


58. 776 


30. 097 


53.750 


24.099 


29. 752 


HEMBA1 002270 


51.540 


26. 396 


27.766 


20.313 


15. 579 


28.348 


19.144 


16.695 


HEMBA1 002286 


44.897 


17.027 


19.776 


11.608 


10.900 


25. 959 


14.425 


10.031 


HEMBA1002290 


46.449 


29. 289 


34.095 


19. 879 


8.778 


26.461 


22.368 


13. 907 


HEMBA1O02302 


152.883 


48. 105 


92. 158 


43. 064 


48.204 


66.899 


80.872 


58. 027 


1€MBA1002304 


6.050 


6.8)4 


19.492 


7.905 


4.038 


7.098 


5. 307 


1.737 


HEMBA1 002307 


100.402 


132.737 


29.225 


24.612 


24.050 


42. 355 


39. 076 


37.573 


HEMBA 10023 16 


504.772 


93. 620 


191.534 


46.814 


134.385 


238. 599 


265. 167 


88.087 


HEMBA1002319 


2.868 


2.456 


9.670 


0. 933 


4.715 


4.369 


5.615 


4.579 


HEMBA10O2320 


10. 783 


7.936 


12.646 


4.775 


10.008 


4. 330 


5. 128 


3.630 


HEM8A1002321 


10. 743 


9. 992 


10. 165 


4. 549 


2. 547 


7. 952 


4. 048 


5. 700 


HEMBA1 002328 


89. 382 


28. 578 


41.753 


17.175 


20. 280 


46.772 


34.722 


18.301 


HEMBA1002333 


63.542 


21.208 


32. 148 


11.559 


15. 490 


29.410 


33.449 


21.452 


HEMBA1002337 


93.059 


61.863 


189.067 


60. 545 


43.745 


40.085 


13. 954 


34. 456 


HEMBA1 002339 


354. 195 


154. 586 


211.807 


141.794 


124.733 


173. 522 


284. 831 


192.502 


HEMBA1002341 


116.488 


29.538 


63.800 


15.812 


36.228 


50.321 


45. 600 


28.278 


HEMBA1002348 


6.882 


4.859 


lA.5$3 


4.056 


4.011 


5. 790 


4.476 


4.606 


HEMBA1O02349 


6.318 


7.6O0 


13.603 


5.490 


2.590 


| 6.088 


1.306 


3. 748 


HEMBA1O02353 


14. 497 


13.001 


12. 249 


10.426 


11.840 


13.977 


17. 141 


16.760 


HEIBA1002356 


104.283 


29. 278 


40.945 


24.892 


20.681 


42.242 


45. 108 


28. 190 


HEMBA 1002357 


64.855 


251.508 


219.532 


215.420 


68.836 


206.728 


136.339 


380.371 


HEMBA 1002360 


87.281 


64.882 


77.475 


30.773 


56.108 


61.060 


59.371 


55.291 


HEMBA 1002363 


71.449 


51.764 


63. 278 


52.711 


43.280 


33.755 


31.248 


49. 484 
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HEMBA 1002365 


13. 435 


10. 346 


9. 534 


5. 175 


9.470 


4.446 


10. 802 


9.325 


HEMBA 1002370 


29. 997 


4. 107 


11.054 


4. 163 


3.224 


9.009 


7.477 


2.921 


HEMBA1002374 


91. 498 


18.475 


11.325 


15.862 


10. 204 


16.275 


29.203 


18.856 


HEMBA1002376 


186.416 


75.425 


127. 578 


52.056 


38.450 


99. 590 


90. 190 


86.994 


HEMBA10O2377 


81.350 


41.908 


63.893 


37. 221 


23.657 


110.374 


162. 166 


50.770 


HEMBA1002380 


189. 521 


137.466 


477.021 


37.908 


491.500 


90.431 


81.778 


127. 767 


HEMBAI002381 


195.037 


101.891 


447.953 


125. 938 


88. 330 


90.756 


70. 293 


106.965 


HEMBA 1002 384 


35.247 


22.319 


42.496 


14.694 


19.780 


40.126 


24. 243 


12.399 


HEMBAI002389 


44.796 


8.467 


36. 790 


11.793 


9.362 


18.736 


15. 497 


20. 728 


HEMBA1002396 


101.267 


69.467 


33.025 


16. 553 


26.429 


25.964 


22.294 


23.666 


HEMBA1002402 


75.818 


24.148 


28.457 


8.848 


9.913 


21.219 


16.569 


22.818 


HEMBA 10024 17 


132.807 


33.708 


84. 436 


22.910 


38.826 


58. 589 


58.636 


38.486 


HEMBA1002419 


75. 547 


31.202 


41.690 


13.558 


16.457 


27.281 


19. 705 


13.013 


HEMBA1002420 


20.818 


20.448 


35.559 


17.034 


13.878 


23.652 


14.721 


24.637 


HEMBA 1002421 


23.903 


25. 285 


59.023 


7.957 


14. 189 


24.230 


61.011 


21.849 


HEMBA 1002423 


12.762 


11.755 


25.941 


12.938 


14. 177 


14.263 


12.495 


7.512 


HEMBA1 002424 


111.995 


32.293 


46.657 


24.424 


25. 667 


42. 797 


41.513 


31.249 


HEMBA 1002426 


60.617 


23.489 


45.906 


20. 305 


25.173 


30. 860 


37.738 


21.223 


HEMBA 10024 30 


24.143 


3. 128 


4.900 


1.517 


4. 594 


3.316 


8. 552 


3.069 


HEMBA1 002439 


59.808 


37.476 


93.025 


16.789 


23. 324 


47.857 


33.099 


27.888 


HEMBA100244I 


77.869 


99.262 


110.341 


38.723 


34. 562 


65.309 


85. 421 


66. 581 


HEM^AlW2454 


58,292 


15.281 


38. 384 


7.520 


19.044 


25. 972 


22.845 


22.015 


HEMBA 1002458 


57. 329 


46. 103 


101.242 


30. 906 


82. 184 


61.800 


26.094 


59.039 


HEKBA100246Q 


32.814 


9.205 


25.085 


12. 160 


23.009 


18.683 


14.678 


14.249 


HEKBA1002462 


98. 420 


38. 135 


55.208 


10.919 


24. 257 


49.697 


43.851 


32.387 


HEMBA1002465 


11.819 


15.260 


28.272 


11.939 


11.225 


10. 938 


13.593 


20.635 


HEMBA1002469 


129.538 


61.348 


120. 187 


39.999 


39.213 


76.320 


69.012 


86. 309 


HEHBA1002475 


3.180 


5. 116 


4.323 


2.230 


1.467 


4.495 


10.058 


15.69) 


HEHBA1002477 


93.696 


64. 730 


238.114 


55.207 


43. 349 


42.487 


29, 532 


52.?86 


HBUA1002480 


210.023 


58.823 


84.566 


37.478 


45.060 


106. 554 


97. 791 


70.487 


HEM8A1002481 [ 


104.499 


76.474 


222.903 


71.502 


58. 097 


67.421 


42. 334 


82.875 


HBMBA1002486 


81.465 


42. 269 


169. 291 


49.953 


40.852 


39.475 


29. 153 


26. 233 


HEMBA 1 002490 


66.695 


11.331 


31.314 


14. 602 


25.852 


35.945 


35. 954 


15. 278 


HEMBA1002495 


59. 387 


12.315 


25.235 


7.937 


4.091 


17.402 


14. 269 


10. 773 


HEMBA1 002498 


56.425 


23. 969 


67. 108 


11.632 


15.655 


24.420 


8. 272 


12. 219 


HEMBA1O02501 


40.955 


16.994 


22.074 


13.575 


16.498 


2 1 . 707 


39. 506 


24. 619 


HEMBA 1002503 


81.763 


65.044 


154. 595 


39. 638 


33. 778 


31.214 


32. 219 


26. 800 


HEMBA1002504 


155. 357 


95.219 


279.391 


90. 092 


120. 246 


70.516 


52. 190 


53. 323 


HEMBA100250& 


99.443 


88.234 


259.961 


107.085 


79.039 


59. 181 


59. 924 


61.423 


HEMBAI002513 


50. 560 


22.902 


30. 43? 


26. 184 


20. 783 


30. 500 


32. 903 


22. 864 


KEMBA1002515 


60.938 


23.064 


25.098 


16.172 


5.716 


20. 264 


20.643 


13. 727 


HEKBA1O02524 


94.350 


36. 789 


56.675 


25. 998 


28.978 


49.840 


57. 148 


25. 205 


HEMBAI002538 


116.609 


19.632 


26.764 


12.798 


20. 203 


16.422 


17.588 


15.759 


HEMBA1002542 


81.641 


81.952 


188.883 


54.986 


41.864 


32.890 


30.719 


38.321 


HEMBA1002544 


52.394 


49.175 


98.415 


47.569 


28.375 


28.766 


20. 948 


21.614 


HEMBA1002546 


76.538 


62.763 


156.051 


47.625 


74.374 


45.975 


34.756 


46.753 


HEMBA 100254 7 


1 1.448 


4.516 


10. 647 


4. 733 


12.220 


11.801 


9.959 


7. 127 


HEMBA1002550 


67.373 


39.322 


48.468 


15.671 


16.497 


121.814 


94. 586 


25.401 


HEMBA 1002551 


94.391 


14.109 


27.085 


11.976 


8. 787 


41.811 


16.656 


18.565 


HEMBA1002552 


204.583 


77.430 


205. 444 


49. 448 


44.756 


67.408 


63.216 


57.684 


HEM8A1QG2555 


25.583 


16.987 


6.743 


7.020 


5.608 


14.795 


10. Ill 


7.416 


HEMBA1002558 


92. 744 


77.405 


245.703 


59.079 


41.247 


33. 253 


41.617 


41.270 


HEMBA 1Q0Z 561 


53. 810 


51. 725 


155. 895 


34. 956 


27. 689 


17.264 


10. 138 


27. 124 


HEMBA1002562 


15.261 


10.822 


1 5. 435 


8.259 


18. 723 


12.036 


9.056 


10.429 


HEMBA 1002568 


24.946 


17.442 


35. 354 


17.552 


10.576 


15.262 


16. 158 


22. 328 


HEMBA1 002569 


112.340 


34. 133 


118.192 


37.823 


57.431 


54. 936 


26.164 


27.309 


HEMBA1 002570 


43. 528 


50. 809 


52. 195 


34.901 


23.728 


28.874 


9.812 


50. 494 


HEMBA 1002574 


106.101 


25. 148 


46.793 


16. 369 


26.322 


57. 278 


42. 795 


31.310 


HEMBA1002583 


36.042 


17.582 


15.178 


12.456 


13.418 


20. 158 


16.837 


16.418 


HEHBA1 002587 


61.527 


32. 123 


45.811 


22.217 


18.974 


32.461 


40.250 


39.915 


HEMBA10O2590 


151.583 


106.074 


287. 276 


84. 766 


32. 321 


58.221 


38. 642 


53.855 


HEMBA1002592 


97. 854 


85. 949 


220.496 


89. 335 


52.684 


53. 653 


35. 724 


57. 578 


HERQA100259S 


146.015 


25. 688 


60.427 


24.156 


31.909 


86.770 


79.174 


26.760 


HEMBA1002609 


97. 442 


41.926 


56.054 


29.427 


35.650 


35.839 


44. 688 


47.074 
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HEMBA1002617 


26.792 


86.617 


59.446 


73. 277 


12.909 


21.055 


16.612 


49. 136 


HENBA10O2614 


101.131 


25.998 


30.959 


15. 921 


21.913 


40.814 


35.003 


28. 108 


HEMBA 1002621 


14.592 


25.845 


18.082 


8.927 


7.391 


8.869 


5.823 


12.283 


HEMBA1 002624 


254.635 


42.837 


73.568 


48. 036 


71.673 


113.228 


101.786 


53.514 


HEMBA1 002628 


13.044 


21.509 


23.649 


9.956 


16. 559 


10.257 


7.527 


11.624 


HEMBAI0O2629 


32.199 


16.370 


29. 306 


15.884 


5.722 


15.410 


42. 964 


19.680 


HEMBAI002632 


55. 206 


48.044 


90. 986 


36.904 


27.840 


28.811 


37.912 


40.048 


HEMBAt 002645 


95.909 


89.897 


220. 184 


68. 171 


48. 643 


56.847 


41.355 


59.667 


HEMBA! 0026 51 


39.882 


27.730 i 33.313 


16.958 


11.617 


23. 904 


29. 214 


16. 599 


HEMBA10O2652 


107.869 


24.187 | 46.646 


22.248 


22. 950 


37. 216 


25.827 


23. 282 


HEMBA 1 002659 


133. 320 


62. 916 


259.854 


57.860 


53. 172 


46. 511 


45. 193 


47. 291 


HEMBA1002661 


88. 495 


68. 014 


154. 170 


35. 196 


22. 499 


26. 290 


22. 314 


23. 727 


HEMBA 1002 6 66 


34. 174 


20. 511 


39. 391 


17. 036 


15. 852 


20. 842 


19. 202 


13. 470 


HEMBA1002667 


155. 384 


166.244 


164.658 


29. 523 


520. 013 


30. 234 


25. 612 


83. 769 


HFMBA1 002673 


71. 650 


40.718 


73.822 


33.403 


39.914 


40. 129 


38. 619 


22. 532 


HFMRi1QQ?fi7ft 


161 681 


89. 986 


247. 534 


84. 722 


54. 176 


46. 941 


61. 944 


77. 085 


HFyRAt nn?fi7<3 

nCSDA t UULO f 9 


56. 416 


61.838 


65.537 


37. 679 


18. 1 72 


29. 420 


38. 238 


44. 1 1 3 


HFMRA10D?fiftA I 


6. 756 


3.364 


5. 387 


3. 816 


1. 793 


4. 608 


3 goo 


2. 944 




49 £39 


17.555 


29. 241 


14. 788 


12. 463 


31. 752 


34. 100 


14. 772 


MPblHAl 0077Q1 
rlCmOn 1 UUi i VO 


Iftl 17R 


96.718 


97. 793 


54. 473 


50 688 


113 980 

110. J ou 


87. 727 


59. 878 


HFMRA 1002706 


49. 533 


30. 340 


35.679 


18. 469 


19. 118 


26. 777 


29. 277 


29 774 


HFMRA1 00271 2 


52. 878 


59. Ill 


110. 506 


41. 591 


43. 597 


39. 604 


30. 872 


26. 457 


HFMRA1002715 


149. 045 


59. 858 


87. 643 


47. 473 


41. 264 


95. 279 


127. 808 


65. 580 


HFMRA 10027 16 


23. 142 


6. 155 


17.077 


15. 783 


23. 557 


19. 064 


27. 647 


7. 572 


HFMRA100771R 


26 328 


19.063 


41.749 


26. 345 


16. 735 


28. 367 


26. 822 


71 77Q 

C 1 . If J 


HFMBA1G0277R 

rUHUI IVVc 1 CO 


1 17. 984 


88.950 


293.019 


81. 290 


43. 679 




46. 321 


57. 003 


MFVRAIOO7710 


131. 726 


26.862 


67.877 


28. 628 


3D • DOD 


49. 987 


OU. oou 


43. 208 


jcuQi inn37i4 


77 K7Q 
f r . o / 9 


26.481 


34.604 


91 17R 
C 1 . f £0 


71 71R 


41 411 
4 1 . 4) 1 J 


Kfl 017 

DU. UO f 


41 QQ9 
S3. 33t 


iQBBAIUUcf 4fc 


" in" 710 

IU. I OU 


11.276 


12.768 


7 Qm 
i . 3 1 u 


1 1Q4 


ft in? 


ft 7Q7 


in qoq 


HEMBA 1002746 


60. 876 


22.803 


35. 400 


15.830 


15. 630 


30. 605 


31.889 


32. 759 


hiPitni mn974A 


7K 74R 
1 0. i 40 


26.130 


38.669 


17 7io 

11./ ou 


17 rii 

0£. OJO 


41 4Q1 
«IJ. *»j0 


11 440 
90. H*W 


4Q RQ1 
43. 09 1 


jciisi inn97£fi 
ncMoA lUUci du 


4n RE) 

4U. DD J 


45. 306 


95. 205 


I 0. &UU 


in ni7 

IU. UO i 


7 7 177 
LC. Oct 


7Q 111 
£9. OO I 


in 774 

OU. I (*t 


uciiniinn97cc 


Q4 71ft 
51. 1 90 


62.505 


220.964 


fit 414 
0 J. 4 1 9 


17 *177 


44 «*Q1 
330 


9ft 4Q7 

CO. *10f 


1Q 717 
03. 10/ 


UCIIQl1ftft97CQ 
ItJlSA lUUll 33 


1 1 Q1R 


3. 117 


8.450 


1 7Q9 

J. Ijc 


7 701 

£. £31 


R 714 


in 9fi1 

1 U. CO I 


1 7ft(k 
3. c03 


HcMoAluuZ/OJ 


4oU. 34 1 


88.931 


172.920 


71 fi91 
ft. DcJ 


ftft 07 1 
OO- 3£ 1 


|QC 47i 
1 33. 4/ I 


1Q7 QCK 
1 31 . 333 


lift 09A 
1 1 0. CC<* 


IcMdAiUUci Of 


03. Dot 


25,272 


35.782 


14 ni«; 

I 4. UO 3 


1 Q 1 At 


11 407 
0 J . H3 J 


00. 090 


Tft 147 
(O. 04/ 


jpunifrih97fift 

IICJUJA 1 UUc / Do 


Ton fcoi 

1 UU. QUO 


57. 554 


59.457 


09. 3 f U 


CO. UUO 


3T 770 
*♦ 0. f IU 


*|U. 30U 


Ifi 711 
00. L 1 3 




mi 7in 

1 UO. LIU 


30. 236 


54.098 


17. 099 


19. 753 


09. DOD 


** 1 . ycc 


71 Q4fl 

CO. 3<fU 


MFURA1A07770 


£U. 0 3U 


16. 268 


28. 054 


21 735 


10. 754 


12. 030 


1 4. 99 1 


1 1. 776 


UFIiftA 1007777 


1 30. 61 5 


37. 655 


72. 072 


41. 794 


31.219 


54. 881 


59. 342 


43, 652 


HFMRA1 002779 


97.457 


29. 259 


75. 705 


22. 719 


22. 643 


33. 689 


38. 357 


27. 804 


HEMBA 1002780 


72 338 


io 4ii 

9U. 4 1 1 


181 356 


42. 070 


19. 957 


31. 370 


27. 642 


39. 672 


HEM8A1C02fr90~ 


87. 371 


61.291 


152.514 


38. 033 


29. 616 


28. 032 


20. 352 


34. 751 


HFJBA1O02794 


202. 405 


77.515 


95. 182 


31. 252 


41. 834 


100. 167 


80. 301 


50 036 


HEMBA 1002 7 96 


9. 194 


21. 334 - 


22. 468 


20. 281 


12.823 


11. 156 


11.647 


lo^o* 


HEM8A10Q2801 


10.311 


4.503 


11.704 


3. 190 


4.420 


3.016 


13.829 


6.693 


HEMBA 1 00 28 10 


42. 583 


45. 313 


55. 088 


35.416 


29. 480 


60. 935 


44.046 


51.794 


HEMBA 1002816 


52. 084 


37.823 


56. 994 


35. 902 


25.574 


33.389 


50.974 


49. 045 


HEMBAIOD2818 


321.516 


100.8*6 


187.799 


84.893 


81.o95 


152.339 


171. 186 


117.409 


HEIIBA1002820 


139.924 


107.278 


533. 137 


90. 533 


79. 745 


59. 869 


54.302 


52. 958 


HEMBA10D2826 


40.776 


6.495 


16.825 


5.349 


3.319 


11.765 


7.355 


8.363 


HE MBA1 002833 


119.102 


44. 248 


40.839 


17.864 


23.748 


44. 398 


57.302 


36. 668 


HEMBA 1002850 


5. 941 


8.407 


13.251 


6. 179 


2.932 


4.352 


4.644 


3.735 


HEMBA1 002862 


60.735 


32. 524 


30. 030 


9.693 


9.527 


27. 595 


19.397 


18. 101 


HEMBA1 002861 


77. 126 


30. 401 


44. 872 


22.577 


28.639 


50. 264 


55. 374 


45. 005 


HEMBA 1002867 


25. 385 


13. 583 


42.122 


15. 283 


9.501 


22.992 


15. 180 


16. 196 


HEMBA 1002876 


101.249 


55. 603 


38.073 


36.480 


23.017 


53.318 


51.363 


56.689 


HEMBA1 002886 


9.474 


14. 188 


23. 688 


7.657 


11.980 


14.640 


6.432 


18.574 


HEMBAI002896 


78.580 


27.420 


49. 774 


16.754 


20.366 


36.684 


35.283 


42.662 


HEMBA1O02913 


126.001 


32.845 


58. 138 


14. 590 


22.846 


54.873 


56.608 


38.801 


HEM8A1002921 


63.378 


25. 443 


37.615 


15.333 


19.054 


28.881 


37.595 


34.298 


HEMBA 1002924 


65. 007 


29. 109 


104. 125 


15.411 


19. 920 


31.099 


23.998 


19. 182 


HEMBAt 002934 


432. 841 


308.291 


644. 522 


180. 470 


145.293 


273. 733 


166. 153 


242.809 


HEMBA1002935" 


92.005 


52. 184 


221.722 


49. 477 


41.867 


34.331 


29.646 


38.889 
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HEM BA1 002937 j 


38.698 


30. 844 


33.817 


12.784 


18.251 


14.107 


24. 131 


18.662 


HEMBA1002939 


39.755 


22.867 


33.838 


19.077 


13.734 


19. 266 


17. 364 


17.750 


HEMBA 1002944 


53.762 


33. 349 


51.861 


21.860 


18.241 


23. 920 


21.112 


16.286 


HEM8A1 002951 


38.716 


29.783 


39.196 


19.808 


29.614 


19.702 


28.422 


21.177 


HEMBA1002954 


24.907 


8.542 


20.941 


9.265 


13. 758 


15.056 


7.297 


13.424 


KEMBA1 002962 


86.680 


62.578 


220. 246 


62.027 


37. 753 


44.037 


31.812 


41.725 


HEMBA1 002968 


105.871 


78.850 


221.414 


65. 545 


40. 380 


43.093 


38.816 


50. 281 


KEMBA 1002970 


48.034 


34.741 


30.834 


18.482 


6.639 


17. 125 


23.514 


36. 180 


HEMBA1002971 


39.492 


44. 145 


35.618 


25.614 


12.932 


25.193 


14. 823 


23. 202 


HEMBA1 002973 


83.710 


W. 955'" 


156, 167 


43.307 


28. 902 


29. 947 


26. 101 


34.769 


HFMBA 1002978 

w lUIUfi • VV tap V 


35.833 


19. 362 


27.056 


13.D75 


20. 398 


11.324 


16.059 


13.956 


HEklHAl 002981 


107. 112 


35. 200 


56.576 


23. 695 


26.105 


33.054 


37.199 


21.249 


HEMBA 100 2 9B5 


79. 217 


44. 154 


116.532 


27. 950 


26. 158 


37. 462 


28. 927 


20. 335 


HEMBA 1002986 


61.056 


78. 203 


68.834 


49.967 


64. 529 


38. 333 


28.919 


20. 529 


HFMBA10029B8 


37. 307 


36. 609 


71.802 


20. 621 


8.965 


16. 229 


15.956 


22. 796 


HEMBA1002992 


97. 720 


72.656 


79.841 


50.454 


34. 289 


57. 004 


61.291 


91. 211 


HEMBA 1002995 


51. 473 


63. 779 


55.081 


36.903 


25.007 


38.630 


19.510 


48. 529 


HFMRA10D2997 


41. 734 


70.805 


29.264 


27.019 


33.664 


24. 201 


IS. 442 


25. 973 


KFMRA1Q07QQQ 


35. 341 


16.456 


18. 357 


II. 146 


7.034 


12.086 


13. 966 


9.970 


HFMBA 1003 004 


55. 554 


33. 689 


35. 194 


15. 119 


16. 204 


20.866 


27. 891 


20.055 


HFMRA1O03QD6 


40. 682 


24. 886 


20. 750 


20. 903 


26. 595 


25. 445 


20.310 


20. 924 


HFMRA 1003008 
new) a i uu j u wo 


29. 269 


20 922 


74. 697 


25. 061 


17.787 


"I'd". 271 


5.688 


12. 638 


HPUHA1 003021 


130. 889 


123.646 


311.225 


101. 957 


95.443 


64. 844 


60.969 


90. 296 


HEMBA 1003027 


54.935 


32. 610 


44. 710 


18.890 


52. 131 


26.286 


28. 1 12 


31. 561 


HFHRA10fl30?9 


33. 333 


42. 436 


B0. 787 


20. 829 


34. 111 


29. 704 


49. 230 


45. 833 


HFMRA 1003031 


34 000 


25. 31 1 


18. 494 


14. 998 


13. 316 


13.955 


15. 773 


27. 136 


HPwU1uuiA32 


1/1.114 


46. 990 


71. 365 


23. 640 


50. 526 


81. 278 


84.036 


46. 352 


HFMRA 10030 3 3 




118. 674 


378. 771 


109. 222 


90. 670 


70. 150 


55. 335 


77. 819 


hlFIIR A 1 0030 34 


173. 162 


127. 221 


484. 135 


108. 238 


85. 630 


61. 733 


36.799 


63. 312 


UEURA1 00303 1 
1GMB/I IUUJU0 □ 


1 1. 693 


5 195 


9. 305 


4. 478 


5. 058 


1 1. 024 


2. 553 


4. 409 


HFIIHA 1003037 


261. 159 


89. 481 


145. 321 


58 521 


65 732 


104. 677 


89. 571 


71.674 




103 Q4*i 


10S 085 

lUJ. ioj 


291 931 


93.1 88" 


" 75.193" 


53.097 


39. 564 


58.217 


ucua A 1 AO 1 04fi 




39. 965 


46. 856 


26. 192 


11. 615 


.35. 659 


25. 378 


32.416 


UFIHA 1001047 
ncMDnlUUJU4f 


1 L 1 . OOO 


49. 341 


139. 750 


32. 219 


32. 320 


57. 450 


33. 390 


28. 702 


ucuai i nmnviR 
1cMOAIUUjU40 


Of. 1JJ 


03. 30c 


42. 305 


12. 040 


20. 442 


39. 108 


29. 597 


21. 461 


licuda i rin?nc^i 
ItMoAlUvJUbs 


R IKK 


0. JJJ 


6 201 


8 809 


4. 415 


7. 239 


3. 330 


f.829 


n cmoa i uu J u d 1 


a"33 


34 508 


7/.09> 


26. 154 


20. 523 


28. 755 


24. 783 


17. 488 


ricMaAiuujvi i 


54 7?ft 


22. 509 


26. 869 


1 7. 461 


19. 647 


20. 624 


22. 285 


19.438 


ucuai i nntn79 


fi? 4? 1 


30 769 


31. 225 


26 146 


22. 906 


21. 483 


17. 616 


19. 134 


ucuai i nnin7fi 

IcMOAIUUoUfO 


t 1 1 9^4 

111. £31 


51.085 


78. 972 


37. 151 


40. 422 


49. 911 


47.023 


64. 737 


HFUHA 100 3077 


36. 471 


15.407 


24. 522 


8.009 


8.453 


18. 661 


13. 797 


5.837 


MFMRA10H3D7& 


34. 1 43 


38. 741 


77. 906 


31. 907 


37. 159 


17. 933 


17.439 


18.923 


HFMRA1 003079 


28. 559 


39. 563 


41. 646 


26. 1 10 


25.889 


25. 576 


18.026 


24.526 


HF.HB A 1003083 


61.036 


48. 635 


169.439 


52.788 


60.016 


41.611 


29.619 


67.469 


HEMBA 1003036 


49.032 


40. m 


154.409 


29.869 


12.063 


16.544 


16.039 


19.219 


HEMBA1003090 


34.778 


14.860 


23. 758 


12.710 


24. 132 


15.848 


25.027 


14.265 


HEM3A1003094 


184. 999 


43. 363 


72. 116 


30.096 


53.636 


78.251 


84. 551 


34.775 


HEMBA1 003096 


31.440 


18, 03C 


25.774 


10.290 


11.781 


14.033 


27. 791 


11.348 


HEMBA1O03098 


36. 774 


64.970 


88. 562 


34.074 


24. 271 


25.656 


18.003 


31.059 


HEMBA10031D1 


55.716 


24. 121 


22.316 


11.682 


13.163 


21.315 


25. 117 


15.689 


KEMBA1003109 


48.411 


21 . 092: 


39. 285 


21.315 


21.724 


27.826 


31.034 


21.809 


HEMBA10031M 


41. 101 


24.780 


22. 792 


14. 164 


14.657 


18.320 


15.152 


16.038 


HEMBA1003117 


22.939 


13.535 


20.191 


6.812 


10.538 


14.917 


18.015 


12.566 


HEMBA1003120 


24. 531 


24. 4011 


55. 805 


26. 574 


13.838 


15.423 


15.080 


21.728 


HEHBA1003129 


40.276 


46.791! 


104.463 


37.995 


37. 989 


21.990 


26. 267 


38.207 


HEMBAI0O3133 


50. 080 


22. 873 


35. 022 


15. 164 


20. 000 


21.592 


25.551 


27. 556 


HEMBA 10031 36 


146.530 


23. 70li 


65.990 


18.301 


31.049 


69. 754 


51.669 


25.346 


HEH8A1003142 


69. 008 


47.867 


130.557 


32.955 


30. 384 


25. 274 


27. 118 


29.493 


HEMBA1003148 


59.282 


20.084 


32.740 


18.292 


18. 973 


32.206 


22.003 


24.674 


HEU3A10D3151 


53.856 


20. 003 


51.824 


13.233 


9.854 


27.114 


22. 251 


13.545 


HEMBA1003152 


20. 577 


9.803 


19. 388 


10.017 


5.761 


31.586 


23.227 


6.853 


HEMBA10031S7 


16.477 


9.272 


16.246 


9.919 


17.605 


7. 547 


10. 156 


10. 181 


HEMBA1003166 


293.814 


257. 38D 


671. 361 


260. 521 


221.325 


137.459 


148. 208 


199.758 


HEMBA1003iyi 


17.730 


8.702 


16. 527 | 6.499 


6.953 


7.361 


5.733 


7. 164 



148 



EP 1 130 094 A2 



Table 41 



HEMBA1003175 


38.620 


40.445 


100. 302 


29.594 


17.624 


21. 152 


13.386 


15.936 


HEMBA10O3179 


63.835 


33.S69 


50. 631 


27. 163 


25.502 


35. 500 


39. 052 


37.713 


H0IBA1OO3186 


100.461 


75.611 


231.787 


75. 781 


58. 278 


54.222 


55.862 


61.615 


HEMBA10O3196 


36.422 


27. 557 


45.633 


20. 623 


18.740 


21.756 


30. 501 


35. 864 


HEM8A1003197 


8.462 


9.564 


5.534 


5.965 


4.051 


3.138 


7.054 


7.066 


HEHBAI003199 ' 


34.650 


18.409 


81.183 


15.696 


15.799 


9.492 


17. 381 


15.917 


HEMBA1QO3202 


79.337 


59. 764 


236.822 


43. 286 


41.820 


31.106 


32. 936 


45. 183 


HEMBA 1 003204 


66. 523 


56.272 


172.818 


48. 560 


31.451 


33. 193 


27.421 


28. 849 


HEHBA10O3210 


23.713 


52. 768 


35.498 


5.529 


38.451 


IS. 353 


59.417 


17. 563 


HEUBA 10032 12 


126.394 


90. 70S 


372.474 


74. 164 


62. 392 


59.663 


45.714 


54.363 


HEMBA10D3218 


19.415 


13. 105 


13.670 


6.371 


4.792 


13. 681 


10.789 


6. 536 


HEMBA1 003220 


81. 171 


86.642 


147.453 


89.495 


42.391 


47. 586 


54.647 


123.019 


HEMBA1 003222 


25. 803 


22.891 


28. 577 


7.994 


1 1.404 


10. 413 


9.856 


14. 985 


HEMBA1003225 


105. 735 


21.238 


40. 848 


11.586 


20. 280 


48. 243 


44. 574 


19.547 


HEMBA1 003229 


30. 394 


26. 363 


41. 333 


22.998 


17.475 


14. 707 


20. 154 


19.749 


HEMBA 1003 2 30 


69. 643 


70. 015 


42. 439 


31. 176 


20. 775 


56.815 


40. 191 


75.238 


HEMBA1003235 


44. 989 


43. 337 


105. 267 


33 038 


19. 405 


20.834 


22. 018 


29.856 


UCMBA 1003 236 


8. 677 


17. 896 


8. 735 


7.270 


7. 328 


17. 286 


5. 295 


18. 441 


HEMBA 1003250 


7. 260 


12. 598 


12. 993 


4. 750 


4.815 


7. 242 


5. 982 


4. 378 


HEMHA10D325? 


56. 274 


51. 495 


65. 197 


28. 241 


33. 512 


44. 917 


62. 506 


60. 076 


HFJIRA10Q3757 


71 751 


16. 083 


40. 414 


1 3. 391 


19. 441 


38. 988 


28. 614 


19. 028 


4PURA10O3268 


19.4§2 


18. 996 


46. 948 


14. 167 


12. 769 


1 1. 524 


8. 622 


17. 414 


REMBA 10032 73 

CWDW 1 VI U 4 £ f J 


48. 1 13 


38. 933 


125. 242 


29. 404 


21. 135 


22. 989" 


17. 240 


24. 704 


PiOM IUU4& 1 v 


36. 279 


34 80? 

4H. 9vt 


1 1 3. 584 


23. 812 


17. 208 


20. 437 


14. 665 


26 145 


FU HA 1002777 


31. 363 


12. 827 


21. 514 


10. 462 


11. 287 


13. 206 


16. 182 


14. 465 


nCMOA 1 wUJ£ f O 


36. 998 


24. 906 


71. 222 


17 479 


15. 791 


16. 787 


1 0. 948 


17.841 




50. 716 


16. 000 


38. 057 


16. 933 


20. 792 


37 901 


30. 931 


31. 493 


£lfRA1fin37R1 


66 732 


21. 393 


32. 728 


15 032 


18. 41 5 


26. 844 


28. 577 


24. 898 


MaTl 063284 


9 748 

4\ I HO 


O. HOi 


1? 941 

14. 4H 1 


5.779 


5. 747 


5. 813 


3. 545 


3. 499 


-iPfctRA 10019*6 


fiQ £07 
Da. 3ul 


1<\ Q47 


60 779 

DU. 144 


$1 877 

C 1 . Oc 1 


All 


52. 233 


50. 283 


47. 695 


upuraiooi?qi 

nCMOA 1 UU 4£4 1 


13. 248 


9. 951 


10. 909 


3. 504 


18. 100 


6. 561 


6. 341 


7.647 




69 599 


52. 239 


1 DO. 444 


39. 127 


38. 460 


40. 377 


24. 057 


27. 486 


UCUBA10019QR 


fil Q51 

Dl. 544 


4 1 . H 40 


37. 947 


21. 206 


23. 199 


23. 249 


34. 580 


37. 768 


mpuraioohoj 


7 117 


5. 972 


8. 976 


6. 1 54 


8. 839 


4. 199 


3 45] 


3. 227 


MpmAinntinR 

mlJdAIUUJjUD 


1 I . 44U 


1 4. JJU 


22. 443 


8. 410 


1 | m 2g2 


8. 448 


6. 333 


Q 1R7 

J. JOf 




0, OH 4 


in ini 

fU. IU4 


It. 1 so 


14. 01 5 


7. 775 


8. 709 


3 955 


1R 17K 

' O* 4 40 


luBDA ■ UU 4 J 1 *t 


637 052 


210 608 


738 618 

L. JO. U 1 V 


105.098 


1 98. 106 


299 884 


273. 738 


171. 516 


4FM&A1DQ3315 

ntWM 1 UU J 4 1 S 


83. 1U 


51.612 


84. 690 


32. 381 


29 482 


5^.694 


53. 105 


54. 024 


HEURA100337? 


108. 401 


68. 539 


256. 570 


51. 502 


4l.bo3 


44. 1 30 


42. 804 


45. 519 


HFMRA 1003326 


42. 723 


20. 581 


14. 759 


11. 799 


7. 780 


18. 087 


12. 420 


9. 516 


HEMBA 1003 327 


61.811 


36. 702 


87. 698 


28. 181 


19. 784 


18. 596 


17. 453 


18. 377 


HEUBA1O0332& 


53. 406 


51.712 


114. 941 


36. 925 


25. 000 


18. 669 


22. 079 


32. 865 


HEUBA1 003330 

ii*wri ■www* 


108. 955 


82.099 


207. 708 


73.413 


52.244 


50 838 


55. 920 


55. 390 


HEMBA 1003348 


121. 625 


110.275 


337.182 


94. c09 


9*.71* 


67.000 


43.513 


6-0. u23 


HEUBA 1003369 


i 5.861 


23.644 


14.930 


4.979 


1.726 


[ 9.064 


3. 020 


5. 373 


HElffiAl 003370 


315.016 


197.956 


369. 1 1 7 


140. 044 


139.216 


140.758 


150. 458 


124. 948 


HEMBA1 003373 


50. 135 


31. 291 


53.330 


17.430 


5.513 


19.164 


8. 117 


19.538 


HEMBA1 003376 


174.269 


170.290 


519.668 


126.099 


89. 798 


108.226 


81.818 


107.084 


HEMBA 1003 3 80 


43.015 


24.657 


74. 071 


29.281 


24. 407 


19.711 


13.485 


20. 047 


HEMBA1Q03384 


25. 555 


30.071 


68.079 


15.389 


9.455 


11.810 


8.800 


14.281 


HEMBA1003387 


i 6 - 515 


2.588 


2.697 


1.577 


1.109 


I 1.803 


1.986 


3.464 


HEMBA1Q03392 


111.457 


25.882 


42.253 


17.323 


29.007 


50.086 


29.337 


23. 550 


HEMBA1QQ3395 


16.068 


18.666 


35.483 


15.254 


9.873 


10.355 


6.207 


12.514 


HEMBA1003399 


45.227 


21.480 


37.035 


19.231 


15. 354 


19.471 


27. 860 


34. 116 


HEMBA 1003400 


116.210 


36. 907 


58. 706 


24.811 


49. 133 


53.819 


60.041 


53. 109 


HEMBA 1003402 


32.500 


16.239 


27.854 


8.795 


12.867 


17.141 


11.617 


14.596 


HEMBA1003403 


60.260 


43. 377 


46.720 


20.221 


26. 579 


36.738 


44.891 


45.870 


HEMBA10Q3408 


196.676 


49. 687 


70.460 


29. 354 


50.910 


84.358 


77. 062 


46.433 


HEMBA1003412 


104.813 


43. 934 


55.699 


47.250 


43.763 


61.953 


59.463 


47.139 


KEHBA1003417 


22. 445 


13.970 


25.036 


8.433 


7.282 


10.593 


5.696 


11.032 


HEMBA1003418 


57.411 


57. 397 


76.232 


97.795 


45. 336 


43.450 


22. 206 


90.604 


HEMBA 1 003420 


29.838 


15.856 


201.831 


11.319 


8. 067 


11.379 


12.938 


14. 721 


KEMBA1 003425 


17.466 


15. 895 


21.662 


4.733 


6.723 


8.483 


10.838 


9.083 


HEMBA 1003433 


23. 931 


18.435 


24. 576 


12. 136 


10.421 


10.074 


11.092 


11.581 
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HQBA1003442 



91.727 



7.090 



41.727 



22. 535 



39. 257 



10.452 
48. 248 



19.755 



33. 897 



26.941 



10.259 



45. 998 



31.620 



15. M8 



7.093 



HEMBA1003453 



82. 161 



50.472 



36.670 
26.692 



25. 954 
42.686 



16.130 
17.261 



18. 587 



41.591 



11.252 



42.314 



16.584 



28. 534 



55.687 
40. 102 



25. 328 
23.311 



18.856 



27.281 



22. 795 



HEMBAI003465 



HEHBA1003480 



HEMBAI003485 



92. 245 
114.075 



44.403 



40.963 
114.841 



34.469" 
61.316 



13.456 



19.704 



783F 



28. 

15. 463 



266.076 
33. 659" 



28.410 



36.051 



20.277 



16.984 



76.366 



39.389 



14. 371 



67. 942 



40.220 



56.459 



8. 636 



51.589 



26. 284 



16.036 



42.939 
31.026 



7T 



.730 
56. 674 



9.752 
14. 934 



15. 729 



24. 902 



21.136 



mmrnm 



97. 366 
39.000 



.538 
260. 496 



50.174 
24.659 



12.014 



48.821 



12.082 



12.504 



74.554 



9. 567 
20. 623 



HEMBA 1003503 
HEMBA1 003511 



54. 774 



17.943 
21.486 



28. 175 
43.023 



11.432 
12.948 



13.881 



21.376 



17. 154 



30.911 



18.562 



36.463 



HEMBA1O03528 
HEMBA1O0353Q 



18.672 



14. 740 
191.234 



11.794 
81.329 



13.330 



8. 925 



16. 405 



385.123 
43.820 



239. 



31T 
23.693 



123.915 



179.430 



12. 384 
73. 542 



10.695 
67. 833 



21.216 



20.067 



28.030 



HEMBA1003532 
HEMBA 1003536 



145. 137 



62. 379 



215. 578 
83.827 



37. 506 
11.160 



214.022 



53.368 
19.286 



56. 139 



50.217 



90.314 



77. 728 



HEMBA 1003545 



HEMBA1O03546 
HEM8A1 003548 



21.489 



20. 746 



32.949 



10. 501 



32. 365 



20. 608 



5. 904 



4.466 
79.837 



28.613 



8. 124 



9.845 



13.365 
4.563 



7.197 



lOoT 



10.239 



28.231 



226.243 



6.617 



7. 542 



16. 427 



6. 155 



16.554 
5.647 



HEMBA 100 3 55 3 
HEMBA1003555 



HEM8A1003556 
HEMBA1OQ3560 



20. 066 



51.515 
8.873 



50.379 



57. 280 



13.692 



23. 327 



28. 564 



49. 154 



36. 399 



4.762 



ISH8Al 003565" 
HEMBA1003568 



9.290 



128.391 



3.684 



4.426 
29. 588 



7529" 



29.283 



10. 112 



_ 2. 
20. 996 



16.426 



53. 525 
10. 952 



2.848 



19.257 



1.767 



18.121 



2. 983 



6.207 



42. 648 



7.244 



1.649 



8.344 



7.712 



13.984 



2.430 
305T 



21.927 



3.763 



21.847 



3.172 



2.836 



HEMBA1003569 
HEMBA1003571 



TOT 



257 
111.721 



94. 378 



TT75T 
326. 335 



13.740 



16.235 



19.512 



HEMBA 1003579 
HEMBA 1003580 



3. 335 
274. 105 



7. 399 
50. 292 



15.353 



84. 368 



71.788 



6.553 



8. 948 



50.029 



2.872 



48.011 



9. 198 



HgMBA)003581 
HEMBA1 003591 



112.013 



102. 103 



31.295 



26.666 



94.083 



59.875 



21.641 



128.943 



36.215 



110.375 



54. 336 



50.711 



97.076 
32.697 



74 



326 
22.842 



77. 160 
84.629 



89.876 



177m 



53.615 



40.656 



HEMBA 100 3595 
HEMBA1O03597 



19.075 



11.339 



6. 305 



5. 581 



HEMBA 1003598 
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68.816 


255. 892 


61.084 


46.829 


61.565 


49.545 


56. 588 


HEMBB 1000595 


27. 140 


ih.odi 


29.859 


21.272 


9. 199 


21.841 


16. 487 


29.680 


HEMBB 1000598 


39.074 


31.891 


85.011 


22.815 


13.772 


21.958 


13.576 


26.747 


HEMBB 1000611 


14.828 


6.552 


11.601 


7. 498 


7.461 


15.614 


9.246 


9. 161 


HEM8B1000617 


193.986 


137.945 


458. 678 


127.725 


87.855 


84. 583 


46.273 


77.986 


HEMBB 1000623 


65. 566 


26.480 


50.777 


19. 193 


18.923 


40.974 


28. 571 


23.219 


HEMBB 1000630 


62. 606 


23. 074 


40.815 


18.796 


14.166 


31.973 


21.492 


13.779 


HEMBB1000631 


61.311 


41.283 


27.585 


23.498 


24.433 


35.043 


48. 566 


22. 826 


HEMBB1000632 


58.747 


55.433 


156.750 


30. 460 


29. 661 


33. 49* 


21.899 


21.857 


HEMBB 1000636 


127.885 


47.562 


59.456 


48. 965 


33.643 


65. 366 


42.360 


37. 349 


HEMBB100063t 


817. 391 


628. 017 


1645.738 


524. 605 


482.307 


443.855 


191.753 


265. 704 
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MFURRinnnKiD 

riCMDO 1 UVIUO J 0 


tc acq 


4/. 453 


95. 751 


42.262 


25.684 


15.056 


22. 121 


28.829 


MFMRR1flfinfi49 


1 70 100 
1/3. 100 


88. 3 1 7 


251 . 754 


80.865 


42. 468 


81.296 


37. 696 


52.009 


HPuS57?i?vTc7i 

nORDOIUUUDU 


4J. 41 J 


25. 689 


113. 037 


18. 985 


11.038 


14.245 


8.276 


18.743 


ncMooIUUUo49 


27. 852 


45. 202 


137. 371 


34.816 


24. 496 


9. 957 


11.881 


22.322 


Htltaa IllUubbZ 


84. 942 


61.856 


126.562 


78.131 


42.090 


36. 343 


22.852 


31.597 


HEMBB 1000655 


418. 308 


73.377 


55.858 1 


57.165 


32.733 


57. 424 


38.897 


44.477 


HEMBB 1000665 


16. 253 


13.954 


10.766 


20.817 


6. 796 


13.110 


7. 987 


4.458 


HENBB 1000668 


28. 587 


13.435 


i 14.606 


13.788 


25. 844 


15.049 


12.549 


11.202 


HEUBB 1000671 


239.020 


122.952 


561.221 


119.970 


96. 244 


75.058 


66.612 


88.267 


HENBB I 000673 


11.633 


5.779 


14.629 


14.904 


5.916 


4.811 


2.141 


12.812 


HEMBB 1000679 


16.899 


7.357 


23.438 


7.697 


1.049 


30.246 


7.774 


7. 063 


HEUBB 1000684 


188.240 


157.754 


430.254 


128.150 


66.411 


89. 722 


49. 173 


67.832 


HEMBB 1000692 


4.978 


9.265 


11.569 


5.085 


" 1.158 


3. 246 


J. 421" 


1. 785 


HEMBB I 000693 


63. 119 


40.561 


59. 522 


22.326 


25.408 


13.698 


31.488 


20. 706 


HEMBB1000705 


15.560 


31.798 


122.757 


36.451 


19.928 


11.568 


2.839 


10. 179 


HEMBB1000706 


22. 553 


13.626 


23.777 


8.621 


11.683 


41.509 


10. 019 


7. 584 


HEMBB1OO0709 


74.7*7" 


77.864 


245.726 


50.833 


51.093 


50.427 


37. 955 


51. 357 


HEMBB 10007 14 


23.726 


10.733 


6.625 


12.298 


6.349 


9.891 


2. 142 


14. 350 


HEMBB1000725 


24. 239 


9. 575 


11.437 


13.761 


12.595" 


17.372 


8. 105 


16. 144 


HEMBB 1000726 


86. 971 


84.395 


208. 396 


65.157 


43.881 


37.441 


22.020 


39.067 


HEMBB 1000729 


51.556 


25.288 


140. 931 


23.005 


27.775 


18.629 


12.838 


14. 902 


HEMBB 1000738 


39. 002 


38. 955 


166.616 


42. 588 


21.380 


43. 330 


7. 181 


21. 192 


mm 1000749 


115.917 


94. 942 


454.741 


136.454 


54.340 


39.253 


32 933 


49. 141 


HEMBB1000763 


47.835 


25.201 


36. 488 


16.952 


21.036 


31. $19 


14.99<T 


12. Ill 


HEMBB1Q00770 


30. 598 


45.410 


167.003 


32. ft6 


26.482 


25. 698 


18. 186 


24. 127 


HEMBB 1000774 


27. 168 


21.690 


33.470 


20.937 


12.916 


22. 598 


8.092 


17. 606 


HEM8B1000777 


246. 286 


57.131 


58.743 


31.851 


* 40.345 


119. 113 


81.364 


53. 990 


HEMfiB100078I 


41.945 


36. 620 


34.149 


24. 543 


23. 561 


16. 383 


14. 371 


20. 775 


HEMBB1000788 


10.756 


10.608 


5.481 


6.429 


2. 950 


5. 995 


4. 522 


4. 589 


HEMBB 1000789 


28.490 


9.620 


26J51 


16.088 


11.640 


16. 477 


7. 916 


7 R7? 

' . Oft 


HBHBB1000790 


74.318 


56. 925 


185.959 


63. 749 


33. 523 


24. 232 


24. 414 


to. It <> 


HEMBB1000794 


18.080 


17.254 


38.876 


24.305 


7. 427 


10. 338 


5. 445 




HEMBB1000607 


50.070 


31.869 


22.751 


19.865 


20.934 


27.002 


18. 350 


ct . t ou 


HEMBB1 600309 


334.541 


At $76 


42. 300 


26.454 


9. 545 


31. 526 


31. 677 


IOC 


HEM3B1000810 


189. 365 


50.676 


163.325 


33.349 


36. 994 


74.400 


45. 398 




HEMBB1000821 


40.710 


9. 304 


21.006 


6.841 


5.422 


15. 981 


10 835 


5. 685 


1CNBB1 000622 


8.726 


3. 570 


3.541 


1.411 


7.255 


5. 519 


1.28S"" 


1 (tff* 

1 . JiD 


HEteBldoo^fi 


, W. 485 


40. 348 


201.149 


68.467 


43. 204 


31.769 


32. 812 


J J. JO f 


HEMBB 1000827 


50.671 


34. 326 


108. 391 


32. 945 


15.076 


25.813 


18 713 


Lit. *tOf 


HENBB 1000831 


38. 060 


20.466 


29.131 


12.368 


19.990 


20.562 


25. 373 


6. 41 5 


HENBB1000835 


59. 181 


56. 345 


127. 358 


58. 150 


44. 350 


35.831 


25. 687 


35. 108 


HtNBB100084CT~ 


117.639 


63. 375 


340. 802 


61. 186 


48. 924 


38. 995 


20.712 


30. 526 


HENBB 1000848 


98.938 


53.024 


210.423 


42.569 


28. 984 


47. 603 


29. 642 


29.431 


HENBB 1000852 


1.827 


2.160 


0.621 


2.55$ 


1.621 


1.272 


1. 364 


1.086 


HEMBB 1000857 


16.897 


16.768 


19.951 


14.921 


12.912 


17.270 


10. 179 


14. 915 


HEMBB 1000858 


25.634 


16.531 


8.162 


8. 209 


14.482 


12.749 


92.823 


10. 102 


HDfflB 100086 7 


106. 946 


56. 331 


264. 748 


50. 278 


36. 949 


41.202 


26. 795 


29. 760 


HEIEBJOO087O 


68. 550 


62. 423 


192.351 


52.406 


39. 303 


55,641 


23.738 


27.427 


HEABB 1000876 


21.813 


12.044 


24.968 


11.314 


7.689 


10.690 


11.143 


26.241 


HEMBB 1000881 


30.089 


16.478 


28.345 


14.926 


18.419 


17.763 


18.90) 


20.494 


HEMBB 100088 3 


11.669 


10. 263 


26.165 


6.975 


2.780 


8.223 


2. 906 


3.540 


HEMBB 1000887 


42. 638 


32.274 


66.780 


22.979 


31.512 


42. 842 


20.622 


22.566 


HEMBB 1000888 


20. 318 


8. 193 


1 1 4R? 


5 1 7ft 

a. 1 1 a 


4. 073 


8. 708 


6. 801 


4. 342 


HENBB 1000890 


40. 795 


42. 287 


112.076 


25.031 


11.171 


23.116 


15.491 


15.447 


HEMS31000693 


38.2*7 


10.603 


B8. 306 


24.535 


14.440 


12. 863 


9.734 


17. 727 


HEMBB 1000900 


23.814 


8.709 


17.013 


9.267 


10. 928 


12. 199 


14. 105 


11.108 


HEN831 000905 


63. 589 


43. 501 


37.125 


41.367 


26.379 


29.649 


38. 699 


31.891 


HEMBB 1000908 


42.944 


54.674 


120.821 


34. 982 


28.838 


28. 194 


15.897 


26. 230 


HENBB 1000910 


72. 960 


51.795 


161.850 


41.050 


36.594 


37. 378 


13.612 


23. 263 


HEMBB 100091 3 


33.820 


35.219 


96.448 


24. 688 


12.371 


26. 067 


14.715 


19.268 


HEMBB1000915 


1910.513 


222.511 


693. 345 


124. 825 


532.993 


1548. 228 


1159. 943 


223.176 


HEM&BIOObW 


99.638 


64.212 


310. 142 


53.316 


39.091 


34. 989 


22.324 


40.667 


HEMBB1OO0927 


80. 569 


11.252 


19.448 


8.653 


21.944 


24. 546 


17.769 


17.391 


HEMBB1O00932 


33. 128 


33. 556 


95.029 


29.041 


17.945 


21.758 


22.973 


31.034 
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HEMBB1000933 


883.639 


393.035 


605.052 


>89.543 


312.660 


538.431 


353. 155 


291.706 


HEMSB100093& 


23.212 


17.243 


46. 380 


14.205 


25.527 


13.906 


8.530 


11.716 


HEMBB 1000939 


105.016 


36.905 


52. 525 


19.304 


30. 11 1 


35. 223 


41.856 


37. 146 


HEMBB1000941 


6.540 


27.555 1 


15.872 


4.660 


6. 130 


17.648 


83. 246 


9. 541 


HEMBB1000947 


36.384 


18.b20 I 


47. 143 


21.361 


9. 565 


34.299 


13.482 


13.269 


HEMBB1000954 


16.970 


17.878 


19.810 


11.407 


6.851 


17.302 


10. 023 


8.877 


HEMBB1 000959 


22.223 


21.226 


78.298 


22.443 


5. 599 


10.268 


10.673 


12. 183 


HEMBB1Q00973 


11.584 


10.364 . 


21. 189 


8.579 


7. 102 


23. 845 


5. 510 


9.891 


HEMBB1Q00975 


99. 598 


37.022 


69.027 


23.084 


27. 137 


40. 162 


56. 997 


30.316 


HEMBB1O00981 


10. 199 


12.524 


23.602 


20. 141 


5.813 


6. 152 


13. 771 


4. 102 


HEIBB 1000985 


13.065 


8.026 


7.574 


4.776 


6.642 


2.985 


6.049 


3.612 


HEMBB 1000991 


67. 124 


17.092 


28.053 


8. 864 


8. 560 


28. 394 


25.072 


10. 907 


HEMBB 1000996 


170. 25S 


127.636 


352.650 


90. 350 


64. 926 


71. 240 


60.014 


102.622 


HEIffiB TOO 1000 


48.257 


19.380 


18. 573 


15. 226 


10. 611 


1 4. 54 1 


7.698 


9. 642 


HEMBB 100 1 004 


0.797 


1.839 


0. 439 


0. 000 


0. 000 


0. 318 


0.000 


0 ooo 


HEMBB 100 1008 


17. 533 


13.975 


16.434 


1 1. 194 


6. 400 


12. 238 


6. 478 


" 9.23$" 


HEMBB1001011 


39.>43 


19.337 


28. 396 


15.752 


15. 302 


17. 720 


15. 586 


16. 702 


HEMBB1001014 


121.726 


46. 352 


244. 715 


50.619 


33.004 


55. 708 


30. 100 


34.469 


HEMBB 100 1020 


86.065 


68. 022 


243. 352 


67. 763 


53. 522 


50. 406 


30. 247 


49.844 


HE1BBIO01024 


65. 546 


59. 010 


205. 347 


41.480 


31 865 


35. 052 


21. 045 


39. 489 


HEM8B1O01026 


36.265 


27.027 


76.443 


19. 990 


25.484 


27. 657 


12. 014 


23. 129 


HEMBB1001037 


64. 392 


37.810 


120.090 


20.652 


22.459 


27. 294 


18.918 


28. 917 


HEMBB 100 1042 


58. 936 


20. 428 


42.468 


17.255 


15. 600 


32.463 


20. 274 


18. 506 


HEMBB 1001 046 


76. 790 


22.021 


40. 791 


13. 932 


17.825 


47.853 


26. 672 


30.i)56" 


HEMB81001047 


76.665 


39. 237 


208. 757 


53.469 


44. 539 


37. 624 


16. 049 


20. 262 


HEMBB 100 1048 


133. 028 


58. 176 


140. 515 


48. 390 


34. 614 


42. 111 


29. 526 


34. 858 


HEMBB1001051 


22. 699 


8. 465 


13. 142 


9. 942 


10. 065 


9. 946 


5. 881 


8. 790 


HEMBB 100 10 SB 


40. 040 


16.494 


45. 000 


22 674 


18.685 


21. 131 


18.431 


12. 498 




88. 873 


59. 116 


223. 822 




34.696 


29. 7B3 


21. 562 


25. 222 


HEMRB1Q01060 


35. 486 


18. 631 


33. 852 


60. 851 


26. 807 


13. 499 


12. 993 


19. 391 


HFMBB1001063 


53. 418 


36. 359 


125. 166 


33. 1 56 


24. 220 


19. 182 


16. 188 


14. 597 


HFJIBB 1001 OSS 
nouD i uv i woo 


79 ]81 


46. 879 


78. 756 


35 034 


26. 635 


79. 005 


63. 198 


43. 296 


HFMBRIOQIOfl? 


66. 296 


58 491 


173. 393 


49T675" 


75 753 


33. 015 


14. 189 


77 904 


nLMDu iuu maa 


64. 435 


Si. 409 




17. 1 16 


14. 939 


41. 581 


21 497 


13. 792 


ncjHoo i uu i u jo 


43. 372 


CO. JO£ 


94. 366 


Jt . 1 LM 


1 J. UO 3 


?i ?if% 


13. O 1 «* 




HFHRBIOfll 101 
ns-MOO i uv i iu I 


79. 652 


21. 131 


40. 775 


18. 757 


35. 350 


46. 263 


18. 855 


13.874 


HFIfflRlOOl 102 
navo f uw 1 1 v £ 


51. 740 


27. 685 


86 794 


21. 160 


12. 958 


1 6 . 450 


7. 235 


8. 605 


£MBBl6ull04 

ILMOO 1 UV 1 1 U*T 


61. 846 


33. 489 


"TtS. 1ST" 


14.789 


10. 623 


20. 859 


15. 993 


10. 658 


HEMSR1001 105 


69. 199 


32. 868 


132 855 


27. 292 


32. 605 


49. 984 


20. 779 


23. 761 


HEMBB1001112 

■ IL>fWw I WW 1114. 


161. 356 


78. 361 


73. 588 


64.617 


86. 150 


93. 363 


87. 696 


95.854 


KEMBB100I113 


114. 744 


130.208 


298. 139 


107.218 


73. 757 


61. 718 


32. 824 


66. 952 


HEMBB1001114 


105. 358 


95.960 


365. 719 


66.457 


62.314 


35.251 


34. 480 


51.9>0 


HEM8B1001115 


67.274 


16.815 


13. 190 


26.838 


17.638 


29. 948 


23.803 


34. 239 


HEMBB1001117 


2.434 


10.619 


14.9*1 


4.15* 


4. 937 


2.694 


2.729 


18. 952 


HEMBBTd"01119 


18. 198 


17.501 


58.077 


15.550 


5. 202 


13.437 


5.261 


9.614 


HEMBB1001126 


306. 301 


111.345 


266. 365 


81.302 


76. 905 


130.782 


58. 863 


61.487 


HEM3B1001133 


39.573 


36. 703 


178.312 


45.328 


36. 363 


38.712 


14. 400 


26.997 


HEMBB1001137 


53.424 


19.209 


46.849 


14.453 


13.76$ 


30.395 


18.865 


15.761 


HEMBB1001142 


105.888 


131.411 


405. 403 


98.008 


104.700 


52.754 


32.598 


75.485 


HEM8B1001145 


114.864 


106.329 


348. 161 


78.364 


57.587 


54. 983 


24.738 


51.568 


HEMBB100U51 


149.618 


23.632 


66.507 


14.582 


34.238 


68.060 


46.084 


19.806 


HEMBB1 001153 


92.263 


53. 444 


153. 351 


44.131 


37.191 


34.991 


21.708 


32. 599 


KEMBB1001158 


64.416 


30. 844 


50. 578 


22.880 


32. 523 


47.046 


24.553 


39. 658 


HEMBB1001169 


96.424 


70.158 


253.814 


76.490 


44.058 


37.113 


24. 102 


38. 757 


HBBBIOOIWO 


34. 989 


7.730 


32.617 


5.324 


t.irt 


11.418 


7.623 


5. 208 


(OCBB100I175 


46.512 


27.401 


45.252 


21.001 


15.416 


20.636 


17.361 


36.021 


HEMBB1Q0I177 


126. 389 


86.212 


396.633 


84. 357 


48.470 


40.910 


34.438 


42. 680 


HEMB3100U82 


70. 825 


30. 508 


45.077 


19. 262 


28.316 


32. 507 


25.771 


26. 488 


HEM8B100I192 


30. 059 


21.703 


61.610 


20. 151 


5. 688 


22.456 


24. 299 


31.214 


HEMBB1001199 


1.469 


O.OOC 


0.000 


4.430 


0.797 


2. 148 


1.260 


| 1.223 


HEMBB 100 1200 


2.266 


1.426 


2.071 


5.734 


0. 000 


2.413 


1.567 


2.969 


HEMBB1001208 


111.969 


37.738 


122.154 


28.426 


28.653 


55.253 


32. 443 


21.624 


HEMBB 100 1209 


103.602 


77. 445, 


233.649 


60.849 


25.456 


40. 993 


26. 273 


33. 636 


HEMBB1001210 


14.499 


40. 527 


32.902 


6.231 


10.125 


16.413 


17.251 


28.930 
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HEMBB1001215 


219.922 


83.033 


126.326 


63.007 


71.733 


115.441 


61.961 


72. 230 


HEMBB1001217 


63.633 


22. 116 


41.047 


17.479 


20. 160 


53.164 


31.645 


18. 739 


HEMBB1001218 


98.226 


47.137 


142. 266 


53.412 


29.467 


23.819 


20.495 


24,079 


HEMBB100122I 


0. 524 


1.310 


1Z. 795 


0. 988 


0.992 


0.867 


0. 000 


1.757 


HEMBB1001224 


52. 109 


37.281 


86.318 


28.364 


24.177 


19.072 


16.478 


20. 321 


HEMBB1OO1230 


38. 785 


17. 158 


30.714 


15.256 


12.698 


31.469 


27.596 


17.436 


HEMBB1001234 


335.966 


64.817 


131.659 


43.601 


69. 385 


167. U4 


101.415 


57. 258 


HEMBB1001235 


152.870 


67. 952 


84. 726 


40. 262 


26.665 


52.686 


38. 623 


49. 693 


HEMBQ 1001 237 


16.971 


23. 623 


33.663 


30. 744 


21. 161 


18.495 


18.264 


25. 643 


HEMBB1Q01242 


26.787 


15.776 


22.922 


4.200 


5. 187 


11.277 


10.621 


7. 589 


HEMBB 1001 244 


280.439 


9.589 


9.743 


8.128 


2.116 


4. 366 


2.735 


2. 871 


HEMBB1001249 


51.892 


27. 766 


106.010 


25. 983 


19. 890 


21. 254 


16. 839 


21. 542 


HEMBB1001253 


50.869 


33. 773 


58. 857 


31.656 


8.253 


38. 144 


20.639 


25. 942 


HEMBB 1001 254 


23. 309 


8.716 


61.080 


12. 779 


6. 376 


18. 461 


22.558 


8. 559 


HEMBB 1001266 


2.010 


9. 086 


3.704 


1.682 


16.420 


18. 653 


1. 717 


1. 611 


HEMBB10Q1267 


131.334 


93.697 
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HEMBB1001841 


345.524 


134.230 


67.049 


25. 938 


60. 560 


21.530 


21. 177 


18.486 


HEMBB1001844 


61.041 


25.820 


34.819 


14.237 


14.648 


34. 333 


20.655 


31. 102 


HEMBB1001847 


126.241 


111.341 


239. HZ 


47.873 


65. 849 


86.164 


47.980 


108. 378 


HEMBB )00t 848 x 


.40. 802 


39.856 


24. 837 


12.646 


9.727 


18.893 


18.093 


17.754 


(€MBB1001850 


171. 151 


101.141 


118.680 


33.622 


64.050 


118.364 


50.599 


75.857 


HEMBB1 001859 


133. 676 


77.853 ! 231. 163 


65.024 


41.660 


123.173 


103.961 


48. 695 


HEMBB1001863 


115.353 


92.421 (255.141 


83.601 


85.833 


53.693 


30.832 


49.688 


HEMBB1001867 


15. 427 


I b. aZZ 


8. 336 


10. 061 


4.673 


8.415 


6.299 


9.816 


HEMBB100I868 


24. 470 


17.457 


24. 238 


7. 996 


8.810 


8. 133 


10.520 


11.923 


HEIIBB1001869 


82.894 


76.711 


234.322 


61.007 


44. 801 


45. 547 


29.853 


39. 008 


HEMBB1001372 


15. 921 


7. 288 


5.998 


10. 1S1 


2.561 


5.674 


9. 542 


5. 964 


HEMB81001874 


36. 336 


11.065 


22.113 


15.221 


9.515 


14. 138 


6.058 


5. 891 


HEUBB1001875 


7.615 


19.234 


13.755 


26.314 


11.646 


3.662 


5.863 


7.228 


HEHBB10018B0 


107.638 


82.806 


115.014 


59.163 


39.712 


47.440 


27. 454 


37. 214 


HEMBB1001B99 


15. 785 


11.630 


15.181 


7.571 


2. 259 


12.203 


4. 190 


3, 366 




59.215 


24.149 


27. 564 


15.205 


8. 601 


28.605 


15. 592 


15. 765 


HEJIIBB 100 1905 


29. 932 


24.402 


20. 256 


15.117 


8. 559 


17. 138 


12.021 


12.009 


HEUBB1001906 


15.456 


13.077 


51.260 


10. 147 


16. 547 


10. 906 


7. 943 


9. 1 29 


HEHBB10Q1908 


35. 095 


32.316 


100.465 


26.514 


24. 742 


20.649 


8.759 


14. 223 


HEHBB1001910 


67.419 


35. 922 


139. 126 


56. 266 


43. 100 


26. 178 


19.330 


29. 710 


HEMBBI001911 


50.456 


46.682 


196.311 


58. 337 


31.782 


35. 278 


19.934 


32.009 


KEMBB100191S 


40. 796 


27.017 


19.351 


20. 885 


15.345 


12:662 


"9.798 


36,052 


HEKBB1001921 


95. 398 


115,190 


314. 157 


85. 049 


59. 940 


59. 397 


36.034 


60. 585 


eOBB100l922 


54. 587 


37.299 


107.814 


29.795 


15.712 


23. 741 


15.662 


16.568 


HEMBB1001925 


35. 478 


39. 156 


106.531 


23.241 


15.055 


16.405 


13.936 


15. 471 


HEMBB1001930 


9.272 


7.467 


11.545 


7.045 


3.402 


5.636 


2.969 


5.808 


HEMBB 100 1944 


122. 259 j 


83. 163 


288.572 


86. 582 


66.995 


51.236 


27.262 


45. 542 


HEMBB1001945 


55. 555 


20. 668 


28.702 


7. 169 


21.076 


24.208 


18. 042 


10.472 


HEMBB 100 1947 


47.254 


12. 987 


21.887 


16.223 


6. 133 


25.673 


16.697 


13.440 


HEMBB1001950 


99. 345 


31.711 


4Z.202 


32.724 


17.168 


68.211 


28.763 


30. 429 


HEMBB1001952 


67. 117 


40. 169 


164.691 


39. 168 


16.287 


31.103 


11.276 


24.511 


HEMBB1001953 


56.049 


47.572 


147.635 


34.559 


22.662 


21.660 


13.445 


22.280 


HEMBB 1001 957 


43.669 


20. 350 


106. 261 


26. 369 


16.837 


16.589 


5.199 


12.837 


HEMBB1001959 


26.731 


45. 573 


72.402 


48.003 


21.477 


24.564 


17.194 


36.361 


uciiDainni aa 
ncMoO lUUI 9bZ 


59. 585 


38.413 


125.747 


48. 471 


52.786 


46. 598 


20.834 


29.320 


HEMBB1001967 


156.252 


96. 306 


460.639 


121.361 


89.090 


70.066 


46.606 


68.839 


HEMBB1001973 


62.418 


55. Ill 


203. 353 


61.777 


40.564 


39.531 


24.193 


43.482 


KEIBB1001978 


205.611 


67. 998 


184.804 


55. 506 


42.195 


56.711 


62.043 


55.171 


HEMBB1001983 


115.219 


97. 908 


189.950 


79.417 


69. 496 


62.957 


41.995 


65. 291 


HEMB81001987 


23.094 


30. 009 


63.743 


16.838 


10.970 


10.414 


5. 543 


10.645 


HEMBB1001988 


26.549 


17.876 


71.399 


12.651 


11.631 


11.873 


6.563 


10. 248 


HEM8B1001990 


61.049 


28.808 


125.791 


31.477 


30.752 


26. 525 


9.894 


24. 366 


HEMB81001996 


40, 435 


12.303 


17.096 


14. 159 


3.837 


18.573 


11.696 


13.433 


KEMBB1001997 


91.453 


62.313 


247.838 


64.724 


40. 131 


29. 522 


27.492 


42.942 


HEMBB1001999 


28. 583 


9.839 


33.748 


34.520 


11.455 


23.048 


14.798 


25. 158 


HEMBB1002002 


19. 354 


10. 115 


14.415 


9.527 


16.781 


12.044 


7.088 


14.724 
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HEMBB 1002005 


127. 202 


87. 407 


314. 165 


82. 406 


66. 505 


55.577 


40. 792 


64. 185 


HEMBB 1002009 


0. OOO 


1.364 


22.770 


0.807 


4.369 


1.295 


0. 000 


0.000 


HHBB1002013 


28.258 


13.676 


16.813 


10.399 


10. 765 


17.046 


7. 782 


9.691 


HEJyBBI 002015 


105.576 


48. 524 


66. 937 


36. 377 


38.220 


74.637 


28. 221 


34.621 


HEM8B1 002024 


216.724 


27.841 


16.159 


12. 961 


10. 268 


16. 725 


13.378 


30.580 


HEMBB1 002035 


46.139 


20. 267 


93.090 


25.830 


19.155 


14.290 


9. 089 


10.861 


HEMBB1 002039 


56.819 


33.510 


91.779 


23.686 


12.816 


13.451 


13.710 


16.666 


HEMBB 1002041 


64.639 


34.426 


51.061 


22.611 


27.241 


31.364 


25. 209 


28. 240 


HEMBB1 002042 


108.989 


70.262 


244.087 


61.596 


54.097 


58. 195 


45.407 


53. 47S 


HEMBB1002O43 


45. 022 


36.752 


179. 777 


48.242 


21.779 


25.603 


30.919 


28. 446 


HEJbfl1d02044 


13. 181 


2.012 


5.797 


1.053 


1.982 


Ul3 


3. 432 


2.045 


HEMBB1 002045 


289. 530 


197. 322 


441.790 


143. 182 


150. 349 


206.083 


108.290 


118.515 


HEMBB 1002049 


35. 193 


24.481 


83.015 


26.999 


19.710 


27. 535 


16.278 


24. 921 


HEMBB 1002050 


37.095 


16.954 


49.110 


12.868 


13.580 


16.690 


9. 422 


14.540 


HEMBB1 002051 


36.389 


19.655 


68.218 


18.665 


8.800 


22.352 


16.403 


17.616 


HE1BB1O02068 


75. 935 


30. 174 


53.312 


27.588 


23.758 


28. 553 


40. 522 


36. 664 


1OBB1002069 


213.038 


176.212 


471.114 


127. 141 


113.252 


145.613 


82.555 


84. 929 


HEMBB1002075 


42.631 


31.316 


161.071 


28. 782 


21.239 


25. 996 


13.087 


18.589 


HEMBB1002079 


16.958 


10. 592 


15.974 


7.658 


4.913 


11.054 


12.406 


9. 170 


HEMBB 1002080 


43. 775 


32.579 


72. 576 


24.001 


9.827 


28. 608 


17.214 


17.433 


HEMBB1002082 


26.775 


8.257 


21. 193 


4.448 


6.280 


19.090 


464. 903 


8.346 


HEMBB1002084 


17.127 


6.840 


43.925 


4. 043 


9.757 


26.316 


9.627 


6.512 


HEMBB 1002088 


90.318 


38.977 


65.816 


40.755 


47. 974 


81.367 


57.452 


75. 281 


HEMBB1002092 


192.949 


59.522 


268. 965 


49. 978 


47.797 


60. 595 


48.524 


36. 080 


HEMBB1 002094 


127.875 


84. 707 


379. 671 


89.066 


80.779 


70.636 


38.807 


57.037 


HEMBB1002103 


29.830 


9. 307 


18.867 


12.419 


117.011 


11.825 


10. 555 


6. 133 


HEMBB1002109 


28. 380 


23.579 


104. 568 


24. 307 


17.018 


17.089 


11.301 


21.844 


HEMBB1002115 


71.073 


86. 440 


117.523 


95. 976 


26. 307 


85.908 


60.445 


114.378 


HEIBB1002120 


16.393 


10.090 


4. 147 


2.085 


3.568 


9.594 


4.954 


4.539 


HEMBB1002121 


12.050 


2.757 


6.522 


1.146 


2.007 


0.000 


1.999 


1. 549 


HEM8B10021J4 


784.781 


365. 377 


605. 805 


262. 168 


223. 204 


719. 592 


534.370 


450.949 


HEMBB1002136 


109. 220 


32. 405 


75.010 


27.402 


26.278 


35.231 


38.283 


23.593 


HEMBB 1002 138 


17.812 


14.057 


17.210 


7,413 


9.287 


10.513 


2b. 314 


9.644 


HE1B81002139 


51.267 


37. 549 


168.617 


27.467 


17.855 


27.091 


16.428 


23. 177 


HEJ6B1002141 


82. 369 


29. 424 


54. 387 


14.566 


15.214 


39.768 


33. 139 


22.856 


HEMBB1002142 


70. 553 


42. 309 


156.252 


36.636 


14.797 


26.769 


15.277 


22.894 


HEMBB1002145 


40.661 


16. 263 


15.725 


8.229 


13. 984 


21.757 


14.873 


15.5*5 


HEMBB 1002 152 


46.728 


36. 893 


105. 608 


65.422 


40. 064 


25.225 


29.211 


42.935 


HEMBB10O2162 


40. 153 


34. 008 


96. 274 


29.709 


19.847 


47.860 


22.055 


40.550 


HEMBB1002173 


53. 191 


41. 151 


147.055 


26.912 


34. 538 


16.431 


19.449 


25. 327 


HEMBB1002189 


73.400 


88.057 


211.287 


73.810 


54.029 


46.682 


45.749 


55.885 


HEMB81002190 


33.242 


51.561 


233.972 


49.809 


19.665 


27.376 


13.129 


61.389 


HEMBB1002193 


69. 174 


22.324 


33.672 


10. 803 


18.423 


27. 93S 


24.748 


16.109 


HEMBB1 002217 


50. 175 


37.602 


98. 092 


38. 769 


24. 723 


33.043 


18.735 


39.436 




596.902 


272.857 


712.867 


191.461- 


185.314 


3?3.?n 


195.571 


iW.SSt 


HEMBB100222S 


88. 583 


45. 763 


205.932 


47.852 


46. 693 


41.923 


37. 485 


53.876 


HEMB31002232 


56.752 


32.790 


128.643 


36.535 


28. 693 


32.710 


31.447 


41.940 


HEMBB1 002245 


31.084 


9.332 


17. 943 


11.049 


11.834 


1 1.864 


17.012 


14. 199 


HEMBB1002247 


151.502 


27.325 


64. 167 


10.018 


26.829 


62.501 


35.734 


. 21.698 


HEMBB1002249 


153. 327 


94.814 


380. 989 


101.573 


65. 579 


80.049 


62.653 


85.673 


HEMB81002254 


43.885 


36.756 


118. 582 


29.328 


19.323 


11.675 


12.693 


22.229 


HEMBB1002255 


8.633 


2.293 


14. 174 


8.771 


1.813 


2.385 


3.358 


3.589 


HEMBB 1002266 


5. 303 


5. 716 


8. 530 


6.222 


1.842 


2.404 


4.411 


2.295 


HEMBB1002271 


160.682 


46.654 


157.828 


58.291 


63.843 


72.913 


62.659 


73.702 


HEMBB1002280 


24.597 


13.246 


75. 763 


13.976 


7.742 


9.196 


9.200 


16.479 


H&naJMiZtt 


67.004 


21.270 


52. 536 


34. 388 


49. 938 


&3.64S 


123.030 


41.218 


HEMBBI002300 


94.815 


28. 682 


50. 102 


35. 939 


13. 923 


29. 792 


25.246 


21.629 


HEMBB 1002 302 


51.059 


31. 157 


28.441 


17.568 


17.905 


26. 026 


22.516 


30. 501 


HEMBB 1 00^306 


35.213 


49.812 


33.017 


23.300 


15.072 


17.296 


14.490 


16.293 


HEMBB1002316 


19.773 


8.638 


19.354 


3.667 


9.274 


9. 974 


8.613 


6.883 


HEMBB1 002326 


201.896 


126.797 


406.052 


154.628 


89.356 


85.970 


54. 052 


98.198 


HEM8B1D02327 


85.792 


48.221 


184.126 


47. 724 


32. 764 


29. 959 


17.415 


34.542 


HEMBB1002329 


59.191 


21.714 


43.746 


25.618 


17.775 


24.892 


32.481 


27.905 


HEMBB1002340 


18.233 


28.462 


. 7.730 


3.702 


3.055 


4. 522 


2.914 


5.745 
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iHPwunnn9i49 — r 


7 A 7 AC 
1 4. f 40 


oi. 579 


169. 482 


40. 919 


23.495 


26.453 


33. 215 


65. 420 


ncJUSoiUUcjaS 


1 A A Q C7 

149. ob/ 


132. 962 


286. 214 


85. 160 


50. 855 


67. 646 


36. 624 


78. 432 


ncMoofUUcjay 


160. 804 


77. 260 


219. 199 


68.995 


44. 093 


58. 049 


35.955 


51. 139 


HEMBB 1002364 


1 An one 

102. 885 


74. 409 


188. 270 


50. 973 


55. 276 


45. 770 


40. 780 


59.739 


HEMBB1002366 


152.074 


77.016 


248.465 


68.268 


81. 100 


64. 637 


39.912 


60. 303 


HEMBB1002371 


44. 433 


12. 342 


26. 565 


13. 307 


36. 600 


10.553 


9. 238 


5.351 


HEM8B1002381 


134, 427 


77.953 


207.310 


57.210 


48.215 


64. 049 


51.493 


77. 629 


h£MBBI002383 


164. 205 


52. 312 


94. 064 


31.346 


31. 368 


30. 947 


43.038 


47. 640 


HEMBB 1002387 


196.859 


164. 904 


235, 139 


49. 485 


25. 102 


93. 004 


52. 536 


43. 092 


HEMBBI 002409 


82.9B6 


49. 978 


1 1 2. 097 


29.207 


15.402 


37.667 


36.064 


38. 132 


HE1SB1002413 


123. 367 


87.690 


361. 106 


87. 505 


57.485 


48. 097 


23. 254 


49. 302 


HEMBB1002415 


87.091 


31.703 


92. 595 


31.804 


23. 352 


27.293 


21.815 


24. 444 


HEMBB10OZ4Z4 


13. 162 


19.511 


15.995 


5. 848 


21.533 


16.980 


18. 246 


25.253 


HEMBBI 002425 


84.086 


69.689 


238. 147 


82. 198 


36.928 


41. 171 


26.823 


47.957 


HEMBB1002427 


143.727 


26.894 


50.430 


25.865 


40. 707 


52.937 


38.610 


47.517 


HEMBBI 002442 


163.853 


121.153 


501.168 


129. 909 


73. 231 


81.033 


47. 108 


287.238 


HEMBBI 002447 


107.214 


80.007 


214.338 


58. 963 


41.313 


60.452 


49.159 


44.523 


HEMBB 10024 53 


163.250 


93.442 ! 


384.443 


93.027 


68.808 


58. 565 


46.254 


58.810 


HEMB8 1002457 


116.756 


104.520 . 


330.657 


^.026 


46. 720 


50. 971 


38.415 


57.991 


HEMBB 1002458 


18. 721 


11.278 


23.232 


9. 587 


7. 205 


6.051 


4.659 


4. 343 


HEMBB1002463 


229.657 


146.001 


663. 683 


193.622 


138.458 


104.827 


52. 827 


110. 558 


HEMBB1002465 


44.210 


23.316 


33.631 


20.895 


17. 932 


26.471 


19. 122 


19.703 


HEMBBI 002477 


98. 948 


27.813 


153.875 


11.052 


36.071 


16.072 


13.791 


8.347 


HEMBB1002479 


23. 249 


59.003 


73.224 


14.014 


10.084 


13.246 


1. 980 


8. 949 


HEMBB1O02489 


78. 748 


24.690 


71.038 


31.400 


39. 869 


43. 673 


44. 800 


75. 957 


HEMBB 1002492 


9.080 


6.989 


26. 130 


3.092 


1.453 


5.606 


1.415 


2.381 


HEMBB1002495 


95.752 


104.949 


301.328 


60. 728 


72.404 


45. 161 


24.771 


61. 121 


HEKBB1002502 


17. 132 


17.866 


14. 643 


16.170 


15.224 


14.056 


4. 504 


23.313 


HEMBB 1002509 


0.913 


2.235 


7.269 


4. 304 


0. 743 


1.283 


1.504 


6.154 


HEKBB1Q025I0 


0.732 


0. 000 


0. 000 


1.858 


0. 926 


0.000 


0.000 


0. 000 


HBBB1QQ2520 


249.875 


127. 604 


585.470 


169.423 


138.712 


90. 360 


100. 598 


112.828 


HEKBBI002522 


24. 741 


27.480 


12. 342 


14. 142 


17.452 


5. 861 


8.292 


8. 541 


HEMB6I002527 


63.012 


61.066 


87. 388 


46.392 


29. 555 


37. 187 


25.642 


36. 089 


HEMBBI002530 


72.655 


45. 682 


83. 329 


21.750 


21.479 


53. 227 


440. 333 


38.710 


HEMBB1002531 


40. 398 


18.832 


10.308 


9.953 


5. 539 


16.743 


11.880 


8.115 


HEMBBI 002534 


78. 552 


49.139 


154. 741 


66.211 


30.154 


46.591 


28.712 


37.112 


HEMBB1O0253S 


27.609 


22.843 


52.264 


17. 646 


8.234 


13.078 


23.458 


15.919 


KEMBB1002544 


24.012 


6. 185 


27.814 


13. 117 


39. 363 


15.921 


9.427 


14.017 


HEMBB1002545 


108.234 


31.929 


243.949 


50. 972 


16.032 


40.343 


31.826 


13.472 


HEMBB 1002550 


31.850 


11.452 


10.668 


II. 228 


11.049 


10. 100 


14.262 


14.910 


HEMBBI 002556 


125.621 


89. 607 


311.607 


79.974 


50. 209 


57.837 


53.696 


54. 119 


HEMBB1002571 


33.047 


21.526 


54.457 


14.847 


25. 892 


21.961 


5.482 


18.608 


HEMBB1002579 


75.252 


55.132 


229. 479 


48.891 


31.521 


43.266 


24.667 


31.554 


HEMBB1002582 


100.572 


56.574 


258.453 


63.093 


45. 740 


39.580 


26. 474 


45. 912 


HEMBB1002584 


8.325 


7.614 


13. 574 


6.883 


1.796 


7.655 


6. 183 


4.955 


HEMBB100Z587 


57. 430 


44.383 


60. 900 


47. 981 


30. 048 


30. 562 


19. 161 


20.854 


HEMBBIO0Z590 


114.241 


78.587 


179. 926 


65.737 


28. 629 


43.657 


33. 101 


34.032 


HEMBBI 002596 


278. 617 


90. 944 


275.018 


69.006 


68. 247 


114.505 


88. 149 


59.750 


HEMBBI 002600 


17.618 


16.003 


23. 907 


4.699 


9.726 


10. 133 


7.945 


8.940 


HEMBBI 002601 


67.910 


48. 188 


183.948 


45. 346 


38.021 


37.423 


21.860 


33. 698 


HEM8B1002603 


69.793 


43. 222 


141.343 


36.733 


28.849 


35.264 


22.033 


29. 436 


HEMBB 1002 607 


64. 941 


36. 284 


134.598 


39.424 


22.220 


31.501 


. 15.575 


31.024 




LC. Obd 


9. 200 


51. 294 


16. 832 


6. 664 


12. 856 


6. 433 


6.515" 


HEMBS1002613 


85.026 


60. 872 


161.891 


47.532 


36. 559 


44. 841 


24. 569 


31.062 


HEMBB1002614 


85.074 


30.721 


39. 687 


10. 970 


15.910 


13.297 


10.461 


5. 438 


HEMBB100261S 


230.370 


55. 581 


35.517 


11.758 


7.258 


46. 064 


22.857 


86.789 


HEMBB100*617 


69.016 


67. 288 


254.296 


42.530 


30.217 


36.395 


21.284 


37.686 


HEMBB1002623 


92.506 


78. 124 


204.116 


60. 739 


20.110 


48. 078 


32. 253 


43. 355 


HEMBBI 002624 


77.75$ 


27.025 


163. 976 


33.209 


25. 309 


20.104 


21.741 


24. 486 


HEMBB1002631 


10.297 


18.892 


12.879 


14,916 


7.219 


5.864 


6.990 


11.537 


HEMBB1002635 


88. 049 


68. 172 


141. 149 


41.853 


40.290 


23.649 


21.781 


44.425 


HEMBB 1002644 


98. 956 


65.380 


26.659 


19.268 


9. 200 


38.890 


35.668 


29.597 


HEMBBI 002654 


127.571 


78. 659 


51.653 


28.747 


32.125 


137.732 


315.048 


39.477 


HEMBBI 002661 


106.501 


46.651 


47. 116 


19.470 


20. 684 


30.561 


24.281 


118.028 
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HEMB& 100^653 


100. 783 


42.600 | 


100.008 


35. 841 


24.382 


35 1 . 028 


41. 975 


18. 150 


HEMBBl 002664 


179. 828 


131.008 


395.057 


51. 235 


74! 731 


89. 130 


40. 814 


55. 262 


HEMBBl 002677 


2.206 


3.466 | 


5. 138 


4. 981 


2.314 


4. 033 


3. 301 


1. 422 


HEMBBl 002683 


118. 247 


69.327 


247. 117 


55. 886 


44. 381 


26. 944 


27. 01 7 


17 77A 

4 £. £ f O 


HEVBB1 002684 


40. 291 


21.056 f 


46. 317 


1 7. 772 


9. 039 


5. 460 


ft 1 70 

O. 1 £U 


14 977 
1 4. J f 1 


HEIIBB1 002686 


30. 893 


12. 882 1 


26. 031 


19. 059 




1 £. OUf 


10 ncc 
10. U90 


Q 191 
9.131 


4EMBB1002692 


48. 969 


24 335 1 


52. 440 


7Q 77Q 

£9. 4 1 9 


1 9. 90V 


9R ftQ"? 
£ 0. 030 


1ft 7CC 
JO. / 03 


1 C 9CO 
1 0. £00 


-IFMBfU 007/5 03 


129. 760 


76. 886 


199 74fl 
J££, r *tu 


7fl A 90 
/ U. 0£U 


R9 114 

0£. 0 1 4 


C7 7cn 

0/. rou 


71 490 


oa nnc 
39. OOO 


4PllftR10n7fiQ7 

1 UU£ V 9 f 


41.01 j 


1ft 7Q1 

JO. I 9J 


£9. IUj 


A QQQ 

0. 399 


9 ncg 
£. U jo 


7 C 1 1 

#. ol3 


1 n occ 
IU. £00 


29. 797 


rlCHOD 1 UU£0 97 


771 7SR 

££0. / 90 


J g j. 004 


icq non 
JD9. UOU 


1 1 C C9Q 
1 ID. 9£9 


77 970 
If. ifo 


109. 419 


7n ino 
/ 9. 393 


99. 532 


ICIBDO lUUlf U£ 


1 3, DUO 


1 C 709 

10. rue 


04 1C7 
£4. JOf 


1 CC 1 
J. DO I 


C 4)4 

o. 434 


15. 699 


13. 253 


24. 914 


4cunninn77n c . 

1CJU)D IUU£ f UO 


90. 09 A 

L 9. 3J4 


90 97C 
ext. cio 


1 C 479 
ID. 4f o 


oi oin 
£ J . civ 


7. 599 


1 1 . 487. 


18. 202 


30. 589 


tcJHDd i uu£ r 1 1 


?fl c&fi 

£9. OOO 


i n one 
IU. BU0 


47 C7 9 
HI. Of C 


1 c c t'o 
i 0. 6/3 


1 3. 434 


15. 691 


7. 559 


16. 536 


JMK3£ lUUUUlo 


M. Uol 


39. 937 


40. 934 


18. 725 


8. 281 


41. 195 


27. 733 


21.472 


i u hi 9 i nnnnii i 
MK311UUUU3I 


5)0. o44 


91 1C7 

21. 3oi 


14 7C4 

34. J 04 


22. 184 


15. 786 


3). 242 


22. 705 


14. 148 


NR311UUUU34 


76. 518 


63. 230 


37. 290 


51. 243 


*% ft n a 

23. 808 


43.858 


26.605 


67.455 


iidio mnnnio" 
INKJc IUUUUJ9 


cc oo£ 
00. 099 


CO ho 7 ' 
bo. UZ J 




36. 653 


27. 339 


62. 232 


57. 760 


88. 100 


i tin 1 9 i nntuiA a 
IMK3£ IUUUU44 


1 C 1 A 

1 . 0 1 4 


n nnn 
U. UUU 


. n nnn 
0. OUO 


0. 000 


0. 000 


0. 000 


1. 970 


0. 000 


r ub 1 9 mnnnci 


111 C 9 1 

Ml. 0 J J 


04 00? 
04. 0££ 


CC 400 

oo. 4 y j 


04 7C9 

o4. f 33 


43. 262 


73. 363 


69. 831 


80. 878 


iuoi9t nnnncc 

IMKJ£ lUUUUoD 


t C7 7(14 
1 Of . f U4 


14 i on 
J4. toll 


49 74 7 
4£. /4f 


f 1 7C9 
II. f 0£ 


50. 766 


66. 106 


54. 160 


47.424 


iifDHinnnnoo 
INK3£ IUUUU09 


CO a AO. 
3£. 043 


££. you 


1 1 4ns 
JI. 4Uo 


1 7. 365 


1 3. 731 


36. 296 


27. 222 


10. 181 


luoiomnn/ioi 
IMJlJc IUUUU9I 


4 O 0O9 


10 CC4 

3Z. 004 


4 9 DOC 

43. 090 


41.311 


25. 143 


35.002 


20. 444 


63. 906 


.1 »tn IUUUUU4 


43. Of 4 


4U. f I c 


C Q 44 C 

0 3. 440 


16. 874 


1 1. 073 


28. 505 


106. 044 


24.660 


-1 t JUUUUUo 


79 709 
iJ. /U3 


\A AAA 

1 4. 444 


99 in4 
tl. 3U4 


9. 381 


15.657 


274. 776 


•1 A At *i 1 **% 

344. 333 


1 1 . 28Z 


I uc oi nnnrti i 


107. 957 


31. 187 


i np no o 
I Do. 03Z 


30. 434 


41.030 


41. 256 


348.474 


63.939 


f I wcd i nnnnoo 
LlfcKlUUuOZZ 


jtf\9 OOO 

4UZ. 839 


1 77 041 

1 / ( . 543 


97A OOO 

Z/0. Z3Z 


82. 143 


125.292 


206. 780 


141.934 


124. 260 


Li icKlOOOOZo 


C 1 CO A 

61. Do4 


41 77t 

4Z. r to 


172. 307 


36. 300 


26.856 


33. 045 


34.820 


42. 189 


LI YcKt 000030 


CO 007 

6Z. 98/ 


■ 94 /194 

£4. 034 


69. 275 


29. 784 


17. 581 


22. 393 


51. 178 


22. 556 


LIVER 1000045 


27. 941 


4. 859 


27.468 


7. 384 


9. 755 


14.426 


20.651 


24. 802 


LI VERY 000046 


1 80. 297 


M7. 998 


24. 240 


23. 527 


L 16.373 


7. 466 


27. 795 


66. 724 


LIVER 1000072 


24. 097 


35. 964 


6. 976 


11. 158 


7.657 


8.260 


16. 555 


4.898 


LIVER 1000077 


90. 518 


39. 165 


17. 306 


13. 193 


25.835 


52. 139 


348. 056 


37.506 


LIVER1000080 


17.084 


4. 918 


5. 980 


9.600 


2.294 


5.176 


6.495 


4.479 


LIVER 1000086 


82.71 1 


55. 169 


150. 708 


18.858 


19.278 


175.018 


481.085 


27.747 


LIVER1O0O092 


61.883 


36.836 


1 16. 592 


27. 330 


I6.8O0" 


25. 266 


35. 863 


24.160 


LIVER 100009 a 


54. 562 


13. 959 


104. 146 


23.878 


13. 158 


200. 163 


137.395 


5. 508 


LIVER1000097 


138. 286 


11.401 


12. 265 


8. 127 


9. 389 


9.669 


32.751 


7.159 


i I wrm aaaaao 

LIVER1000098 


58. 055 


39. 291 


47. 410 


18.991 


19. 124 


20.338 


142. 508 


19. 104 


i lUcniAflninn 

LI VER 1000 100 


81. 693 


64. 546 


94. 504 


29. 185 . 


18. 588 


42. 254 


23. 727 


58.633 


i ivcsiAnmrn 
LI 1 CKIUUUIOI 


52. 507 


16. 303 


57. 500 


10. 286 


8.662 


17.642 


6. 129 


27.273 


i ivcdi nnntne 
LI ¥ tKIUUUIUD 


AC OCA 

40. £33 


10 101 
Si. I£ I 


99 A IO 
it. 430 


11. 568 


9. 377 


13. 216 


102. 126 


16. 904 


LI ItK IUUU lUO 


OC 977 
CO. 1 I f 


cn ccc 
0U. 003 


C9 1 79 
0£. 1 f £ 


1C 491 
£9. 4ZZ 


16. 61 9 


17. 243 


38. 369 


18. 508 


i I vppmnni ic. 

LI f Cn IUUU 1 19 


91 C71 
£J. 3f 1 


1 R C71 


71 9R7 
f 1 . 00 1 


14 044 
1*4. £4*1 


1 1 noo 
1 1 . U£ J 


17. 910 


427. 625 


1 1. 136 


L I TCI\ 1 UUU 1 lv 


inn on? 

IUU. 9U£ 


£ 1 . D4U 


1^ 1 R9. 
JO. IOO 


ID. 000 


OC 9 9C 
£0. ISO 


10 ni7 


07 ICl 
Of. 1 Dl 


16. 249 


u i Ten i uuu i <#o 


69 624 


77 SUA 


*\fi A79 
OO. H t 9 


99 7QA 
CC. i 9*t 


oc n7c 
£0. Uf 0 


49 n 1 c 
4£. U 1 0 


1C Q77 

JO. 93f 


23. 833 


1 1 VPR1 000146 

LIT Ln 1 UVU tHQ 


i n? 757 


fi1 94R 

DO. £90 


£U9. 109 


C74 
04. 0J { * 


49 71 1 
4£. £3 1 


AW 9 1 n 
40. c 1 U 


0C4 ICO 
£04. (DO 


42. 466 


L 1 ■ Lit 1 UUU * lu 


141. 467 


42. 327 


f OS cin 

|UUi J IU 


37. 031 


31. 920 


£9 C04 
OC. 904 


IOC AftC 
1 C 9. *4DD 


CC 790 
09. I CO 


LIVER] 000157 

LI 1 LA IUVU 1 M 1 


97. 282 


37. 198 


50. 979 


49 952 


ic. 09 1 

JO. *J£ 1 


A\ QC4 

1j. 934 


C9 C.07 
3£. 3£ f 


49 991 
43. ££ 1 


LI VER1QD0161 

LI 1 L_J\ I UUV 1 W # 


100. 902 


24 883 


57. 647 


?B 379 

£0. J £9 


31. 562 


A9 7P.1 
4£ . f O 1 


RQ 1 Oft 
09, 1 90 


in 74n 
3U. |4U 


LIVER1000167 


97. 214 


29.093 


41. 460 


" 25'. 700 


L v. J 1 O 


117 7Pfi 

1 1 C , f UO 


190 7O0 
O J£. i OO 


on 709 
3U. IML 


LIVER1000174 


53.927 


23. 440 


26J53 


13. 595 


12 625 

1 £. Q£ J 


JD. jOU 


7 ! AIM 


in s 1 ? 

IU. 3l£ 


LIVER1000I85 


49. 746 


20. 428 


31.630 


13.964 


13. 391 


16.773 


16.676 


14.878 


LIVER1000187 


38. 332 


8.211 


15. 200 


4.654 


8.084 


9. 846 


567. 808 


8.320 


LIVER1000190 


93.672 


29. 635 


50.518 


15.812 


18.768 


23.709 


41.865 


11.496 


LIVER1000192 


141.875 


53. 337 


99. 330 


32. 936 


41.210 


79. 500 


128. 608 


47. 907 


NAMMAI000009 


99.036 


77.266 


234.005 


72. 924 


40.612 


44. 930 


25.218 


35. 909 


MAWA1000015 


40.458 


7. 192 


19. 901 


13.017 


12.921 


18.315 


13.014 


8.185 


HAUHA1000019 


62.999 


29.927 


150.049 


52. 037 


36.450 


42. 958 


38. 148 


30.172 


MAMMA1000020 


58.696 


30.055 


181.093 


40.615 


38. 572 


34.176 


18.169 


20. 807 


MAMMA 1000024 


15.610 


5. 088 


15.411 


7.263 


3.468 


11.652 


37.960 


9. 224 


MAMMA1000025 


53.706 


37. 358 


123.944 


37.766 


29. 177 


24.650 


18.530 


21. 156 


HAUiA 1000043 


170.220 


108.774 


290.077 


126.472 


100. 059 


82.087 


70. 843 


76. 243 


MAMMA1 000045 


83.118 


48.873 


22.107 


10. 125 


5. 779 


15.440 


7.895 


8.811 


MAMUA1000046 


117.084 


44, 851! 


285. 890 


66.458 


43.862 


36.388 


23. 428 


22.376 
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MAKVA IUUUU39 


00. 1 I 0 


A(\ ML A 
4U. 0o4 


C7 1(\7 
Of. JUf 


90 ACQ " 
£3. 033 


97 A AC 

LI. 44S> 


9 9 Af\Q 
Si. 40b 


9 9 flC C 

It. Obb 


23. 563 


MAMMAlUuUUbf 




1 no A7Q 

1U8. 4(9 


A*% 1 1 Cft 

421. JoO 


Aft tci 

00. 366 


84. 331 


77. 475 


42. 047 


55.847 


MAMMAlUUUUbU 


70 COO 
(3. 030 


3U. £0b 


1 CI 110 

1 bi. J 1 9 


49. 223 


28. 927 


42. 539 


25. 636 


52. 458 


Limit 1 ftftnftco 
HAJMAlUUOUbS 


1 10. &71 


Jb. U 10 


IOc\ if I 


AO 7CA 

48. 764 


>4 inn 

43. 720 


61. 342 


45. 357 


33. 1 15 


MAMMA 1QQQ0o4 


128. 354 


92. 81 9 


217. 404 


87. 542 


63. 176 


65. 262 


34. 266 


45. 092 


iAMMA 1000085 


40. 199 


20. 01 9 


40. 608 


21. 956 


13. 181 


18. 822 


36. 347 


26. 209 


AMMA100Q092 


77. 338 


37. 915 


167. 474 


43. 988 


16. 101 


26. 961 


15. 531 


22. 390 


MAkBUA 1000096 


55. 344 


38. 495 


38. 888 


25. 605 


11. 893 


44. 990 


24. 784 


25. 160 


MAMMA 1000097 


62. 546 


54. 694 


52. 522 


52. 269 


24. 807 


65.730 


25.787 


23. 298 


MAMUA100D102 


67. 585 


32. 797 


91.551 


31.689 


19.430 


26.892 


22.353 


16.842 


MAAfilA1000l03 


63. 752 


26. 301 


89. 530 


30.004 


12. 188 


31.709 


11.461 


14.718 


MAMMA 1000 106 


37.918 


23.228 


90.795 


22.075 


14.445 


24.686 


16.649 


17. 569 


MAMMA1000H7 


58.533 


24. 502 


43. 190 


22.445 


16. 140 


27.418 


15.487 


13.269 


MAMMA1000118 


104. 168 


58.433 


63.822 


8.833 


24. 039 


42.731 


38.062 


43. 242 


UAIMA100O129 


170.665 


72.256 


98.813 


45.970 


22. 181 


58.739 


50.197 


14. 587 


MAMMA100Q133 


62.435 


25.090 


33.061 


20.713 


14.310 


34. 686 


18.642 


14.101 


MAMMA1000134 


106.522 


79.090 | 


246.344 


90. 530 


127.758 


76.596 


45. 325 


60.360 


MAMMA10G0I39 


78. 556 


47.362 


99.179 


34. 535 


22.772 


37.601 


28.841 


28.280 


MAMMA 1000141 


30.121 


20.528 , 


28. 150 


13.910 


5.510 


14.314 


12. 120 


15.748 


MAMIA1000143 


16.647 


8.659 | 


41.797 


8.690 


9. 949 


10.059 


4.040 


8.280 


MAIBIA 1000 150 


128. 128 


259.413 


21.844 


28.777 


86.623 


42.827 


51.840 


42.986 


MAMUA10Q0155 


205.031 


88. 642 


291.247 


110.884 


80.817 


97.755 


63. 045 


78.585 


MAMM1000163 


43.643 


36.898 


57. 239 


22.848 


21.852 


41.672 


11.036 


10.618 


MAMMA1000171 


141.225 


46. 928 


265.746 


98. 189 


60.007 


66.037 


34.872 


50. 109 


MAMMA1000173 


103. 027 


21.955 


68. 080 


33. 572 


25.668 


45.271 


40. 340 


52.609 


HA10JA1OOOI75 


19.318 


8.683 


7.960 


4. 550 


3.535 


7.894 


5.974 


4.015 


UAMMA1000I83 


57.490 


35.830 


148.702 


42. 892 


23.250 


23. 680 


21.050 


46. 992 


HAMMA1000191 


88.722 


31.449 


40.834 


26.064 


22.392 


26.766 


36. 253 


27. 729 


MAMMA1000192 


53.467 


25.096 


30.205 


28. 380 


21.976 


101.288 


128.339 


44.025 


MAJMA10O0193 


83. 936 


36.823 


36. 836 


29. 409 


18.905 


35.131 


35. 059 


36. 667 


MAMMA1000198 


132.127 


93.^50 


347. 292 


70.840 


49.278 


62.924 


38.858 


66. 720 


HAMMA1 000204 


64.455 


59. 079 


71.789 


26.771 


29.275 


55. 156 


62.132 


49.295 


MAWA1000207 


45.771 


62.052 


52.332 


19. 986 


16.418 


37.618 


225.196 


18. 506 


MAMMA100O214 


100.292 


62.311 


289. 223 


62. 541 


32. 825 


57. 748 


32.755 


39. 770 


MAMMA1 000220 


91.389 


23.816 


43. 034 


13.919 


12.649 


42.421 


29.143 


20.494 


KAMMA1 000221 


39.338 


35.655 


11.931 


39.315 


9.426 


18.802 


27. 741 


17.121 


MAMMA 1000226 


65. 096 


20. 174 


11.901 


11.838 


17.236 


23.487 


43.016 


24. 801 


MAMMA1000227 


94. 333 


64. 156 


183.365 


82.763 


58.478 


66.811 


43. 961 


S3. 250 


UAMMA1 000230 


116.378 


47. 908 


97.869 


47.218 


38. 1 96 


56. 380 


71.726 


37. 727 


MAMMA 1 000241 


53,737 


85.177 


107.748 


60.815 


31.230 


51.839 


36. 525 


22.770 


MAMMA10G0245 


107.413 


148.466 


205.437 


144.478 


51.682 


86.017 


93. 183 


198. 398 


MAMYA1 000248 


205. 478 


88.411 


342.827 


76.468 


51.702 


110.723 


70. 650 


60. 978 


MAMMA100025I 


115. 401 


47.888 


209. 360 


39. 959 


42. 597 


57. 904 


34. 572 


51.015 


MAMMA1000254 


43. 161 


20.910 


114.081 


20. 548 


9.699 


9. 885 


5. 346 


32.024 


MAMMA10OO257 


142.781 


70. 118 


332. 822 


104.425 


84. 387 


124.673 


78. 270 


116. 103 


HANMAI 000262 


18.952 


34. 301 


19.786 


32.516 


14.840 


15.513 


23.805 


35.519 


MAMMAI000264 


59. 532 


20.630 


124.043 


44.847 


29.466 


21.390 


22.616 


37.039 


MAMMA 1 000266 


55.476 


28. 959 


122.654 


35.663 


27.018 


24.021 


20.212 


38.284 


MAMMA1 000270 


142. 968 


64. 234 


270. 948 


75.022 


64.760 


68. 130 


64. 006 


73.994 


MAWA1 000271 


53.605 


9.611 


35.682 


12. 139 


16.139 


24.236 


26. 722 


26.433 


MAMMA10O0277 


56. 407 


16.435 


98.448 


19.751 


12.725 


33.047 


23. 839 


33.012 


MAMMA1 000278 


40. 286 


13. 365 


19. 395 


9.730 


12. 609 


20. 423 


25. 204 


22.237 


IIAUMA1 firkA970 
MAMMA] UUUZ ( 9 


00. DO 1 


?C QQA 


17*1 570 


ac quo 

40. OUb 


9 A AA\ 
J4. 441 


At Cftft 

41. bUQ 


9C 1 A 9 

Zo. 143 


48. 597 


MAMMA 1 000283 


55. 199 


27.095 
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15. 446 
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20.283 


7.827 
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9.798 


10.321 


NT2RiMO01047 


18.565 


7.922 


16.869 


2.924 


7.503 
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9.323 


18.916 


NT2RM4OO1049 


87.157 


64.640 


99. 050 


20.618 


35. 192 


44. 265 


24. 923 


27,816 




45. 597 


65.440 


63.291 


17. 761 


11.312 


31. 198 


20.661 


24. 356 


NT2RH4001052 
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54.084 


58. 884 


12.670 
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36.706 


54. 060 
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NT2RH4001053 


55.548 


69.868 


192. 178 


27.160 


24. 852 


42,613 


24. 525 


28.003 


NT2RH4OO1054 


29. 223 


12.533 


27.929 


5.313 


10. 023 


15. 125 


15.911 


14.263 


NT2RU4001059 


181.587 


40. 368 


91.633 


17.857 


33.606 


105.399 


88.210 


64. 703 


NT2RK4001071 


29.020 


21.136 


81.470 


8.928 


13.093 


5.999 


16. 142 


11.555 


NT2RU4001084 


42. 690 


28. 92 2 


39.816 


12.808 


14.924 


24. 390 


23.123 


13.779 


NT2RU4001092 


102. 531 


57. OH 


86.268 


31.684 


25.916 


49. 946 


45.616 
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33.448 
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8.293 


19.072 


24. 126 


16.221 
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NT2RH400I116 


27. 726 


26.051 


28.521 


6.793 


9.001 


18.038 


14.406 


8. 177 


NT2RM4O0I119 


56. 668 


21.890 


35. 980 


9.796 


15. 859 


38.916 


35.588 


15.608 


NT2RH4O0H40 


U6.8I/ 


79.720 


322. 522 


72. 609 


64. 281 


53.073 


51.451 


56.047 


NT2RN400U48 


238.824 


52. 972 


84. 009 


16.224 


62.535 


137.805 


147.073 


38. 797 


NT2RH4001151 


49.119 


18.810 


31.963 


9.013 


16.522 


24. 362 


37.118 


17.496 


&T2RM4001155 


51.322 


26.524 


38.663 


9.832 


19. 192 


16.401 


24. 191 


12.958 


NT2RM40Q1157 


29.926 


19.538 


29. 560 


8.442 


11.794 


23.764 


9.393 


5. 071 


NT2RH4001160 


72.399 


50.574 


60. 230 


13.285 


29. 392 


49.862 


35. 181 


33.807 


NT2RH4001163 


150.688 


70. 942 


95.070 


47.204 


58. 092 


77.447 


65.645 


40. 117 


NT2RM40Q1187 


46.613 


33.666 


37.323 


10.669 


19. 756 


22.493 


19. 909 


13.410 


NT2RU4001191 


62.821 


78. 568 


138. 398 


23.085 


37. 250 


19.851 


28. 068 


31.505 


NT2RM4001200 


48. 487 


41.856 


115.958 


43.120 


35. 674 


29.433 


29. 755 


46.933 


NT2RH40t)l2d3 


" 29. 746 


53.25/ 


" 26". 163 


10.711 


18.414 


17.515 


13.820 


29.510 
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85.368 


2.729 


5.406 


1.939 


1.539 


2.503 


5.782 


1.987 


NT2RM4O012I7 


22. 326 


14.483 


20.894 


6.910 


10.252 


17. 142 


14.178 


16.377 


NT2RM4001245 


102. 964 


61. 341 


59.224 


17.873 


32. 330 


47.902 


39.713 


28.855 


NT2RM4001247 


60.472 


48. 248 


105.685 


27.869 


20.131 


20.633 


22.912 


17.998 


HT2WI4001256 


38.132 


20. 867 


27.791 


11.662 


11.297 


22.362 


18.443 


14.221 


PTT2RM4001258 


13. 173 


14. 508 


15.622 


2.115 


6.064 


10.903 


11. 147 


31. 184 


NT2RM4001267 


18.994 


10. 88/ 


19.555 


6.271 


8.494 


3.421 


7.779 


13.809 


NT2RM4001273 


57. 388 


34. 293 


59.413 


25. 522 


17.714 


21.978 


30.691 


39.740 


NT2RK4001Z81 


52. 686 


24.825 


33.241 


13.708 


11.390 


31. 923 


19. 522 


23.080 


NT2MMQ01286 


481. 183 


240.433 


782. 259 


477. 895 


296.841 


681.686 


413.930 


936. 577 


NT2RV4001290 


25. 298 


23. 154 


13. 373 


6.552 
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12.469 


8.723 


14.611 
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48. 445 


24 031 


36.511 


15.060 


18.354 


33.040 


18.409 


21.487 


NT2RM40O1313 


61.616 


$5. 450 


171.030 


27. 704 


18.541 


31.137 


15. 527 


37.397 


NT2RM4001316 


49. 175 


40.348 


93.903 


19.571 


16.907 


28. 903 


20.127 


14.212 


NT2RH400132D 


73. 145 


43.895 


149. 769 


28.755 


24.031 


24. 203 


22.793 


27.654 
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n i LM1VU 1 J4 1 


49. 367 


26. 564 


28.912 


10. 370 


15.275 


21. 145 


21.285 


20. 579 


VT2RII4DOI325 


38.855 


43 433 


53. 158 


15. 234 


25. 333 


31. 624 


26 184 


15.840 


NT2RM400I333 


48. 466 


17. $43 


99. 002 


20. 144 


115. 167 


148. 955 


12.^12 


8. 170 




30. 804 


28. 992 


40. 576 


27. 062 


32.009 


10. 155 


18. 551 


25. 573 


NT7RU4D01344 


30. 624 


35 092 


33. 290 


12.667 


12. 525 


9. 910 
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11. 417 




14. 549 


14.691 


20. 853 


1 1. 657 


13. 229 


14. 366 


8. 959 


54. 748 
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26. 925 
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348.697 
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53. 959 
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27.140 
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36.604 


20.008 
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37. 841 


49. 730 


24. 239 


25.868 


54. 098 


8. 910 


31.242 


NT2RM4O01377 


101. 216 


75. 138 


68. 626 


19. 407 


36. 169 


52. 589 


30. 583 


31.839 


HT2RH4001382 


56. 509 


78. 201 


56. 186 


36. 607 


24. 700 


70. 227 


41.803 


66.511 


NT2RJ40Q1384 


13. 506 


11. 432 


7.793 


6. 199 


7. 970 


12. 881 


6.788 


7. 108 


NT2RM4001400 


21.837 


16.958 


21.913 


10.795 


7.913 


16.255 


9.524 


12.188 


NT2RM4001409 


28. 309 
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26. 656 


§".795 


12. 960 


23.632 


14.054 


20. 949 


NT2RM4001410 


29.072 


19.001 


30. 576 


8.925 


14.550 


18.489 


21.014 


17.448 


NT2RM4001411 


8. 505 
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30. 358 


2.388 


! 3.324 
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1.931 
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59.413 


25. 93ii 


59. 821 


15.231 


22. 577 


30. 927 


24.563 
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MT2RM4001414 


64.0S3 
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33.046 


9. 873 


26.265 


24.538 


20.805 


20.958 


NT2RM4001436 


33. 680 
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20. 088 
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12.520 


14.939 


11.468 


14. 185 


NT2RJM001437 


70. 569 
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158. 116 


28. 707 


19. 302 


25.565 


23.649 


23. 787 


NT2RM4001444 


63.099 


33.81JI 


51. 190 


21.250 


36.920 


56.421 


41.830 


35. 180 


NT2RH4001454 


15.293 


16.251 


33.213 


14.589 


11.226 


13.235 


7.237 


9.931 


NT2RM4001455 


8.636 


! 7. 947 


12.910 


5.235 


6.864 


7. 007 


13.432 


28.743 


NT2RM4001483 


74. 168 


64.931 


192.825 


43.272 


33.854 


44. 722 


22.451 


46.563 


NT2RM4001489 


27.884 


28.15!1 


36. 108 


13.377 


14.505 


| 15.628 


23.221 


19.361 


NT2RM400I495 


260.493 


117.391) 


133. 602 


31.705 


64.659 


91.833 


54.255 


51.382 
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68. 936 


37.210 


73.295 


19. 255 


26.638 


41. 151 


25.000 


25.754 


NT2RH400I51S 


11.646 


7.90i> 


18.332 


5.318 


7. 167 


15.640 


5.612 


8.512 


NT2RM400I519 


12. 556 


9. 937 


20. 664 


5. 346 


32.689 


10. 138 


7.966 


j 8. 328 


NT2RM4001522 


71.440 


69.433 


164.718 


40.425 


35.841 


32.755 


19.774 


38. 742 


NT2RM4001523 


24.710 


16.53? 


29. 750 


8. 848 


11.883 


12.279 


19.569 


31.077 


NT2RH4001550 


24. 908 
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34. 537 
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20.432 


20.143 


15. 284 


28. 090 
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71682 


40.371 


52. 795 


27.094 


23. 686 


46.848 


27.034 


27.166 


NT2RH4001554 


53. 585 


30.046 


33. 134 


23. 878 


15. 283 


26.877 


16.771 


20. 549 


NT2RM4001557 


19.423 


19.434 


24.184 


11.971 


12.237 


21.486 


7.653 


1 5. 404 


NT2RM4001565 


65.552 


37.852 
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18.538 


17.294 


23.128 


23.413 


18.529 
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NI2RM4001565 
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9.785 
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24.497 
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44.216 


34. 754 
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24. 397 
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NT2RH4001793 
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38.218 
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28. 324 


7 A 7 At 
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25.287 
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22. 627 
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12.014 


13. 754 


22. 602 
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NT2RM4001813 


108. 290 


15.721 
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7. 061 


9. 406 
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NT2RM40018I8 
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32. 332 


35. 627- 


10. 603 


18.181 


30. 893 


25. 538 
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Nt2RM4b018l9 


221.187 


103. 477 


118.661 


33. 955 


61.689 
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105. 557 
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MT2RM40D1823 


31.566 


19.207 


30. 580 


9. 100 


12.589 


18. 948 


23.046 


12. 498 


M72RM40OI828 


33.606 


37.243 


60. 904 


39. 892 


17. 528 


52. 576 


22.264 


20. 662 


NT2RM400I83S 


31.946 


48.485 


36.681 


12.402 


10.874 


32. 404 


26.073 


33. 367 


NT2RM4001836 


68. 101 


53. 948 


86.019 


25.292 


41.216 


44. 492 


46.063 


49. 677 


NT2RM4001841 


77.551 


75.005 


64.963 


39. 736 


29.180 


60. 179 


38. 346 


53. 737 


NT2RH40Q1842 


41.837 


31.217 


153. 538 


19.696 


13.432 


18. 688 


13.674 


12.515 


NT2RH4001843 


47.451 


47.021 


41.491 


12.355 


14.857 


30.666 


19.358 


23.477 


NT2RN4001856 


35. 284 


17.427 


22.905 


18. 860 


0. 000 


35.056 


18.473 


17.632 


NT2RM4001858 


34.556 


13.809 


35.731 


11.606 


5. 891 


13.370 


14.536 


27.815 


NT2RH4001861 


102.500 


55.955 


86.639 


33. 805 


25. 003 


43.868 


45. 531 


30. 143 


HT2RM400I863 


41.449 


33.911 


68. 502 


24.321 


16. 482 


31.445 


31.424 


32. 578 


NT2RM400186S 


40. 706 


38. 767 


51.589 


19. 138 


24. 325 


53. 955 


38.078 


30. 584 


NT2RH400I869 


87.261 


35.753 


4*. 743 


13.720 


22.315 


49. 946 


39. 651 


110.541 


MT2MMOOIB73 


31.012 


19.677 


42.836 


19.140 


23. 082 


17.590 


23.735 


26. 533 


NT2RM4001B76 


263.450 


78.666 


162.933 


35.889 


80. 574 


217.874 


135. 056 


71.907 


NT2RM4001880 


52.575 
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47.881 


20. 693 


7.377 


39.267 


19. 933 


16. 114 


NT2RH4001885 
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33.733 
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40.932 


20.399 
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NT2RM4001889 
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54.188 


57.058 
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30.579 


30.391 


31.401 
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NT2RM4001894 


33.180 


21.032 


38. 644 


10.368 


15.617 


23. 290 


26.653 
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NT2RM4001897 
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37.135 


42.706 


11.443 


18.977 


24.084 
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21.376 


NT2RM4001899 


79.426 


37.833 


50.793 


22.892 
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19.933 


39.828 
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131.041 
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22.521 


28.037 


22.888 


34. 298 


NT2RM4001922 


68. 361 


66.765 


167.103 


32.535 


29.282 


32.842 


21.101 


29. 820 


NT2RM4001930 


&.761 


18.972 


11.870 


12. 179 


5.722 


7.704 


2.893 


19.882 


NT2RM4001938 


13.300 


9.323 


20.059 


5.226 


22.340 


8. 605 


6.836 


2.737 


NT2RM4001940 


44.499 


28. 342 


*3.H2 


22.045 


19.769 


35.835 


24.329 


24.211 


NT2RM4Q0194Z 


71.378 


109. 603 


137.250 


99.314 


68.782 


123. 550 


44.362 


143. 236 


NT2RM4001953 


73.750 


67.064 


218.754 


37.265 


39. 359 


37. 249 


28.374 


31.774 


NT2RM4001965 


27.774 


33.648 


57.473 


21.916 


18.92! 


11.704 


7.776 


32. 933 


NT2RM4O01966 


49.431 


24. 684 


41.501 


12.421 


18.343 


29. 179 


21.379 


18.604 


NT2RK4001969 


28.734 


22.964 


33.007 


12.456 


14. 747 


23. 958 


15.690 


13.553 


NT2RM4O01974 


82.202 


23.827 


35. 591 


10.813 


20.091 


38. 983 


35.402 


27.290 


NT2RM4001979 




32. 744 


64. 327 


26. 569 


29. 268 


J2.9S7 


29.294 


' 4$. 4*6 ' 


NT2RIMOO1980 


64.506 


28.217 


65. 730 


29. 832 


30. 129 


51.434 


39.037 


38.269 


NT2RH4001984 


8.940 


10. 121 


18.976 


9.204 


7.020 


7.587 


10.490 


17.931 


NT2RM4001987 


76. 782 


27.219 


64.310 


10. 713 


13.598 


56.046 


41. 155 


21. 341 


NT2RM4002013 


19.064 


9.935 


20. 167 


9.513 


9.423 


13.449 


15.551 


64. 982 


NT2RM40020I8 


23.330 


15.361 


28.649 


4.482 


9. 866 


15. 203 


14. 895 


11.409 


NT2RU4002033 


103.629 


76.058 


255.894 


33.739 


36. 0S8 


40. 994 


22. 684 


32.604 


MT2RM4002034 


97.025 


74.014 


204. 281 


25.591 


40.356 


66.335 


30.838 


29.885 


NT2RM4002044 


128.284 


97. 260 


283. 326 


56.682 


49. 448 


68.685 


42.993 


58. 693 


MT2RM4002047 


42.016 


31.010 


47.604 


17.496 


19.793 


15.043 


24. 593 


16.651 


NT2RM40Q20S4 


75.334 


24.437 


33.919 


5.362 


20. 426 


36.508 


26.858 


12.455 


NT2RM4O02055 


28.223 


41.574 


41.231 


17.667 


21.073 


24. 192 


30.052 


56.881 


NT2RK40Q20S9 


24. 790 


47. 792 


30. 688 


32.255 


11.889 


26.659 


17.375 


42.684 


NT2RM4002061 


15. 353 


22. 159 


\ 24.342 


33. 358 


8. 569 


13.680 


9. 654 


12. 890 


?fT2R)i40020S2 


35.603 


17.782 


25.712 


9.437 


13.693 


23. 679 


11.468 


12.877 


NT2RM4002063 


106.902 


59. 539 


161.049 


27. 157 


37. 323 


44.770 


45. 190 


17.589 


NT^RM4002dS6 


"69. 187 


29. 278 


44.089 


14. 142 


12. 777 


47. 854 


23. 525 


20. 028 


NT2RM4002067 


72.915 


" 65. 950 


164.446 


33. 322 


23. 243 


29 901 


19. 168 


38. 472 


NT2RU4002073 


26. 669 




24.1*9 


7.501 


12.225 


14.4SS 


13.427 


15. 358 


NT2RM4002074 


23. 768 


16. 727 


27. 356 


9.430 


10. 288 


9. 267 


19. 036 


9. 923 


NT2RM4002075 


14.729 


8. 566 


14.082 


6. 113 


8. 179 


19. 921 


8 913 


5 764 


NT2RM4002076 


33. 772 


34. 570 


24.768 


12. 754 


12. 370 


22.729 


21.957 


5.088 


NT2RM400Z078 


65. 837 


45.074 


59. 931 


29. 244 


28. 319 


38.890 


38. 136 


27. 441 


NT2RH4002081 


-72. 328 


49.374 


162. 917 


29 519 


33.925 


46. 864 


32. 277 


29. 982 


NT2RH4002082 


31. 523 


20.963 


24.293 




7. 826 


18. 917 


1 1. 824 


4. Sl2 


NT2RM4D02093 


13.703 


12. 906 


28. 190 


14.073 


16. 132 


8.993 


10.746 


15. 942 


NT2RK40O2109 


48. 477 


33.601 


44. 587 


16.373 


19. 020 


42.752 


31. 367 


24. 718 


NT2RM4002115 


52.087 


16.294 


25.726 


5.046 


11.691 


15.294 


19. 312 


5. 666 


NT2RM400Z118 


6.461 


10.205 


16. 364 


2.841 


6.221 


5.928 


9. 423 


8.612 


HT2RM4002I2B 


24.014 


12.586 


38.670 


8. 609 


8. 7()4 


17.80ft 


15.887 


18. 787 


NT2RM4O02137 


60. 650 


30.735 


54. 930 


9.746 


20.827 


30.629 


27.756 


30. 682 


NT2RJW002139 


59.820 


72.323 


217.660 


35.299 


32. 433 


22. 926 


18.198 


31.925 


NT2RM400214D 


61.939 


27.988 


54.095 


19.817 


18.951 


36. 147 


28. 930 


19.620 


NT2RM4Q02145 


55.935 


18.75? 


37. 184 


6.758 


24. 220 


25.455 


54.028 


17.830 


NT2RM4002I46 


10.714 


7.232 


14. 861 


2.330 


4.463 


6.475 


3.969 


22.927 


NT2RM4002161 


21.929 


10. 374 


17.604 


4. 124 


7.983 


12.456 


8.266 


7.504 


NT2RM4002174 


36.217 


21.020 


78.760 


11.488 


14. 155 


12.056 


10.913 


19.766 


NT2RM4002178 


51.201 


34. 97fi 


146.685 


25. 841 


26.852 


32.083 


18.490 


38. 988 


NT2RM4002180 


88.245 


86. S6!i 


200. 162 


36.530 


47.240 


50.257 


25. 291 


41.037 


KT2RM4002185 


60. 374 


34. 72!i 


47.531 


10.870 


17.954 


36. 151 


35.104 


14.336 


NT2RM4002189 


443.685 


125. 7411 


233.812 


62.020 


80. 169 


317.532 


213.671 


55.692 


NT2RM4002194 


110.410 


60.176 


66.761 


14.262 


24. 395 


63.199 


46. 341 


16.491 


NT2RM4002I98 


19. 112 


25. 320 


30.650 


6. 006 


16.046 


10.695 


12.653 


18.533 


NT2RM4002205 


86. 368 


52.183 


210. 523 


37.437 


37.350 


41.233 


35. 023 


46.891 


NT2RU4002213 


87.023 


29. 632 


69. 582 


22. 287 


36. 169 


49.771 


58. 648 


47.205 


NT2RN4002216 


28.034 


36. 860 


39. 984 


61.988 


14.040 


23.456 


28.018 


31.505 


NT2RM4002226 


59.214 


25. 842 


44. 190 


19.726 


22.840 


30. 160 


21.306 


34.363 


NT2RH4C02237 


84.115 


47.301 


42.516 


13.185 


17.445 


121.874 


282.813 


42.699 


KT2RM4002240 


21.140 


20.813 | 18.200 


11.226 


4.270 


17.260 


9. 804 


24.400 
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WT2WO0Z251 
NT2RM4002256 



39.895 



25.621 



38. 004 



9.808 



12.483 
20.051 



27. 050 



hTZRM400226S 
NTZRM4002276 



40. 381 



33.927 
31.555 



19. 221 



132.459 



16.247 
29.432 



18.72T 



16.059 



29. 395 
34.470 



4.067 



7.271 
12.227 



22.911 



10.706 



U.552 



18.973" 



15. 907 



18. 506 



15.570 
36. !48 



■ 1. ISO 



NT2W40Q2281 



NTZRM4Q02287 



73.045 



S72mODZ294 



95.529 



68.535 



67.191 



120. 767 



19.947 



28.971 



NT2RM40O2298 



37.325 



148. 977 



NT2HM4QO2301 



15.253 



40. 622 



16.383 



15.207 
24.631 
77.810 



18.832 
19.085 



NT2RU4002306 



25. 506 



25.056 



32. 626 



NT2RM4002323 



64.514 



22. 524 



14.186 



7.879 



32.822 



24. 351 



6. 186 



FT2Mt400*334 



46. 276 



NTjRH400233~9 



84.665 



37.334 



_40. 307 



X77T 



22. 188 
12.213 



NT2RM4002344 
HT2RH4002345" 



40.22$ 



44. 953 



108. 848 



13.463 



15.209 



15.664 



240. 849 



14.735 



17.738 



13.787 
13.009 



18.840 



15. 127 



4. 286 



5. 186 



61.866 
H.78I 



14.835 
49.725 



35.833 



24. 174 
14. 21 1" 



42.647 



33.197 



45. 558 
,41.738 
28.361 



17. 681 



36.149 



34. 350 



8. 996 



21.208 



22. 550 



11.537 



13.334 



18.691 



30.071 



16.605 



20.467 



15.998 



33. 558 



21.093 



67.857 



23. 739 



17.5Z0 



13.743 



63.381 



23. 002 



5. 571 



TT276 



16.555 



XoJT 



7.602 



NT2W002352 



WT2RM40O2362" 
NT2RM4QQ2373 



25. 146 



26. 320 



7. 161 



22.727 



39. 068 



18.967 



25.049 



35. 121 



1O.07O 



NTZKM4Q0237CT 



45.312 



NTZRM400j383 
NT21W40O2390' 



44.035 



17.702 



39. 501 



7. 780 



10.828 



20.214 



32. 785 



80.865 



16.293 



17. 765 



15. 169 



143,921 



114.177 



33.965 



14.495 



10.820 



13.358 



20.622 



,15.852 
1T476 



338. 801 



15. 793 



13.876 



16.723 



9. 862 



16.556 



56. 564 



15.635 



36. 130 
0. OCO 



"25. 509" 
33.518 



21.117 



21.089 



12.233 



10.960 



62. 968 



17.499 



16. 564 



20.037 



25. 071 
10. 120 



23. 593 



13. 554 



15. 764 



FT2RH4002409" 



62.430 



25. 690 



55.577 



44. 155 



TOTT 



29. 143 



15.629 



15.274 



36.917 



43.916 



34.014 



36.612 
24. 789 



15.071 



NT2RM4002414 
NT2RIUQltt438"" 



MT^RM400^440" 
fiT2RM40O244S 



122.797 
60. 880 



13.732 



50. 958 



WT2RM002450 
Hl2kH4QQ24S2~ 



85. 102 



29. 949 



29. 806 



43.893 



58. 790 



13. 303 



NT2RM40Q2457" 
NT2RM40Q2458' 



38. 119 



50.782 
24. 046 



64.557 



16.516 



29. 300 
21.819 



20. 609 



56. 998 



NT2RM4002464 



17.499 



45.958 



20.662 
27. 781 



15. 166 



17.087 



19. 128 



TT59 



72.065 



10.226 
13. 792 



30. 454 



22.853 



27. 851 



22.958 



5.031 



59. 828 



27. 261 



33. 288 



12.416 



21.106 



T859 



,11.741 
21.980 



"SOBT 



43.072" 



86.320 



6.391 



34.360 



21.974 



28. 908 



48.088 



12. 704 
9. 265 



25. 587 



4.423 



22. 709 



14. 192 



26.372 



1.634 
12.805 



NT2RM4002479 " 
M2mDQU&2 



12.680 



10.529 



7T26T 



85.068 



jTjjgjgjzgg 

WT2W4(ht2493" 



714.577 



45. 694 



5.512 



2.616 



41.S87 



349. 138 



36.475 



66. 175 
482. 476 



5.737 



35. 340 



10. 707 



20. 827 



1.669 



28. 303 



135. 984 



18. 347 

7. 129 



44. 561 
180. 855 



52. 236 



5. 391 



.464 



20. 193 
20.517 



462. 386 
45. 527 



42.316 



12. 187 



321.086 



33.845 



260.860 



HT2RM4002499 
NT2RM4 002504" 



104.508 



34.214 



NT2RM400251Q 



130.575 



17.534 



114. 354 
85. 186' 



295.841 



NT2fttU0Q2S27 ~ 
WT2RM 40Q253r 



20.570 



7.716" 



319.621 



29.097 



14.199" 



22.097 



28.261 



NT2RIM002534 
NT2RM4002$35 



U9. 266 



103. 485 



26.008 



252.069 



TIOJT 



56. OSS 
8.307 



45. 496 



58. 926 



51.615 



125. 546 



7.195 
TTTF 



8.641 



65. 385 



20.613 
54. 609 



15. 427 
TTTW 



38.479 



10. 108 
11.820 



TT97T 



43. 397 



138.353 



9. 354" 



11.217 



39. 625 



49. 581 



15.320 
"51. 534" 



16.982 



19.715 



15.507 



6.405 



30. 506 
27. 381 
44.328 



11.537 



T2RH4002SS8 



124.425r 



28.381 



370.470 



12.470 



71.472 



17. 005" 



69. 884 



30. 785 



702T 



48.759 
25.218 



39. 348 
8.546 



T2RH40025SS " 
WT2RM40Q25S7 



54.523 



4. 67fc r 



25. 150 
13, 750 



30.756 



15.042 



60.861 



2.434 



21.759 



9. 555 
32. 37(f 



29.418 



17.849 



10.020 



28.435 



8. 287 



iiili 
51.874 



13.381 



13.855 



6.533 
"2*. 113 



32. 697 
14.504 
14.816 



11.868 



50. 330 



15.952 



11.242 
40. 593 
8.955 



26.839 



20.143 



HT2RH400257r 
NTZRH4002S72 



NT2RM4Q02583 ' 



21.932 



17.415 



13.390 



34. 537 



44.482 



NT2RW4Q02584 

Hnmmm ' 



43.872 



17.827 



6.169 



37.880 



48.978 



41.335 



41.874 



NT2RM4002594 



43. 140 



NT2RM4002604 
NT2RIM002614 



53.494 



49.799 



21.403 
32.35!) 



41. 589 



8.379 
7.938 



9.094 



19.263 



17. 150 
12.820 



15. 081 



30. 327 



9.208 



34.068 



14. 481 



15.387 



25.087 



20. 440 



11.463 



NT2hH40fl^lT 



18. 848 



31.21* 



NT2RM4002623" 



NT2RM4002634 



52.378 



TB4.T 



54. 474 
31.584 



10.039 



17. 846 



18.002 



TOTF 



135. 375 



28.130" 



15.663 



14.197 



23.934 



27.459 



26.572 



8. 165 



22. 581 



27.202 



15.505 



13.607 



31.691 
22. 179 



7.767 



TOS8 



38. 188 



10. 103 



23.468 



7.046 



16.589 



52.255 
19. 152 



30. 209 



29.591 
18.025 



31.422 



28.918 



11.143 
6.856 



25.551 



15.480 



27.262 



20.412 



10.800 



28.165 
27. 565 



22. 945 



15. 957 



8.295 



17.040 



9.308 
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NT2RM4002636 


2. 342 


5.234 


9. 517 


3.874 


1.465 


2. 585 


2. 436 


4. 543 


NT2RP 1000002 


114.491 


47. 508 


61. 586 


25. 000 


29.448 


84.026 


73.878 


59. 624 


NT2RP 1000006 


71.057 


28.511 


44. 224 


10.202 


17.523 


40.868 


37.373 


15.237 


NT2RP10OO015 


7. 192 


9.953 


16. 089 


4. 506 


3.649 


7,738 


3.651 


8.661 


NT2RP1000018 


5. 882 


0.000 


0. 000 


0.000 


0. 000 


2.690 


4.737 


0. 000 


NT2RP 1000034 


273. 802 


61.801 


59. 676 


50.413 


101.761 


283. 598 


21.883 


51.696 


NT2RP1 000035 


14.407 


14.328 


5.278 


S.331 


3.905 


19.347 


5. 560 


9.946 


NT2RP1 000040 


2.229 


2.143 


2. 569 


1.482 


0.842 


0.251 


1.226 


0. 963 


NT2RP1000042 


2.962 


1.516 


2.106 


0. 450 


3.003 


1.458 


1.788 


0.000 


NT2RP1000Q48 


3.312 


5.643 


4.404 


1.520 


1.452 


2.742 


0.779 


17.389 


NT2RP1000050 


37.260 


7.381 


21.735 


7.969 


7. 544 


14. 598 


18.930 


19.749 


NT2RP1000055 


i.575 


8.244 


12.209 


2.506 


2.248 


50. 055 


1.919 


18.856 


NT2RP1000058 


7.701 


2.152 


6.853 


1.869 


5. 740 


5.703 


5.884 


4.654 


NT2RP 1000063 


17.863 


6.661 


8.488 


2.745 


0.000 


7.494 


5.484 


2.401 


NT2RP 100006ft 


4.612 


5. 197 


4. 140 


0.833 


1.697 


1.068 


0.863 


1.468 


NT2RP1OOO072 


143. 83B 


99.413 


72.321 


37. 376 


27. 104 


99.463 


69.787 


134. 954 


NT2RP1000D73 


1.552 


1.742 


0. 000 


0. 919 


0.996 


0.623 


4.055 


9.765 


NT2RP1 000078 


2.896 


0.000 


0.000 


0. 230 


0. 741 


0.763 


0. 567 


3.421 


KT2RP1000079 


49.027 


29.657 


15.514 


6.677 


6.6*0 


9. 256 


18.182 


28.375 


NT2RP1 000080 


16.385 


13.693 


8.875 


4. 934 


5.832 


9.673 


15.737 


12.194 


NT2RP 1000086 


7.169 


3.761 


10.248 


2.946 


7.423 


5.286. 


3.826 


0.000 


NT2RP1000087 


0.000 


5.038 


0. 000 


1.221 


3.506 


2.887 


0.000 


2.053 


NT2RP1000089 


4.302 


9.012 


8. 097 


5.674 


2.992 


4.624 


0.418 


13.867 


NT2RP1000090 


52. 428 


58.867 


69. 998 


38.821 


17.374 


29.637 


36.043 


79.235 


NT2RP1000100 


3.207 


3.774 


1.540 


2.138 


1. 112 


1.149 


0. 000 


1.791 


NT2RP1000101 




46.495 


68.186 




SI &61 


36.104 


55. 994 


56.718 


HT2RP1000J11 


4.451 


9. 940 


6.651 


2.623 


8. 151 


2.766 


11.052 


2.965 


NT2RP1000112 


3.985 


3. 478 


0.000 


2.480 


0.000 


1.727 


2. 041 


2.374 


HT2RP1000124 


24. 505 


9. 928 


6.917 


5.644 


2.553 


12.703 


2.802 


42.644 


NT2RPtO00t25 


24.817 


79.995 


139. 555 


49.8)9 


97. 770 


62.060 


44. 484 


52.427 


NT2RP1000129 


28.170 


30.324- 


26.037 


10.^99 


3.638 


16.350 
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1 v. 4£ J 


o i ao 
0. 140 


14. 693 


2. 596 


1.773 


12. 792 


6.695 


2. 902 


NT2RP2QQ0516 




1 9 C79 
1 J. QIC 


91 1AA 

ct. J44 


7, 854 


6. 333 


13.895 


7. 396 


10. 960 


NT2RP2000523 


10. 281 


2.981 


4.878 


1.371 


8.071 


0. 000 


6.857 


1. 961 


NT2RP2000533 


26. 452 


20. 054 


30. 481 


4.391 


7. 628 


15. J25 


48. 840 


17.396 


NT2RP20Q0540 


52. 523 


22.512 


28. 503 


13.567 


14.612 


28. 427 


22. 545 


1 1 179 


WT2RP2O00547 


22. 542 


17.741 


11. 176 


7.337 


26.779 


12.216 


8.288 


6.918 


NT*fiP?nnnct7 


51. UZ4 




153. 497 


30.438 


30. 047 


43.813 


31.490 


9.367 




3J. 399 


At 1 CO 


125. 971 


27.348 


16.844 


24.191 


17.114 


21.905 


nrr7ftP7(infl<tfij 


Ifl /4 J C 


. 23.046 


22. 258 


13.084 


14. 165 


16.265 


14.861 


11.150 


If 1 £.nr£UUU3D3 


f I. 333 


C fl C7 " 

3. 83/ 


10. 293 


5.077 


0. 000 


4. 189 


5.009 


9. 707 


ffT?RP7nnfKfti 


Q9 09 1 
SC. 9CI 


56. 070 


68. 992 


29.21 1 


14.291 


50. 282 


32. 844 


34.467 


MT2RP20D05$i 


1 4. 033 


9. 331 


13. 087 


3. 504 


0.000 


10.526 


4. 362 


2.073 


NT?BP?nnn«i<)Q 


ft nn9 


A 7 0/1 

4. 780 


7. 951 


1.807 


1614 


6. 232 


2. 299 


8.293 


MT7RP?nn/ififii 

n i cnnuuuou I 


C9 C/IO 


2 1 . 6 55 


47. 106 


9.673 


13.430 


48.855 


32. 575 


8.428 


MT?RP$rwv»cni — 
nitKrtUUuo IU 


IU>. 3/0 

78. 342 


37. 142 
66. Oil 


,48. 248 
110. 636 


16.412 
42. 146 


25. 194 


51.543 


39. 363 


20.157 


nicnrtUUUD 14 

NT9DD?nnr>C u? " 
flMcKrlUUUofO 


1 J9. 380 
124. 143 


106. 590 
34. 073 


188. 604 
r 58.053 


171.750 
15.031 


27.855 
58.678 


28. 332 
83.079 


30.624 
66.298 


31.7*6 
185.276 


Nl ZKrZUUUo 1 / 


50. 724 


37. 802 


37. 086 


17.602 


27.800 
)2. 086 


81.174 
34.751 


49. 504 
20.157 


27.143 
16.389 


NiZKrZQ0Q6Z3 


39. 247 


19. 740 


34.797 


9.070 


10.223 


19.775 


10.261 


13.251 


(If ZKrZuvUo 34 


29. 431 


24. 224 


35. 865 


13.077 


19. 480 


16.373 


23.806 


11.138 


NT2RP200Q636 


39. 598 


Z8.8oZ 


34.563 


11.868 


13.914 


14. 342 


6. 334 


10. 485 


NIZRPZ000538 


43.027 


34. 379 


58.259 


14.094 


15. 200 


22. 724 


21.525 


5.843 


NT2RP2000S44 


87. 622 


66. 336 


227. 352 


37. 298 


35. 466 


29. 256 


23. 666 


11.793 


NIZRPZ00U&49 


28. 849 


24.035 


32.562 


15.166 


18.629 


25.012 


15. 485 


15. 528 


J1uKPZC0u65Z 


39. 595 


25.065 


30. 965 


10. 579 


14. 587 


24.849 


13. 667 


10.824 


NTZRPZ0D0{I56 


1 2. 85 ) 


14. 986 


7.925 


2. 952 


4. 388 


9. 997 


3. 990 


6.959 


111 cKrlUUUOaa 

ITObl&ffiBnnri — 


8. 192 


5. 499 


7. 563 


1.162 


3. 535 


5. 659 


3.05O 


2.703 




38. 633 


21. 553 


37.840 


5. 964 


12.174 


20.777 


13.553 


39.917 


JUZHrZUUU&M 


> 102. 627 


41. 981 


90.6H > 


25. 300 


30. 038 


73.440 


66. 686 


30. 392 


HI inrcUUUDDO - 


-41. 209 


35. 434 


46. 568 


16.251 


14.705 


25. 339 


29.016 


11.020 




6. 908 


2. 096 


21. 949 


0.402 


5.899 


0. 2fc2~ 


1.098 


1.488 




J7 17t 

4/. i/o 


19. 986 


f 45. 832 


2.636 


16.192 


24. 523 


19.843 


12.311 


WtzRpioraftiti" 


1 CO ICO 
11 119 


1 14. 202 

9C OQA 

to. 994 


205. 746 
21. 890 


44.471 
10.683 


48.627 
6.833 


58.161 
17.S38 


47.919 
13.596 


40. 349 
8.070 


NT?RP70nO7 1 7 

n \ LnrtWUUI 1 £ 

NT2RP2Q0O715 


1 3. U ID 
K1 771 

9 1. If 1 


1 1 . 689 

H 0 t 9 
J3. 9 1 £ 


29. 736 

I I 3. <57 


12. 471 

20. 470 


8. 668 
17.051 


17.629 
26.042 


19. 970 
17. 159 


23. 796 
21.325" 


/YT2RP200O720 


JO. 33 I 


£0. 33< 


At C 

43. 6Z0 


14. 647 


11. 930 


21.500 


23.895 


26.128 


NT2RP 2000731 


ft nio. 

O. UJ3 


1 1 179 
! I . Of J 


1 1. 261 


2. 986 


4. 755 


2. 127 


4.657 


5.827 


NT2RP2O00739 


83 652 


9ft RQ1 
to. 09 J 


£ 1 C DO 


15. 623 


21. 878 


1 30.716 


28.485 


17. 190 


NT2RP2000748 


C 1 . 33 J 


99 177 


9 9 OOi 

JO. 936 


16. 815 


15. 564 


15.846 


20.219 


20.054 


NfzRP2Q0d749 


46. 622 


49. 334 


fi? 911 " 


19 117 " 


E7 c"l"3 

3/. 514 


52. 1 59 


26. 94) 


23.868 


NT2RP20Q0758 


79. 204 


43. 258 


49. 681 


18.768 


17.058 


49.245 


31.463 


9. 472 


NT2RP2D00764 


65. 396 


28. 9H 


A].ZAZ 


10.203 


16.308 


36.761 


32. 438 


13. 134 


NT2RP20007S6 


40. 275 


50. 060 


83. 340 


10.610 


48. 1 B0 


26. 506 


18. 850 


15. 663 


NT2RP2D00777 


92.029 


L 39. 47! 


41.396 


32.309 


33.513 


94. 887 


43.480 


40.212"" 


«TzRP20007lJ« 


91.676 


61.265 


70. 189 


16. 798 


30. 669 


51.517 


41.968 


37.840 


NT2RP2O00793 


245. 992 


91.13!i 


151.153 


57. 903 


62. 361 


191.087 


132. 793 


68. 352 


NT2RP2000796 


24.053 


16.664 


26.693 


12. fti 


8.297 


14.258 


11.004 


10.440 


NT2RP2000809 


118. 982 


88. 95« 


221.024 


42. 198 


50. 535 


65. 921 


39. 243 


46. 532 


NT2RP2O00812 


23.931 


28.03V 


26.224 


15.476 


9.968 


23. 492 


19. 671 


6.489 


NT2RP2000814 


9.108 


7.64!i 


7.698 


5.179 


4.196 


5.655 


3.821 


2.231 


NT2RP2O0O816 


49.515 


22. 174 


23.358 


8.758 


4.975 


23.109 


16. 789 


17. 124 


NT2RP2O00818 


8. 156 


2.591 


1260 


0.492 


0.840 


1.656 


0.942 


0.250 
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NT2RP2000819 


18.931 


14. 180 


22.186 


4. 470 


4.973 


11.664 


8.535 


5. 164 


NT2RP200084I 


28. 455 


24.097 


27. 497 


8.335 


10.021 


20.722 


20.951 


21.582 


NT2RP2000842 1 


34.381 


17.071 


34.845 


8.688 


13.092 


22.498 


16.807 


14.291 


NT2RP2000845 


168. 513 


153.241 


289. 355 


60.191 


54.194 


71.809 


58. 470 


61.375 


NT2RP2G0Q863 


43.408 


19.456 


21.479 


5.334 


8.450 


25.326 


17.757 


8.334 


NT2RP2000880 


57.370 


4S. 9*6 


51.291 


29. 897 


15.173 


32.007 


24. 723 


27.411 


NT2RP2000892 


10.053 


13. 581 


18.264 


3.215 


4.362 


10.360 


11.152 


10.295 


NT2RP2000894 


64.414 


18. 305 


26.241 


9. 579 


7. 189 


24.935 


24.193 


12.407 


NT2RP2000903 


38. 945 


14.595 


23.755 


3. 839 


8.850 


15.625 


14.467 


11.189 


NT2RP2000906 


43.895 


24.347 


34. 459 


12.388 


12.400 


29.304 


18. 688 


23. 164 


NT2RP2000910 


76.036 


47.430 


175. 193 


28. 258 


21.020 


30. 976 


28. 638 


37. 229 


NT2RP2000931 


68.351 


104.907 


108. 794 


52. 697 


65.250 


51.718 


29. 344 


55. 383 


NT2RP2000932 


30. 706 


39.023 


31.030 


6. 448 


13.290 


15. 553 


11.313 


11.145 


NT2RP2000938 


55. 079 


37.641 


47.798 


12.045 


19.899 


32.600 


18.046 


21.528 


NT2RP2000943 


64.610 


32. 689 


54. 181 


11.802 


18.241 


33.817 


55.424 


23. 572 


NT2RP2000957 


20. 426 


12.332 


17.780 


3. 161 


5. 343 


6.479 


8.015 


4.052 


OT2W20dti9$ft 


74. 825 


23.934 


37. 910 


10. 227 


22. 164 


41.633 


29. 369 


21.256 


NT2RP20Q0959 


15.840 


25.063 


17. 980 


5.521 


4. 208 


9. 176 


3. 539 


6. 349 


NT2RP2G00965 


52. 687 


40.458 


51. 330 


27.882 


16. 372 


29. 535 


32.993 


35.643 


NT2RP2O0O97O 


84. 866 


72. 715 


196. 279 


29. 249 


36. 529 


42. 914 


24.489 


33. 313 


NT2RP2000973 


42. 690 


30.786 


42. 102 


8.964 


13.498 


23.369 


20. 702 


18.360 


NT2RP2C00985 


33. 281 


22.399 


26. 930 


8.628 


4.869 


20.022 


22.445 


14.030 


NT2RP20G0987 


47. 736 


66. 487 


94. 477 


25. 911 


19. 844 


27.890 


23.633 


33. 551 


(T2RP2O00997 


42. 801 


43.070 


56. 956 


15.270 


15. 292 


49.613 


53.625 


99. 622 


HtillMdttlW4 

1» 1 41*1 fcWWIWfc.^ 


" 47. 60* 


28. 976 


34. 658 


13.810 


14. 526 


32.054 


39.269 


22. 962 


NT2RP2001028 


32. 502 


24. 770 


88. 599 


12.437 


11. 259 


13. 181 


13.919 


9. 824 


NT2RP2001036 


206. 163 


234. 525 


568. 339 


116. 746 


85. 893 


125. 996 


88.623 


100. 568 


NT2RP2001039 


26. 909 


37.527 


31. 356 


6. 335 


15. 429 


17.827 


107.341 


12.412 


NT2RP2801044 


51. 134 


33. 868 


42. 988 


9. 015 


23.633 


31.422 


25.682 


20. 463 


NT2RP20010S6 


84. 875 


95.778 


164.256 


33. 325 


35.039 


45. 764 


30.831 


44. 980 


NT?RP?0010£5 


57. 092 


61.052 


49. 599 


18. 558 


20. 229 


29.013 


30. 628 


32. 966 


NT?RP?00i7lfi7 


17. 223 


18. 596 


14.258 


5. 284 


6.021 


4. 582 


10. 045 


8. 782 


NT7RP7fimn7n 

ni tnrtwu iuj u 


92. 61 5 


68. 975 


230. 584 


37. 646 


41. 225 


36. 295 


43. 293 


26. 959 


1 1 £ RrtUv f UQ 1 


1 34. 654 


80. 124 


269. 700 


35. 425 


37. 697 


42. 849 


35. 852 


45. 105 


NT9DP?nninA7 

llCftrtUUIUOl 


3i. mo 


40 059 


74 079 


12 *77 


?1 043 


25 654 


L L . 0 0 J 


1 5. 956 


11 clfr&UU 1 


1 1 ^fl 


8. 400 


1 1 . 506 


4. 416 


3 583 


4. 503 


4. 258 


5. 446 




66. 924 


57 74| 


177. 347 


36. 523 


37. 388 


40.013 


41 . 672 


39. 968 


NT7RP7001 127 


52. 585 


39.380 


36 247 


9 959 


18 625 


16.757 


28 865 


13.483 




54. 63* 


97.455 


"i55.4yy 


2S.4J7 


36.345 


28.836 


*8.73f 


38. 218 


NT2RP20Q1137 


61. 770 


53.486 


51. 726 


12. 991 


40.072 


20. 107 


24. 685 


30. 341 


NT2RP200I142 

IV 1 kill L W » 1 TL 


54. 131 


38. 507 


34. 342 


8. 552 


14.688 


17. 434 


23. B07 


20. 602 


HT2RP20Q1 149 


96. 617 


49. 914 


71. 348 


17. 462 


14.077 


23. 064 


30. 676 


22. 427 


NT2RP2001168 


313. 055 


217.008 


205.763 


65. 294 


77.914 


146.883 


169. 121 


159.484 


NT2RP2001173 


25. 149 


27. 272 


22.710 


16. 143 


12.538 


13.238 


14. 902 


9.473 


NT2RP2001174 


21. 134 


17.440 


ii.m 


11.089 


14.190 


18. 125 


56.606 


22.839 


rfT2RP2001184 


99. 803 


60. 549 


84.254 


29.471 


35.438 


70. 558 


65. 859 


57.928 


MT2RP200119S 


19.492 


14.580 


26. 749 


5. 551 


9.060 


20. 695 


9. 289 


15. 340 


NT2RP2001200 


39. 331 


44.223 


52.647 


14. 745 


26.231 


26. 146 


33.102 


31.874 


NT2RP2001218 


32. 396 


16.531 


28.960 


21.387 


13.855 


8.618 


18.872 


11.236 


NT2RP2001223 


86. 393 


27. 183 


46.400 


14.290 


23.545 


53.375 


28. 096 


26.084 


NT2RP2001226 


223.868 


143.880 


155. 700 


46.575 


60.808 


148.876 


100. 150 


92.896 


NT2RP2001227 


100.969 


51.807 


65. 094 


19.398 


24.302 


57.877 


36. 375 


36. 204 


NT2RP20O1232 


49.73S 


30.52(1 


64. 154 


11.691 


29.542 


27.238 


22.294 


35. 950 


NT2RP2001233 


42.734 


36.28*1 


152.784 


58.935 


18.921 


38.027 


28.582 


69. 539 


NT2RP2001245 


28.251 


16.266 


32. 594 


18.419 


8.746 


38. 272 


8.565 


38.035 


NT2RP20G1246 


24.708 


44.42K 


35.600 


19.345 


16 443 


35. 994 


31.550 


37. 123 


NT2RP200I268 


44. 328 


34.570 


58. 263 


12.894 


20.636 


54.014 


31.715 


54. 645 


MT2RP2O0127O 


37.478 


15.214 


29. 740 


12.749 


67.060 


24. 740 


26.469 


21.423 


NT2RP2001276 


15.931 


[ 7. 901) 


12.674 


9.235 


4.389 


12.549 


17.273 


10.235 


NT2RP2001277 


22.937 


21.147 


33.638 


12.970 


I 7.618 


12.672 


2.878 


15.107 


NT2RP2001290 


66.867 


20.68* 


27. 890 


13.340 


37.970 


38. 444 


21.013 


34.02& 


NT2RP2001295 


12.111 


21. 6)5 


31.845 


7.387 


12.979 


24. 206 


7.863 


10.592 


NT2RP20O1297 


105.753 


198.744 


183.982 


210.648 


32. 481 


152.615 


178.985 


399.013 


MT2RP2001301 


47.099 


37. 78? 


53. 504 


25.117 


15.392 


49. 389 


38.668 


29. 281 
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NT7DP9IY11 11? 


««!>3. uy/ 


175. 989 


324. 513 


96.070 


132. 150 


315.768 


282. 270 


146. 542 


nl&nr&Wiacl 


1 op O i n 

loo. 039 


50. 032 


95. 732 


33. 162 


58.029 


112.666 


87. 335 


71.442 


nitKrZUUI dlfl 


177 '4 tit 

1 / 1. Z55 


162. 267 


495. 438 


96. 591 


104.203 


93.675 


57. 120 


68.709 


JtllKrZUUl341 


19b. 3)8 


92. 246 


40. 237 j 


32.288 


34. 069 


91.368 


77.221 


45.741 


ffllKrlUUl Mi 


148. 143 


157. 594 


486.643 


72.828 


57.867 


81.012 


36.464 


72. 260 


NIZKrZUUl 366 


160. 323 


170. 553 


496.412 


116.205 


96. 521 


146.562 


77.918 


108.669 


Nl ZKrZuDI 3/8 


217. 791 


51. 524 


110. 978 


31. 128 


51.590 


147.191 


118. 132 


56. 442 


NIZKrZUQl 3ol 


16. 578 


13. 963 


19.068 


15.119 


9.576 


8.483 


2.703 


10.418 


NT2RP20O1388 


84.013 


52. 476 


228.213 


47. 276 


49. 007 


52.881 


33.168 


44.592 


NT2RP2O01391 


806. 136 


1438.949 


1005. 471 


960. 225 


243.432 


1160.112 


1M9. 907 


1127.811 


NT2RP20O1392 


56. 943 


65.258 


70. 204 


1Q Qfi9 


LQ. aoi 


AC ACC 

4b. 456 


23.261 


14. 231 


NT2RP2001394 


104.258 


120.852 


350. 764 


78. 963 


59. 635 


75.686 


42. 505 


53.751 


NT2RP2001397 


37.759 


22.378 


38. 780 


40.524 


15.364 


21.089 


16.393 


16.T60" 


KT2RP2001400 


24.214 


10.586 


19.685 


10.414 


12. 173 


24.380 


11.796 


22.055 


NT2RP2C01408 


34.405 


28.262 


69.823 


33.071 


21.313 


29. 278 


20.555 


4$. 713 


NT2RP2001420 


74. 700 


70. 462 


212, 93z~ 


44.495 


49. 469 


33.427 


30.009 


41.019 


NT2RP2001423 


20. 045 


17.202 


38.815 


16.204 


11.082 


21.739 


12.751 


10. 452 


NT2RP2001427 


88.620 


91.272 


206. 946 


51.057 


36. 829 


49.854 


34. 587 


57.012 


NT2RP2001428 


47.617 


45.465 


55. 112 


19. 580 


15. 421 


24.651 


10.915 


29.985 


NT2RP2001436 


19.654 


25. 606 


50. 345 


11.202 


18. 548 


32. 033 


22.720 


5.351 


NT2RP2001440 


11.871 


12. 123 


19. 145 


7.724 


5.414 


7.413 


19. 955 


16. 145 


NT2RP2001445 


11.934 


7.217 


22.053 


5. 885 


6. 872 


7.794 


3. 377 


20.818 


NT2RP2001449 
NT2RP2001450 


20. 271 
47.497 


20.423 


53. 385 
58. 237 


13. 242 
18. 660 


8.026 


8.439 


6.342 


9. 186 


NT2RP2001467 


40.279 


40.050 


115.089 


25. 502 


21.208 
21.744 


28.880 

18.716 


23. 620 
21.445 


30. 207 
37. 772 


NT2RP2001469 


66.890 


35.784 


93.465 


23.588 


33.470 


54.095 


54. 103 


33. 386 


NT2RP2001480 


69. 698 


53.669 


54.777 


16. 208 


26.373 


44.943 


30.622 


26. 208 


NT2RP2001495 


14. 156 


12. 199 


18.018 


8.178 


14. 762 


10.694 


8. 800 


' 14.613 


N72RP2001499 


40. 983 


50. 266 


57. 334 , 


23. 302 


ZZ.2SB 


37.271 


26. 788 


35 187 


NT2RP20015O6 


83. 528 


66.377 


104.162 


41.795 


65.692 


61. 567 


55.661 


35.667 


NT2RP2001S08 


25. 746 


36.879 


44. 112 


33.620 


14. 149 


23.999 


19. 783 


36. 174 


NT2RP2001511 


231.898 


147.751 


199.611 


46. 927 


77.381 


122. 787 
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24. 798 


15.731 


NT2RP20D2510 


389.826 


185. 539 


464. 842 




I9C CC7 

\ £3. 03i 


1 St. Uf 3 


171. 751 


115. 972 


NT2RP2002520 


28.465 


20.629 


47. 388 


22.909 


14.948 


38. 504 


25.659 


37.802 


NT2RP2002527 


82. 404 


66.911 


163. 583 


35. 753 


34.220 


51.754 


33.562 


45.539 


NT2RP2002533 


453.205 


209. 788 


357.064 


113.267 


150.283 


251.157 


262.839 


188.717 


NT2RP2002537 


39.475 


40.266 


89. 504 


25.635 


20.657 


31.517 


13.708 


23.2t0 


NT2RP20Q2542 


68.000 


79.669 


80.611 


82.297 


29. 448 


38. 068 


33. 806 


52.834 


NT2RP2002546 


27.656 


17.241 


60.211 


11.584 


0.000 


26.089 


6.935 


5.274 


NT2RP2002549 


41.394 


22. 26. 


57. 825 


30. 309 


7.713 


40.681 


12.786 


23.580 


NT2RP2002564 


135.808 


83. 40:i 


115.471 


41.607 


30. 969 


95. 939 


62.575 


50. 150 


KT2RP2002591 


34.917 


38. 064 


103. 943 


37.411 


25. 346 


30. 888 


24. 127 


41.780 


NT2RP2002595 


29.155 


28.991 


47. 139 


17.440 


18.604 


24.511 


28.272 


25. 178 


NT2ftf>2062602 


62.164 


42.4911 


49. 596 


18.894 


40.679 


48. 767 


25. 334 


7.981 


NT2RP2002606 


23.368 


18.641 


18.058 


7.405 


14.392 


5.066 


8.402 


33.190 
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NT2RP2002609 


51.566 


22.622 


50.513 


17.534 


20. 249 


18.692 


26.812 


44.491 


NT2RP2002618 


54.802 


20. 530 


64. 541 


20.957 


20.177 


31.222 


20. 834 


32.080 


NT2RP200Z621 


108.854 


151.631 


361. 642 


75.866 


73.104 


87. 556 


37. 662 


72. 940 


NT2RP2002643 


79. 459 


49. 749 


159. 326 


32.255 


31.588 


30. 054 


50. 389 


48. 139 


NT2RP2002672 


97. 309 


70.875 


124.816 


41.317 


54.912 


65. 362 


54.912 


61. 191 


NT2RP2002673 E 


33.731 


27. 367 


31.454 


11.741 


16.225 


18. 592 


18.872 


41.668 




13.503 


iS.OSf " 


23.980 


5. 008 


15.903 


5. 926 


8.720 


8. 883 


NT2RP2002686 


45. 156 


22.604 


57.057 


22. 253 


22. 373 


30. 389 


27.672 


13.377 


NT2RP2002688 


85.273 


71.163 


154.737 


61.783 


35.115 


56.421 


42. 460 


68. 118 


NT2RP2002695 


80.865 


40.613 


62.941 


16.213 


22.197 


43. 453 


30.540 


28. 172 


NT2RP2002701 


68. 274 


58.034 


54. 220 


24.008 


29.811 


75. 585 


54. 744 


29. 997 


NT2RP2Q02706 


66.710 


49.408 


147.083 


42.409 


25. 501 


40. 462 


31.482 


31.678 


NT2RP20D271O 


876.030 


389.806 


785.892 t 


'46.642 


312.053 


990. 051 


876. 290 


401. 334 


NT2RP2002721 


120.344 


48.897 


112.902 


26.906 


37.076 


81.599 


62.600 


40. 80) 


NT2RP2002727 


19.985 


16.809 


28.658 


5.885 


10.968 


18. 932 


17.127 


19. 197 


NT2RP2002734 


84. 484 


81.389 


244.997 


57.973 


45.229 


35.711 


33. 199 


39.655 


NT2RP2D02736 


18. 170 


7.757 


29.873 


5.264 


10.456 


10. 179 


9.257 


11.010 


NT2RP2002740 


13.219 


14.424 


23.343 


12.863 


6.975 


8. 152 


8.795 


7.772 


NT2RP2002741 


77.823 


67.266 


223. 592 


33.955 


36. 594 


51.261 


45. 295 


14.049 


NT2RP200275O 


140. 558 


111.369 


512. 500 


99. 367 


68.412 


72.711 


76. 999 


72.280 


NT2RP2002752 


177. 349 


105.312 


290. 520 


63.592 


64. 508 


103.376 


92. 228 


65. 849 


NT2RP2002753 


131.824 


60.851 


110.980 


32.981 


43.657 


85.850 


102. 908 


117.429 


NT2RP2002760 


130.675 


58. 967 


119.405 


28.837 


37. Sft8 


59.420 


51.267 


51.768 


NT2RP2002769 


19. 077 


14.018 


32.873 


14. 190 


12.332 


10.357 


15.988 


25.043 


NT2RP2002778 


38.616 


37. 548 


30. 303 


18.271 


16.022 


71.865 


31.460 


77.045 


NT2RP2002791 


95.319 


55.458 


105.096 


34.190 


38.076 


66. 995 


54.639 


45.519 


NT2RP20O2800 


90.052 


59. 554 


197.798 


40.413 


37. 123 


87. 119 


52.880 


48.173 


NT2RP2002805 


14. 997 


12.041 


9.573 


4.470 


8. 397 


5.324 


5.699 


14. 665 


T2RP2002811 


84 563 


36. 955 


70. 308 


17. 273 


24. 509 


89.018 


46. 163 


49. 186 




44. t$2 


43. 364 


75. 269 


21. 980 


25.621 


56. 385 


42.073 


38. 118 


iT2RP*0biB39 " 


45. 683 


28. 499 


42.893 


12. 083 


1*. 5fc7 


22. 078 


23. 650 


\ 1 . 604 


NT7RP7007845 

1 1 CRT tUUtOSJ 


46. 337 


22. 545 


45. 003 


1 1. 450 


16. 060 


6.978 


25. 900 


14. 552 


NT7RP2002BS7 


26. 773 


11.114 


27.648 


7. 358 


7.968 


15.41 3 


17. 314 


11.937 


NT7RP700786? 


122. 430 


1 14. 903 


392.000 


81. 893 


61. 001 


82.758 


60. 301 


50. 334 


rr?RP?D0?8RQ 


46. 913 


32. 677 


29. 822 


12. 750 


16. 704 


35. 359 


14. 768 


24.866 


rr?RP?oo?aB5 

11 inrivuiouj 


24. 335 


26. 185 


27. 174 


10. 146 


19. 062 


54.580 


55. 170 


22.593 


fT2RP2DO?89l 


33. 411 


27. 772 


38.018 


14. 600 


16. 632 


38.658 


34. 150 


26.201 


NT2RP2002907 


31. 1 17 


36.465 


35. 948 


13.227 


13.010 


49.335 


37. 225 


26.747 


NT2RP20O2925 


30. 213 


17.281 


33. 298 


11.072 


11.726 


25.559 


24. 754 


17.499 


Nt2^2002927 


21. 224 


35. 383 


40. 539 


21.437 


7.365 


35.485 


14.771 


39.460 


KT2RP*0O2928 


13.771 


14. 521 


49. 574 


11.9/7 


6. 869 


9. 129 


7.289 


8.057 . 


NT2RP2002929 


Jh.741 


2.2. 536 


32.027 


7.934 


12.601 


20.143 


13. 573 


25.568 


NT2RP2002934 


63.248 


35. 331 


42.688 


10. 849 


16.987 


39.637 


27.937 


23.467 


NT2RP2002939 


53.914 


30.833 


62.082 


15.330 


19.313 


35.512 


35. 749 


26.290 


NT2RP2002942 


82. 129 


82.694 


187.805 


50. 572 


53.315 


49. 000 


38. 922 


90.399 


NT2RP2002954 


33.490 


25. 335 


35. 779 


11.591 


11.217 


27.293 


16.672 


26.618 


NT2RP2002959 


18.029 


22.305 


18. 230 


8.391 


14.540 


12.392 


9.227 


31.203 


NT2RP2002974 


34. 775 


17.807 


29.755 


6.220 


18.382 


28. 562 


36.688 


41.144 


NT2RP2002976 


7.265 


6.893 


13. 152 


2.886 


5. 205 


17.007 


6.657 


17.861 


NT2RP2002979 


156.906 


139.229 


395. 529 


82.939 


71. 144 


104.220 


76.074 


81.377 


NT2RP2OO29B0 


9*. 4W 


74.452 


m.396 


49. 557 


40. 675 


57.510 


33.004 


50. 480 


NT2RP20029B6 


210.452 


66.962 


105. 842 


25. 570 


34. 404 


156. 863 


99. 482 


35. 944 


NT2RP2002987 


170.131 


130.848 


355. 987 


114.067 


85.014 


125. 562 


105.241 


119. 400 


NT2RP2002988 


35.092 


33.804 


42.437 


7.516 


22.093 


78.216 


26.257 


53.462 


NT2RP2002993 


41.408 


20.150 


29. 978 


8.083 


13.951 


19. 869 


17.068 


17.776 


NT2RP20030OO 


91.683 


72.701 


265. 303 


52.674 


45.922 


52.225 


38.486 


61.960 


NT2RPi003008 


19.429 


42.300 


26.458 


14.959 


11.323 


22.796 


23.430 


31.344 


MT2RM60304d 


146.283 


83.102 


231.026 


31.287 


198. 298 


95.120 


89.298 


74. 362 


NT2RP2003032 


42.8*6 


35. 052 


46.187 


15.872 


16.376 


25.572 


24.460 


29.698 


NT2RP20O3O34 


97.685 


100.455 


302. 158 


45.216 


40. 853 


44.346 


20.833 


60. 360 


NT2RP20O3O42 


32.097 


30. 146 


30.859 


i 9.131 


14. 406 


14.312 


25.483 


23.898 


NT2RP20O3O5O 


43.965 


23.480 


42. 356 


12.150 


15.913 


20.938 


29.611 


20. 940 


NT2RP20O3OBO 


43.467 


23. 385 


32. 696 


13.554 


17.473 


48.442 


37.686 


31.235 


NT2RP20O3O73 


90.622 


74.033 


305. 973 


46.484 


45. 555 


68.737 


36.287 


54.071 
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NT2RP2003099 


69. 980 


61.964 


1 97. 831 


28. 962 


29. 485 


52. 756 


36. 145 


45. 753 


WT2RP2003108 


22.037 


23.450 


29.734 


12.784 


12. 243 


25. 414 


19. 582 


14. 441 


NT2RP2003115 


175. 202 


76.490 


219.003 


26.090 


53.025 


89. 403 


96 086 


53. 165 


NT2RP20O3117 


132. 572 


135. 108 


428.449 


65.631 


66. 802 


77.649 


41. 504 


75. 169 


NT2RPZ0D3121 


77. 521 


49.860 


42.009 


15. 143 


26.745 


31. 652 


32.041 


?7 9lfi 


NT2RP2003125 


3S. 3/7 " 


29.656 


27. 135 


9 957 


16. 383 


19 R05. 

1 £. OU3 


9fl 9fi5 


ft 959 
0. £3£ 


NT2RP2003127 


29.566 


.16.867 


20.397 


5.212 


10. 531 


18. 240 


19 759 

1 3. / 9C 


7 5411 
i . 34U 


NT2RP2003129 


50. 451 


54. 112 


157.477 


25. 025 


99 899 

£9. 03£ 


is fiftfi 

1 0. DOO 


91 1/11 
£ J. 1 U3 


99 77ft 
33. ( /U 


NT2RP2003137 


8. 001 


18. 759 


14. 140 


10. 321 


7 4fiQ 


15 9ft 1 
13. £0 1 


5 470 
3. 4t9 


1 19 C 

*. ZZ5 


YT2RP2003 1 38 


52. 296 


44. 278 


85. 267 


9 1 AAR 
C 1 . 4**0 


££. 300 


in £ 1 9 


24. 709 


34. 031 


NT9RP9fV1114R 


55 190 


17 1 Qft 
J 1 . 390 


59 A(M 
3£ . 4U3 


14. 49£ 


1 2. 222 


29. 608 


23. 329 


32.663 


VT?flP?Qfl114fl 


15(1 Iflfi 

1 3U. 300 


lfl.4 591 
IU*t. 3£3 


iin 97n 

3 JU. £ / U 


en co a 
bu. 9£4 


7n C99 
f\). 3£0 


Oft 09£ 

90. 836 


76. 602 


100. 291 


NT? RP 70031 50 

fl 1 tftr LUV4 1 3 V 


9fi 419 

£0. **3£ 


II. 1 3 f 


91 7R1 
£3. f O 1 


1 3. 0 / 0 


11 1 19 
II. 1 J£ 


36. 468 


7. 133 


18. 954 


UT?RP?nni157 


58 179 

JO. 1 f £ 


AR 51H 
*4Q. 3 10 


fi4 4R1 
Dt. 90 J 


AO 9 0ft 
4£. tOO 


91 499 
£3. 4££ 


50. 314 


42. 129 


48. 145 


4T9RP?nnn 5ft 

n i £ i\rtiiuj i oo 


44 94ft 
*»*t. £**0 


9fl Oflfi 
L\i. 9U0 


17 740 
J 1 . f 4U 


ft 1 9C 
0. I 00 


1 7 0C4 

If. 354 


27. 119 


19. 062 


38. 471 


fTTRPTflnilfil 


19 974 

19. £, J ** 


1 1 . 900 


1R nfi9 


£. fUl 


7 K7ft 
1 . 3/0 


17. 086 


7. 441 


31. 024 


lT7RP?An31fi4 

W 1 Cnr £UU J 1 01 


4Q dm 

H9. «*ll 1 


1 o i m 

I 9. 1 1 U 


9ft ftin 

£0. 0 JU 


19 9 10 
l £. £ 1 9 


19 010 
l£. CI 9 


22. 1 55 


19. 787 


34.090 


NT9RP9f}ni1 fi5 


ftQ Qfl5 


03. 933 


91ft 4ft7 
£ 10. 4of 


17 119 
31 . 1 J£ 


ic inc 

J5. £U3 


34. 406 


24. 887 


33. 303 


NT?RP?nmi 77 


41 5QK. 
H J - 390 


99 149 
££ . 1 «4£ 


3 1.1 3D 


1 i . |4o 


9 094 

3. S34 


15. 303 


13. 349 


69. 154 


MT9PP9nmi 70 


KQ 7 1 Jt 


4C 1911 
40. 3£0 


ICQ Clfi 
ID?. 0 1 0 


in oai 
3U. oo3 


22. 456 


37. 444 


43. 967 


45. 775 


HI cKrcUUJ 1 Jf4 


144 117 
1 4*1. 1 J / 


1 7 QftO. 

I ' . you 


97 909 
££. £93 


1 1 Ain 
10. 4ZU 


1 n acq 
10. 05Z 


20. 144 


19.065 


43. 611 


NT9RP9flni?flR 


7 ft4fl 


5 IRQ 
3. 309 


in ft<;n 

1 U. 03U 


c n i a 

b, U.I 4 


4 nio 

4. U£l# 


1 1 90ft 

11. zso 


7. 725 


3, 709 


NT9RP?nn.3?in 
ill cnriUUac ill 


51 199 
91. Oct 


9 1 5flfi 
£ 1 . 300 


1ft K91 
JO. 9£ 1 


19 074 
l£. 37 4 


17 ft C 4 
I f . 004 


37. 608 


30. 477 


29. 805 


NT9BP9fl.ft1997 
fl I £l\r£UUJ££f 


A? OAK 
4£. 3U0 


1ft 71R 
10. MD 


94 1 £9 
£4. IbZ 


17 149 
If. 143 


9. 513 


37. 425 


15. 949 


23. 165 


NT9RP9flni99fl 


3D. 0 1 £ 


9Q 5.79 
£9. 31 £ , 


K? QD1 
D£. 9U3 


99 OlC 
££. 9£0 


90 C77 
£0. 5/f 


30. 449 


37. 367 


63. 378 


UT9D09fini99n 
ni tKrZUvJl JU 


C fl PC 


in a i 1 
10. 431 


14o. TBI 


5. 253 


9. 252 


9. 617 


6. 228 


22.492 


NT9RP9nfl1911 


RQ 1 07 


4 1 C0 1 
41. 09 1 


39. 433 


34. 789 


15. 272 


58. 827 


33. 617 


37. 859 


MT9RP9n.ft.1917 


in 5Ki 


1ft RKfl 
30. ODU 


191 K79 
1 £3. Df £ 


9D B99 
£0. 03£ 


1 1 . 050 


15. 189 


9. 580 


23. 097" 


Jll£Kr£UUj£03 


•31 4CO 
34. 409 


ox nci 
£ 1. UD J 


50. 845 


20. 348 


11.5)3 


25. 692 


7. 434 


35. 924 


UT9pp?nni74i 
HI ZlfrlUU j£4J 


1 <IC 4C7 
IAD. 4b 1 


34. l0£ 


7 c icn 
( b. 3bU 


17. 705 


28. 702 


66. 482 


55. 093 


28. 921 


VT9DP9Ani9R5 — 

HI ZKrZUUJtbb 


90 C 1 C 


Z J. 9/b 


'"" 9 9 C7T" 

3Z. b/3 


9. 710 


15. 918 


17. 608 


20. 157 


14. ioT" 


NlZHrZUOJZOf 


65. 087 


29. 515 


67. 969 


24. 282 


21. 518 


34.797 


27.241 


43.679 


kJT90Diftni97i 
Hi ZKrZUUJZ/ Z 


41. 457 


22. 351 


19. 055 


27. 076 


19. 762 


l~ 28.028 


26.982 


45.977 


NT2RPZ003Z77 


107. 913 


82. 634 


92.986 


31. 633 


32.424 


67.812 


26.460 


53.116 


NIZHPZuOjZoO 


19. 151 


14. 918 


20. 689 


1 1. 633 


7. 567 


43. 338 


5.070 


12.961 


NiZnrZOD3Zoo 


21. 848 


17. 740 


29. 829 


11. 104 


6. 965 


28. 110 


25.734 


26.233 


NIZKFZ003Z93 


94. 719 


83. 407 


364. 260 


75. 134 


56. 105 


78. 539 


44. 376 


97.047 


III ZHr/UU JZSia 


17 D74 
1 /. Of 4 


16. 886 


18. 717^ 


18. 256 


19. 625 


1 5. 088 


25. 617 


16. 166 


HI ZKrZUuJZar 


9. 592 


10. 816 


15. 547 


2. 211 


5. 615 


8.461 


10. 162 


5.662 


Ml IKrZUUJJUU 


15. 144 


16. 953 


26. 519 


10. 354 


14. 045 


6. 847 


8. 974 


1 1 . 058 


rl 1 £Kr£UU3 <3U£ 


99 fl71 
££• Uf 1 


1 C CCA 
1 3. 33U 


C A 4 in 
b4. £30 


26. 397 


10. 289 


12. 880 


11.722 


68. 523 


HI IKrZUUJJU/ 


££. Uob 


D A 1 & 
9. 4 10 


1 7. 1 20 


5. 220. 


6. 112 


15. 691 


17. 396 


7.096 


ftrT9DP9nniiiifl 

n 1 £Kr£UU J3U0 


1 7 49C 
1 / . 44b 


9A 9 1 C 
£4. 4 1 3 


9H AOA 

£U. yju 


11. 886 


7. 814 


20. 422 


12. 860~ 


31.766 


WT9RP9fini11 1 


99 nni 

££. UUI 


0 1 Af 
9. 1 4v 


19 649 
1 3. 04£ 


5. 3bu 


1 ft ft 7 A 

ID. 0/4 


18. 616 


5. 176 


21. 146 


NT?RP9Qn3399 


AA ft79 

*MI .OIL. 


14 471 
1**. *»» 1 


10 OK 1 
13. 30 1 


in 07C 
iu. s/b 


1 1 4ni 
to. 4U1 


1 no 
ZZ. Z9Z 


12. 093 


14. 770 


KT2RP2Q03339 


20. 422 


19. 625 


fi^ 419 


1ft 45ft 
1 9. 130 


1 9 449 
1 £. 443 


17 fi 1 0 
1 f . olO 


O 11C 

9. 1 Z 5) 


13. 152 




23. 1 18 


8 99? 

*». £31 


17 917 

If. til 


4 RQ5 
4. 093 


ft 170 
0. it 9 


1 9 0C9 
1 £. 93£ 


19 ICO 

1Z. 25S 


23. 215 


NT2RP2003347 


12. 389 


4. 636 


9.822 


7 790 
/ . f £U 


7 c nn 


19 4R1 
1 1. 4b 1 


7 1 ft 9 

f . IO£ 


16.011 


NT?RP?003367 


10. 794 


19 3SH 

19. J Oct 


91 i fin 

£1.1 OU 


7 Sft4 
1 . 004 


14 i on 

14. 1 £U 


19 14 9 
l£. I4Z 


14 4 1 O 

14. 419 


13. 409 


NT2BP20Q3369 


41. 141 


18. 32 j' 


38. 318 


1 1 f179 
1 t . U/ £ 


14 15fi 
1 *t. 330 


17. Q71 
o J. 9/1 


911 19C 
£0. 1 £0 


19. 61 3 


NT2RP20O3383 


55. 891 


32. 218 


76. 058 


21. 558 


71 51fi 


7fi ftfil 

f 0 , ODI 


5n 5K A 
□ U. 3D4 


9C 17C 

Jb. 1 / b 


NT2XP200339O 


73.620 


57. 76!i 


91.034 


41.124 


35. 539 


63. 744 


46. 234 


42. 766 


*72Rl>2to339l 


241.564 


161.23!) 


277.051 


75.828 


95.432 


220.568 


152. 546 


143.981 


NT2RP2003393 


11.758 


13. 507 


20.112 


4.687 


11.809 


12. 940 


19.991 


21.749 


NT2RP2003394 


7.323 


9.81!) 


9. 506 


2.871 


10.713 


1.307 


i 6.346 


14.753 


H7ZRP2OO3401 


25. 259 


3. 938 


8.376 


2.832 


4. 096 


7.246 


16. IS9 


7.442 


MT2RP2003403 


31.239 


26. 205 


109.072 


16.680 


14. 206 


9. 380 


14. 946 


8.745 


N72RP2003433 


79. 603 


33. 403 


70. 460 


19. 431 


29. 526 


42. 730 


34. 783 


28.629 


NT2RP2003445 


38.525 


33. 248 


95.090 


23.648 


21.333 


27.951 


21.347 


33.662 


KT2RP2003446 


67.228 


39.971 


49. 302 


18.878 


21.829 


54. 339 


39. 113 


29.464 


NT2RP2003456 


1.902 


13. 833 


10. 178 


7.437 


1.522 


5.049 


1.410 


3.485 


NT2RP20O3466 


72.001 


27. 022 


47.862 


12.506 


26.814 


66. 543 


51.004 


41.515 


NT2RP2003469 


35.915 


29.791 


90.7o6 


19.568 


17.254 


24. 857 


16.952 


39.575 


NT2RP20O347O 


20.820 


31.916 


84. 744 


64.680 


20.126 | 61,522 


22.215 


98.657 
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NT2RP2D03471 


7.424 


5. 547 


6.488 


7.037 


5.447 


6.505 


7.782 


10.212 


NT2RP2003480 


78. 094 


65.408 


137.798 


31.787 


40. 594 


58.633 


37.776 


39.678 


NT2RP20O3495 


IS. 982 


11.924 


14.233 


7.870 


5.725 


11.076 


8.329 


14.404 


NT2RP2003499 


55. 449 


13.382 


25. 597 


4.229 


14.517 


54. 430 


36.252 


15. 105 


NT2RP2003505 


55. 425 


27.024 


46.996 


11.964 


7.933 


31.002 


31.997 


27. 989 


NT2RP2Q03506 


29. 029 


19.815 


26. 696 


9. 949 


12.205 


23.185 


12.152 


24. 906 


NT2RP2003511 


85.237 


37. 479 


50. 383 


22.212 


25.152 


50.854 


41.079 


36. 551 


MT2RP20035J3 


2.085 


4.521 


4.122 


3.531 


5.027 


3.740 


2.918 


7. 377 


WT2RP2003517 


37. 834 


17.587 


35. 502 


11.597 


12.069 


30.516 


43. 651 


39. 873 


NT2RP2003522 


24.632 


37.794 


30. 938 


13.985 


21.613 


21.384 


15. 97$ 


15.713 


NT2RP2003525 


112.839 


77.947 


318.615 


53.968 


64. 300 


64. 511 


45. 220 


44.281 


NT2RP2O03533 


95.494 


87. 932 


267.080 


44.833 


35.543 


46.891 


33.401 


37.402 


NT2RP2003541 


59.237 


40.256 


51.598 


18.653 


24.451 


41.018 


38. 504 


56. 565 


NT2RP2003543 


60.456 


24.016 


25.862 


11.661 


16. 145 


17.623 


31.288 


25.312 


NT2RP2003545 


5. Ml 


9.859 


11.338 


12.197 


5.950 


2.774 


8.060 


34.030 


NT2RP2003559 


26. 905 


22.287 


37.874 


13.292 


12.911 


24.477 


17.350 


31.685 


NT2RP2003564 


29. 146 


18.045 


64.896 


13.749 


13.213 


15. 703 


17.055 


2*. 744 




71. 340 


106.907 


131.344 


34. 826 


44.614 


78. 728 


62.326 


61.650 


NT2RP2003567 


70.892 


54.381 


72.715 


19. 440 


21.968 


61. 162 


50.325 


46. 459 


NT2RP2003575 


8.045 


11.848 


16.656 


3.697 


4.227 


5.271 


7.753 


9.528 


NT2RP2003576 


94.175 


119.128 


189.789 


159. 528 


39.210 


94. 530 


84. 153 


280. 017 


NT2RP2003579 


55. 985 


110.923 


72.170 


19.865 


32.853 


121.326 


99. 589 


58. 803 


NT2RP2003581 


72.231 


34.935 


63.218 


15.922 


25.161 


44. 829 


45. 801 


38. 825 


NT2RP2003587 


109. 102 


46. 403 


76.235 


20.483 


28.667 


127. 344 


62.139 


47.892 


NT2RP2003590 


27. 36 J 


26. 330 


26. 653 


9.837 


5.0)6 


24.313 


17.397 


36. 147 


NT2RP2003593 


98. 848 


66. 189 


91.401 


17.565 


31.030 


61.583 


54. 982 


£6.233 


NT2RP2003596 


20.156 


17.830 


46.567 


15.376 


7.364 


8. 849 


10. 462 


35.925 


NT2RP2003599 


99. 163 


72. 506 


53. 708 


30.551 


33.831 


64. 394 


76.259 


72.122 


NT2RP2003600 


39.566 


25.200 


27. 397 


13.373 


16.019 


22. 567 


30. 947 


25.783 


NT2RP2C03604 


30. 188 


48. 497 


24.769 


15.941 


13.513 


20. 832 


18. 908 


35. 739 


NT2RP2003629 


12.593 


10.012 


13.520 


5. 134 


7.235 


8.696 


12.558 


21.197 


NT2RP200363O 


55.769 


31.553 


55.456 


13.290 


24.270 


37. 506 


32.166 


28. 383 


NT2RP2003S43 


20.532 


14.638 


38.212 


9.363 


17.760 


18.713 


18.506 


19.629 


NT2RP2003655 


46.795 


29.612 


38.397 


10.145 


18.688 


20. 220 


24. 997 


18. 685 


NT2RP20O3564 


23. 372 


28. 188 


21.831 


11.981 


11.047 


39. 022 


14. 701 


15.715 


KT2RP200356B 


98.074 


77.678 


215.011 


48.838 


58.733 


45. 358 


46.022 


49.968 


NT*RP20MM7 


36.469 


27. 937 


30. 101 


11.600 


12.659 


14.676 


15.349 


16. 155 


NT2RP2003691 


57.166 


66.814 


140.266 


28. 579 


24.877 


10.915 


18.651 


30. 704 


NT2RP2003702 


77. 231 


74. 259 


157.835 


37. 740 


29.269 


33. 935 


36. 174 


35. 262 


NT2RP2003704 


33.958 


19.273 


90. 406 


13.087 


15.614 


12.526 


13. 208 


27.631 


NT2RP2O03706 


15.581 


9. 802 


10. 782 


1.905 


1.886 


20.850 


8.045 


6.106 


NT2RP2003713 


16.960 


13. 155 


19.058 


12.333 


6.597 


11.248 


12. 533 


12.834 


NT2RP2003714 


58. 106 


48. 190 


156. 974 


28.216 


25.935 


21.990 


15. 804 


26.140 


NT2RP2003727 


16.878 


30. 048 


11.471 


24. 840 


10.350 


26. 581 


2.051 


18.209 


MT2RP2003737 


35. 097 


27.626 


24.696 


15. 279 


8.490 


48. 230 


26. 577 


18.778 


Nt2RPS003W 


*4.d27 


12.92b 


14. 28U 


5. EM 


5. 362 


IS. IIS 


11.636 


lUSS 


NT2RP200376O 


61.964 


14.8*1 


34. 689 


31.937 


11.912 


70.013 


35.412 


50. 086 


NT2RP2003764 


70.923 


28.030 


49. 140 


23.190 


33. 253 


31.845 


28. 042 


21.978 


NT2RP2003769 


42.617 


20. 886 


27.599 


7.054 


10. 396 


11.852 


16. 178 


10.912 


NT2RP20O377O 


137.506 


66. 29f, 


82. 283 


29.001 


19.657 


59. 586 


43.465 


55.063 


NT2RP2003777 


79. 392 


37. 43J: 


49.453 


21.542 


23.944 


31.481 


38.443 


30.003 


NT2RP20O3781 


113.598 


78. 82J! 


248.846 


43.005 


41.064 


65.158 


51.558 


43.936 


NT2RP20O3785 


39.008 


38.89S 


81.842 


23.800 


81.398 


60.210 


21.078 


32. 965 


NT2RP2003793 


29.403 


32. 84;! 


38.373 


J 3. 279 


11.070 


27.094 


13.519 


16. 114 


NT2RP2003806 


141.377 


86.68:t 


300.547 


56.391 


57.427 


54. 142 


52.055 


74.576 


NT2RP2003825 




142. 661 


421.147 


81.431 


83.143 


96.953 


(£.464 


115.549 


NT2RP20O384O 


100. 905 


61.4315 


80. 952 


27. 801 


38.812 


73.708 


55.685 


43.672 


HT2RP20O3857 


135.915 


99. 087 


86. 444 


48.707 


32. 982 


109.107 


66. 696 


63.138 


NT2RP20O3859 


112.898 


91.670 


144.715 


35.434 


18.445 


65. 240 


39. 367 


23. 246 


NT2RP200387? 


16.891 


14.873 


18.946 


20.075 


9.742 


10.433 


6.276 


13.332 


NT2RP2003876 


20.553 


18.667 


33. 132 


17.736 


| 9. 744 


22.067 


11.629 


10.917 


NT2RP2003878 


10.935 


24. 440 


15.728 


7.186 


11.534 


5.285 


2.003 


13. 835 


NT2RP20M38S 


86.861 


91.093 


40. 636 


9.621 


12.995 


23.247 


25.798 


7.129 


NT2RP2003898 


42.684 


30.581 


43. 471 


13.576 


37. 187 


19. 007 


22. 509 


33.529 
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NT2RP2O03902 


147.643 


124.985 


109.475 


45. 984 


48. 594 


124. 353 


51.9S2 


58. 344 


NT2RP2O03912 


125. 311 


242.124 


511.945 


129. 243 


109.998 


129.880 


47. 537 


95.222 


NT2RP20D3931 


26.867 


8.179 


6.459 


2.307 


5. 260 


8. 153 


1.858 


3. 142 


NT2RP2003940 


186.397 


64.616 


262.034 


55.607 


30. 649 


41.635 


23. 343 


65. 087 


NT2RP2003950 


36.158 


19.195 


49.413 


13.592 


20. 939 


19.343 


26.770 


21. 989 


NT2RP2003952 


15.955 


17.931 


35. 750 


13.974 


12. 406 


27.300 


20.083 


13. 016 


NT2RP2O03966 


45. 877 


22.833 


13.459 


11.361 


12.355 


12. 353 


12. 010 


25. 1 13 


NT2RP2003976 


37.958 


44.808 


95.495 


38. 986 


28. 544 


2 1 . 209 


8. 325 


15 117 


NT2RP2003981 | 


38. 654 


43.006 


57. 657 


15.338 


29. 345 


30. 659 


23. 563 


25. 867 


1YT2RP2003984 


132.353 


65. 644 


60.516 


16. 394 


44. 914 


84. 097 


45. 289 


93 ?sn 

OJ. cou 


NT2RP2003986 


186.062 


146. 313 


421. 324 


109.891 


71. 468 


70. 655 


43. 927 


S3 Q4S 

30 . 313 


NT2RP2Q03988 


112.131 


82. 329 


348. 163 


81.784 


60. 909 


64. 387 


44 174 


C.ft 1A4 
30. 004 


NT2RP2004OU 


35.821 


31.054 


41. 104 


24. 447 


20. 809 


33. 899 


91 304 
c 1 . 03*i 


98 til 
JO. 11 0 


NT2RP2004014 


51.068 


77.076 


125.407 


38. 647 


29. 948 


34. 055 


9K Q43 

CO, 3*#0 


11 7R9 
00. F O0 


NT2RP2O04036 


34. 592 


12. 491 


12.862 


9. 166 


7. 965 


9. 771 


1 ? 77? 
u. tec 


1ft 11 Q 
10. 0 1 y 


NT2RP2004041 


61. 828 


31. 728 


66. 443 


16. 578 


CO. OOO 


id H4Q 

i 3. IW3 


11 111 
0 1 . 1 1 0 


30. 197 


NT2RP2004042 


95. 416 


34. 628 


56. 458 


18. 193 


31. 581 


en Ifln 
3U. IOU 


9ft 7C7 

Co, (of 


19. 510 


NT2RP2004049 


30. 836 


31. 163 


33.858 


10. 780 


19. 423 


L 0. 3 10 


90 7K1 
C3. /OO 


ft HQ 

0. 339 


NT2RP2004060 


33. 939 


22. 080 


47. 086 


1 3. 1 1 7 


in hqr 


90 fiia 

C3. O 13 


94 Q99 

c4. Sec 


24. 074 


NT2RP2O04055 


36. 939 


51. 977 


61. 500 


23. 281 


20. 470 


9K 79Q 
£0. IC3 


I 3. 4U0 


23. 483 


NT2RP2004059 


29. 217 


33. 889 


47. 332 


22. 168 


Id R7R 

1 H . 0 1 0 


91 715 
CO. /ID 


iV. 33U 


18. 563 


NT2RP2 004076 


9.020 


12. 153 


35. 232 


4. 1 98 


3. 3 1 v 


c rtc n 
3. Uo 3 


C 9 lC 


20. 634 


NT2RP2004080 


23. 022 


8. 835 


21. 995 


4. 309 


R 4ftQ 

O. 103 


97 ?19 
ci . Die 


C 9 97 
3. OC/ 


10. 188 


NT2RP2004081 


38. 786 


30. 091 


83 80S 


31. 063 


o j . out 


IU. 40 1 


10 990 
I O. OOO 


56. 090 


NT2RP2004098 


47.764 


21. 424 


36. 354 


id nm 


99 54R 
cc. 01O 


?fi 407 
CO. 43I 


99 C AC 

cc. o4o 


13. 621 


NT2RP2004108 


28. 744 


38. 559 


67 714 

O 1 . 1 1 ** 


14 Q47 
01. 31/ 


91 449 
to. 44c 


03. oo4 


9/1 CI C 

20. 636 


48. 103 


NT2RP2004I24 


43 031 


24. 659 


37 232 


i ? fins 

1 C . uuo 


19 1 Q4 

1 C - 1 31 


CO. 40 / 


in 10c 
IU. loo 


21 . 361 


NT2RP2OO4I30 


62 738 


36 522 


73. 772 


J f . 1U / 


94 ion 

CI. 03J 


44. US4 


20. 478 


34. 479 


NT2RP2004I33 " 


163. 939" 


56. 278" 


112. 008 


40. 808 


Dl. U3C 


1 C7 1 £7 
13/. JO/ 


33. Jo4 


52. 343 


NT2RP2004141 


48. 5fd 


22. 61 1 


50 9i g 


Q 7Q3 

3. / 30 


CU. 3c 4 * 


ci 9m 

30. IvS 


9 9 /19 9 

it. Uoo 


30. 466 


NT2RP2O04142 


34. 850 


23. 492 


33.078 


17 in? 

1 / . 1 ML 


K 1 19 
1 3« 1 9C 


97 7A1 
C/. lUO 


11 9 97 
M . CO/ 


17. 601 


NT2RP200415? 


14. 256 


1 1 207 


71 Q43 


1 3. 033 


o. odu 


t /I OAT 

14. 997 


12. 981 


8. 353 


tfT2RP2004165 


147. 447 


92. 81 3 


238. 228 


40 497 


*J4 1«»7 
31. 031 


f U. 4 1 0 


9n no 1 
OU. 08 I 


44. 940 


NT2RP20Q4170 


107. 1 1 1 


64 47ft 


I 31. U | <J 


i i . \Jco 


JO. UcU 


CC 90 1 

bo. 291 


58. 470 


56. 553 


YT2RP2Q04172 

nit nr fc w*f lit 


2? 440 

CC. HIV 


15 711 
1 J. tlJ 


1 3. 30C 


R 70C. 

D. 1 3 J 


i ? noo 

I C. U33 


1 c inn 
13. 4UJ 


14. 334 


12. 024 


NT2RP20D4176 


120. 902 


71 771 

CJ. 1 CJ 


54 7lA 
3*t. i oi 


1 9 CC7 
1 c. 33c 


9 y| QCC 


70. 512 


39. 664 


28. 280 


NT2RP2004179 


72. 406 


30. 327 


45 


1 9 ft91 
1 c. Oc 1 


\ 1 711 
ll. 100 


i ? one 

00. 3U3 


35. 842 


30. 01 1 


NT2RP2004187 


25. 235 


21. 870 


33 704 


1 1 IRA 
1 1 . 001 


] 0 QUA 

1 3. 3L/0 


ft 0D9 

0. 9oc 


12. 208 


16. 442 


NT2RP2004190 


33. 406 


32. 037 


37. 882 


ft 751 


lU. uoo 


1 C 0Q7 

1 0. o\if 


f C QIC 

lb. ocb 


36. 649 


NT2RP2QD4194 


84. 064 


81 . 541 


54. 017 




C3. OoO 


in Yftn 
fU. /UU 


59. 372 


84. 014 


NT2RP2QD4196 


105. 71 1 


65 320 


61. 236 


11 17ft 
03. I/O 


03* 133 


09 Q90 
OJ. 303 


40. 164 


46. 168 


KT2RP2004205 


144. 445 


71.761 


300. 198 


38. 897 


46. 886 


1ft? 11R 
1 UC . 0 J 0 


33. 300 


cc nic 
33- 900 


NT2RP2004207 


34. 894 


12.571 


14. 703 


V. Jo* 


7 074 


14 Qftft 
04, 3U0 


1 7 jini 
I/. 4Uo 


1 a rcn 
14. 550 


NT2RP2004226 


63. 802 


26. 160 


69. 559 


17. 665 


7 A 1 GO 

C*t. I ou 


7? 94? 
IC. C4c 


97 AGQ 
C / . 403 


9 1 C79 
CI. 0/2 


NT2RP2004232 


19. 053 


14.404 


25. 695 


7. 555 


9. 877 


l 3. 330 


1 9 ^91 
1 L. 3c0 


99 C70 


NT2RP2004239 


49. 739 


30. 594 


47.640 


22. 915 


18. 596 


31. 416 


3? fi7? 
oc, 0/ c 


04. 3tU 


NT2RP2004240 


43.946 


56. 977 


36. 742 


39.656 


38. 450 


39. 881 


77 7"ift 

LCI 30 


41 109 
4 1 . OUC 


N72RP20O4242 


24. 272 


10. 67!» 


24. 495 


1 |. 743 


14. 023 


31 038 


1 O. 3UU 


1 C 1 94 
13. 1 c4 


WT2RP2004245 


18.673 


23.813 


15. 945 


12.936 


16. 016 


18. 326 


7. 1 78 


in cm 

1 U. 3V0 


NT2RP20O4270 


234. 182 


227.894 


511.563 


104.046 


110. 474 


124. 225 


90. 436 


ftO 74ft 
03. mo 


NT5MS04550~ 


59. 573 


43.407 


77.768 


15.466 


13. 124 


34. 892 


25. D94 


>3. 31 U 


NT2RP2OO4304 


30. 539 


31.035 


68.652 


13.187 


14.829 


18.430 


12.663 


17.214 


NT2RP2004313 


52.639 


26.629 


35.836 


12.439 


13.307 


42.833 


29.621 


25.693 


NT2RP2004316 


7.937 


6.053 


8. 996 


2.798 


3.869 


5.139 


1.817 


5.009 


NT2RP20O4321 


16.873 


18. 267 


25.584 


5.327 


9.905 


12.235 


12.417 


6.754 


NT2RP2004345 


27. 640 


15.775 


31.426 


5.804 


11.702 


19. 152 


18.808 


17.712 


NT2RP2004339 


253. 896 


255. 780 


749. 568 


115.658 


151.722 


126.261 


70.845 


110. 855 


NT2RP2004347 


39.311 


42. 402 


63. 341 


12. 445 


14.095 


30. 534 


11.378 


12. 471 


NT2RP2004364 


71.148 


60.019 


167. 378 


28.894 


26.652 


36. 565 


22.223 


23.600 


NT2RP2004365 


27. 548 


25. 940 


2*. 162 


10. 909 


8.661 


13. 199 


18.665 


18.356 


NT2RP2004366 


34.341 


34.055 


33.3*5 


8.555 


14.785 


3.641 


15. 740 


27.122 


NT2RP2004373 


28.456 


29.195 


22.244 


7. 193 


17.101 


34.007 


21.569 


14.963 


HT2RP2004375 


22.258 


23.633 


23.795 


24. 768 


8. 964 


14.617 


11.807 


28. 153 


MT2RP2004389 


26.163 


41.878 


17.940 


11.246 


10.837 


22.718 


14.078 


16.693 
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NT2RP2004392 


80. 989 


136.238 


185.407 


07.306 


71.728 


98.742 


40.421 


94. 207 


NT2RP2004396 


74.685 


55. 569 


232.453 


39. 577 


40.329 


51.827 


19. 795 


36.180 


NT2RP2004399 


60.880 


42.455 


62.661 


13.504 


14.626 


15.041 


17.402 


11.134 


WT2RP200440Q 


48.188. 


46.127 


27.22S 


31.390 


26. 256 


16.692 


21.998 


27.979 


NT2RP2004404 


94.197 


59.189 


60. 085 


33. 584 


39. 340 


32. 995 


41.822 


41.552 


NT*RP2004410 


42. 321 


76.331 


55. 926 


19. 723 


73. 546 


51.855 


24. 894 


53. 454 


NT2RP2004412 


13.609 


18.755 


18.039 


11.352 


6.207 
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15. 980 


95. 324 
26.439 
29.064 
11.379 
363.840 
37. 844 
46.219 
24.034 


25.648 
9.761 
3.122 
7. 153 
79.623 
10.819 
24.865 


51.543 
13.197 
10.074 
9. 559 
88. 104 
18. 134 
22.511 


102.170 
30.638 
26. 020 
10.360 

1&7.8I1 
39, 828 
28. 404 


98.453 
22.295 
12.191 
3.4*5 
132.385 
23. 587 
15.603 


32.215 
20.840 
15.438 
9. 404 
96.818 
17. 525 
41.935 


NTZRP3000109 
NT2RP30001I9 
NT2RP3000125 
N72RP3QD0131 
HT2RP3000134 

mmmt 

NT2RP3O0O142 
NT2RP3000148 
NT2RP3060144 
NTZRP3O00153 


18. 561 
77. 508 
73.603 
120.919 
112.388 
" 62. 4&- 
26. 473 
63. 507 
97. 776 
26. 802 


16.632 
36.674 
69. 403 
64. 403 
83. 404 
42. 787 
48.731 
22.034 
30. 350 
19.938 


14.110 
39. 664 
81.547 
90. 654 
239. 571 
44 389 

"5*.6sr 

36.823 
50. 788 
31.411 


8.335 
13.437 
14.435 
42. 247 
35.148 
43.058 
14. 934 
38. 739 

8.026 
16.701 

5.275 


8.477 
4. 116 
17. 248 
34.639 
31.692 

11 KK7 

CI. H03 

1 ?7T n 71 

12 884 
25. 676 

9. 088 


12,472 
20. 790 
54. 174 
56.907 
68.253 
£b. 549 
J J. 205 

1C A AC 

40. 445 
AA AK\ 

S4 7?Q 

o*t. Its 


10.082 
11.884 
31.225 
38.200 
45.665 
37. 483 
29. 974 
18. 076 
12. 171 


10.611 
10.865 
36.072 
46.977 
51.614 
34.264" 
26. 136 
21. 664 
18. 256 
43. 994 


UT?RPinnni£ft 
NT2RP3000169 
NTZRP3000171 
Nt2RPttd017* 
NT2RP3D00186 
NT2RP3000197 
NT2RP30002O1 


7 AC lit/' 

iSa. 144 
24.676 
98, 370 
61.369 
94. 000 
73.123 

102. 553 


1 1 4. 786 
16. 941 

112.386 
27.571 
91.952 
35.637 
70. 806 


283. 896 
26. 930 
277.503 
34.375 
162.821 
164.002 
142.754 


r44.650 
10.017 

r7 1.994 
12.627 

(37. 334 
24.125 
44. 107 


145.359 
9. 996 
84. 185 

.22.318 
35.006 
21.785 
29.649 


20. 951 
605. 075 
22. 440 

Q? AAd 
30.658 
23. 969 
35. 486 
62.714 


21.878 
401.5)3 

17 All 

77 ma 

22.317 
?r finn 

L O. OUU 

>9.44S 
48.605 


23. 068 
H29. 011 

12. 677 

On onn 

90. 890 
17.859 
IB. 3b5 

24. 978 
33.413 


NT2RP3000204 


18. 200 


14.164 


20.111 


7.985 


6.611 


22.398 


6.414 


16.458 


NTZRP3000207 


156.781 


36.850 


65.015 


12.469 


27. 276 


91.926 


59.198 


23.678 


UT9QPinnn9ifi 

nilKrJUUUHD 


ioo one 


79. 206 


109. 849 


21. 139 


46.927 


98.763 


89.370 


46.1§r" 


NT2RP3000220 


41.042 


21.18!) 


35. 304 


10. 343 


13.834 


34.368 


22.050 


8.817 


mrnmm 


14. 840 

27. 36$ 


11.900 
22. m 


19. 520 
47. 647 


9.467 
25. 604 


7.825 
26.475 


20. 185 


21.420 


5.118 


NT2RP3000233 


29. 604 


18.160 


20.836 ' 


7. 062 


10.046 


26. 635 
10. 901 


21.694 
14.488 


58. 778 
13.964 


NT2RP3000234 


81.664 


54.61G 


83. 379 


20. 000 


23. 342 


34.772 


28.379 


31.629"* 


NT2RP30Q0235 
NT2RP3000239 


83. 990 
37. 735 


44. 36i! 
37. 963 


63. 809 
34.913 


18. 177 
18.056 


16.009 
20.915 


48.324 
38.341 


46.171 
15.352 


18.108 
39.089 


WT2RP3000247 
NT2RP30O0251 

IrffSpSSMST" 

NT2RP3000255 


39. 588 
H3.350 
60. 7*6 
70.857 


21.30D 
59.317 
43. 494 
30.714 


20. 867 
72. 549 
58.311 
38.046 


8.851 
22. 848 
14.499 

8.728 


13.233 
36.203 
17.495 
10.951 


20. 777 
92.438 
33.029 
35.304 


17.822 
60.767 
20.185 
33. 77& 


10. 760 
66.928 
17.559 
15.636 
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NT2RP3000262 


12.216 


24.325 


22.227 


10.435 


13.784 


14.416 


11.609 


16. 866 


NT2RP3000265 


60. 888 


57.736 


67.209 


20. 988 


24.591 


38. 289 


23.653 


41.422 


NT2RP3Q00267 


44.661 


37.513 


25.280 


10. 160 


9.316 


10.177 


21. 121 


21. 341 


NT2RPJOQ0271 


83.084 


46.052 


52. 186 


20. 876 


28.139 


32. 541 


43.838 


26.269 


NT2RP3O0027B 


32.035 


43.936 


47. 584 


38.351 


21.589 


32. 926 


27. 054 


36.075 


NT2RP3Q00281 j 


90.519 


61.619 


132.576 


27.694 


29.002 


49. 528 


37. 903 


38. 324 


NT2RP3000292 


3.966 


10.376 


3.409 


3.495 


2.695 


5. 631 


11.626 


1. 198 


NT2RP30 00299 


59. 244 


17. 953 


32. 272 


11. 088 


19.017 


25. 398 


24. 814 


30. 991 


T2RP3G 00304 


112. 022 


42. 176 


44. 039 


17. 256 


21.312 


68. 495 


41. 001 


1 1. 248 


T?RP3fl6031D 


51. 923 


40. 371 


23. B66 


18. 763 


12. 225 


17. 033 


12. 288 


8. 239 




53. 784 


42. 298 


111. 962 


28. 662 


28. 499 


47. 636 


21. 749 


1 7. 055 


T2Rp30flu37Q 


207 235 

CU 1 . W d 9 


105. 256 


82. 557 


32. 315 


34. 370 


inc 499 
aUD. 


171 177 
iii. iii 


16 ?C7 
1 v. C 3 1 


T?HP30003>? 




145 034 


68 676 


40 Rft7 

H3. Owl 


41 4^7 

J . *»3| 


CI 74Q 
30. 193 


CQ 991 
33. CC4 


ci one 

34. OU3 


1 cNr 4UUU0C4 


90. O 1 0 


1 A 7fi7 

19. r of 


14 044 


1ft ft9*9 
1 O. 0£4 


1 1 AAR 


9C 7ft9. 
C3. 104 


0U. / 45 


94 701 
C4. ID 1 


T9DD9An.ft99£ 
HI ZKrJUUUJZD 


CC 99C 
03. C43 


CI 099 
31. 34c 


"in7 no"" 

IUr. 143 


90 7no 
co. rU9 


7 1 99 
1. IC4 


90 019 
00. 30C 


91 C1 0 
i 1. 019 


91 97C 
C 1. C/b 


MT9QDinnni9a — 
I ZKr40vU4Z9 


Q9 7CD 

yj. too 


70 lOjl 
f 0. 404 


9 in Qfcn 

L III. 30U 


C A C77 

04. 0/ ( 


in 7ic 
ou. lib 


47. coc 


in 70c 
40. /oo 


in nno 
40. UUZ 


IT9DD9nnhlm 

IZKr40O043O 


9 A £49 

Z4. 04Z 


40 Cfl 0 

49. bos 


97 QCC 
if . 900 


Q ACQ 

4bO 


c 07n 

0. 310 


9C IOC 

Zb. 19b 


lft 44C™ 

18. 44b 


lb. by 1 


Hi cKr 0UUU4 J J 


C CC1 
0.331 


A ATA 
4.4(4 


D. 43U 


9 171 


i 9 1 n 


ft 110 
O. 1 1 3 


C 910 

0. i 1 3 


9 CA 1 
C. b« } 


NIZKr4U0U341 


10b. bb4 


78. 685 


9Q9 inc 

43C. 1Kb 


48. 172 


A A 1/11 

44. 441 


47 o cn 
4/ . obU 


37. 664 


24. 434 


UT9DD9 AnA9. 44 

NIZKr3UOU444 


9 1 040 

c 1. 840 


1C 94Q 

10. 045 


111 717 
10. 1 4 1 


1 b. cUo 


14 171 
14. Ill 


1 1 049 
1 1. 04c 


O CC9 

9. 00 J 


ft C9C 

0. 0Z0 


llT9DDinnni4C 

NlZKr4UUU44b 


1 1 CI c 
14. 0 13 


4 911 

4. c4 1 


ft OQ 1 
O. 03 1 


4 14 1 

4. 44 1 


4 944 
4. c44 


a c id 


7 inn 
1 . ZUO 


2. 442 


uT90Dinnn?4D. 
nlcnr4UUU44o 


91 C 7C1 
C 1 3. / 3 1 


094 99A 

0c4. ^44 


911 nci 
£41. UD4 


194 B91 

1Z4. oil 


91C 9BO ■ 

L i o. toy 


900 CC1 

coo. 331 


-9nC 4C1 

cub. 404 


my nil 
39/. Zbl 


uTioDinnnitn 
nlZnr4uuU4bO 


7c nil 

1 3. U4 1 


C9 nQ9 
34. VOL 


C4 C71 
34. 3r 4 


OC 019 

Zb. 91Z 


It QIC 

10. 34b 


C4 ion 
04. 4oU 


on ni 0 
cO. Ooo 


oc ni c 
Zo. Oob 


uT9DDinAn4cn 
VTZNr30OU4b9 


cn coo 

bU. 333 


9ft CO 
£0. 0 3£ 


9C ill" 
£3. 104 


1C 111 

4b. 1 1 4 


1 £ 1107 

10. USi 


C7 i in 
0 1. \c\J 


cc c ai 
bb. b94 


Ait cyy 
48. ol 7 


MT9ubinnni£ i 
1 1 cHr 4UJU40 I 


Q7 997 
31. LCI 


4H 7 CI 

4U. f 3 j 


C9 K7fl 
VC. 01 o 


9C lOO 

cb. 099 


9C CCO 
c3. 339 


70 47ft 
fO. I/O 


4U. bOo 


90 090 

49. 9Z9 


jT9DDin rt nic(T 
l J cnroUUUOoo 


£3. 344 


99 1Q0 
14. 400 


CI 007 
3 1 . 331 


1 C C7C 

i 0. 3/3 


94 con 
c4. OoU 


1 o lot 
09. 1 31 


19. 302 


20. 995 


IVIZHr3D0037o 


1C 1 99 


?C C4C 

JO. 64b 


CI 4 9C 

34. 4lb 


29. (90 


i o o in 
to. o 10 


1 4 OOI 

14. 993 


29. 540 


12. 427 


uVH ddi nnni Q J 
lIZHr30U04o4 


A4 944 

94. Z44 


£4 o t n 
04. Oil) 


m nci 
Z4/. U01 


cc icn 
bb. ZbO 


CI OOI 

bo. 993 


bb. bob . 


28. 548 


35. 998 


lT4DD9nAft90O 

NIZKr400U3o9 


1 JC 1 C4 

14b. 1 04 


i 9rt ccc 
130. boo 


QQ 7 1 C 
Bo. f 1 3 


cn a co 
00. 4bo 


cn 7C7 

3j. iDr 


I9C OCC 

IZo. obo 


AC A4C 

4o. 04b 


4C 1 A4 

40.304 


iiTODDinnmai 
IIZKr40UU393 


34. 404 


■5C 4 09 
Zb. HOC 


1R R79 


1 0 0 1C 

1Z. olo 


in occ 
IU. sbb 


CI 147 

b3. Z4/ 


Z3. OZo 


22T72T 


NIZKr'300049b 


nfl fro j 
1 40. i 44 


9C 1 CCC 

Zol . bbb 


lob. Ui4 


i ia icn 
1 39. 360 


C7 C1C 

O/.OZo 


ioi one 
191. 90b 


113. 593 


356. 673 


^riDDinnni A7 
NTZKr3000397 


99 7QC 

Z3. i 30 


1 4 >inn 
1 4. 40U 


— id lie 

lb. 1 1 b 


Q 1 A7 

o. 19/ 


1 n coc 
10. bob 


1 O 417 

1 9. 43/ 


1 1. 865 


15. 686 


jrriDDinnni ott 
NT 2 Rr 4 000498 


34. 31b 


53. 7Z4 


ICO 914 

108. Z JZ 


39. 457 


13. 432 


46. 057 


24. 302 


28. 636 


NT2RP40OU4O3 


57. 006 


49. 1 14 


ci no 1 
04. Oof 


38. 685 


1 4 At\C 

24. 405 


48. 444 


25. 226 


24. 101 


IT2RP300041& 


50. 531 


48. 172 


170. 356 


32. 562 


26. 123 


10. 592 


29. 707 


10. 604 


NT 2 Rr 4000424 


Do. 4b3 


2 1 . 340 


38. 478 


16. 563 


16. 925 


53. 214 


30. 826 


17. 735 


ITZRP3D004Z7 


C 9 741 

6Z. fZI 


OO OC7 

39. obi 


19fl cc7 ' 
IZo. bbi 


24. 313 


28. 283 


29. 359 


22. 716 


18. 652 


ltY4 nn>4 Ann j^i 

HT2RP3000431 


16. 834 


8. 211 


12. 394 


7. 692 


12. 872 


8.065 


13. 418 


13. 1 14 


flZRP3Q0O4JJ 


50. 616 


79. 462 


104. 236 


42. 090 


39. 902 


42. 064 


33. 371 


38. 488 


NTZKP30Q043b 


t C 949 

16. Z4Z 


1 6. 422 


40. * 09 


16. 813 


c ci a 
0. b49 


20. 516 


10. 885 


17 7 19 

17. 733 


jT9Boinnn4 9(i 


71. 848 


n oca 
Z3. 909 


40. 4b4 


14. 754 


1 c no 

1 b. Z39 


CI 74 1 

bo. 741 


31. 396 


8. 363 


NIZKP3QU0441 


1 1. 212 


9. 002 


11 c oc 
1Z. OSb 


5. 044 


10. 679 


1 3. 01 3 


5. 428 


5. 597 


N(ZRr30U0444 


99 099 
It. 900 


i a coc 
1 o. bob 


- iq eEi 
£3. 004 


O C A C 

9. 04b 


19 CiC 

u. o4b 


17 n9c 
1 1 . UC3 


1 ft 7C7 

lo. /b/ 


1 1 9AC 

1 3. 4ub 


HI ZKrJ0UU44a 


44. UDU 


9ft 9flQ 
Cv. 4U3 


EC \7A 
33. jf** 


1 7 Cfifi 
1 f - 300 


OA ICR 


99 Kft7 
CC. DO/ 


1 a ice 

ID. 133 


1 1 QQC 
1 1 . 533 


UT9PPinnn440 — 
Ni ZKr4UUU449 


i C OCQ 
0. 333 


71 4CQ 
13. 439 


1 7 499 
1 1 . 4c£ 


in 4 79 
IU. flic 


I 7 11Q 
/ . 1 1 0 


ft 071 
^ o. 0/ 1 


0 9C4 

3. 404 


1 47C 
4. 4/0 


NT9DP9Ann.4C1 


19C 44C 
1 Lb. 440 


0t. UD4 


co nnc 

33. UU3 


99 117 
CC. 44i 


94 9C4 
44. C04 


cn 1 7£ 

OU. ItO 


At CQ1 
41. 091 


97 14ft 
CI. 140 


MY 9 0 M nfl fl4 CK 
HI CKr4UUU430 


Aft QIC 
DO. 3 10 


41 «\ft9 
4J. Out 


CO ICC 
0 3. JOO 


17 977 
II. CI 1 


90 940 

C3. C^3 


CC 71* 
30. ICD 


49 77C 
4c. / rO 


41 1 CI 
9 1. 131 




53. 276 


27. 765 


47. 239 


14 ?C7 

19. CSI 


14. 1 52 


40. 035 


90, 740j 

C3. 193 


13. 869 




i?n fiftc 


J3. JSC 


65. 409 


19 114 


21 . 966 


84. 01 6 


40. 300 


40. 267 




135. 254 


69. 833 


123. 785 


56. 384 


66. 460 


143. 732 


K4 Qfi? 

09. 3DC 


C 3. OU 1 


HT2RP3000478 

III (IVvVVVtlV 


29. 313 


21. 768 


61. 753 


10. 082 


21. 998 


33. 287 


14. 477 


44. 282 


NT2RP3000481 


10.750 


3.732 


5.456 


0.726 


2. 539 


11. 124 


6.047 


2.438 


NTZRP3000484 


37.552 


21.006 


28.635 


15.721 


14.002 


24. 786 


24.639 


18. 179 


NT2RP3000487 


57.292 


37. 922 


107. 654 


33. 349 


33.101 


34.015 


3d. 56d 


44. 3/o 


NT2RP3000512 


40.012 


21. 185 


25. 342 


10. 503 


13.140 


44.846 


27.137 


10. 397 


MT2RP3OO0523 


99. 365 


56. 104 


57. 485 


32.088 


34.445 


78. 588 


42. 509 


36. 741 


NT2RP3000526 


45. 488 


30. 104 


53. 085 


16.516 


10.374 


24. 429 


16. 363 


12. 300 


NT2RP30O0527 


44. 308 


22. 763 


18. 000 


7.682 


i 12.301 


36.809 


24. 394 


15.830 


NT2RP3000531 


317.473 


170. 480 


234.934 


104.005 


126.165 


204.346 


175.754 


116. 929 


NT2RP3000532 


69.884 


23.745 


36.210 


16.034 


19.464 


37. 931 


28.117 


30.722 


NT2RP3000542 


53. 226 


27.049 


115.161 


42.422 


30.182 


44. 442 


28. 283 


44.087 


NT2RP30O0554 


46.760 


48. 74!) 


47.313 


22.048 


25.077 


32.396 


21.710 


28.087 


NT2RP30OO561 


34. 700 


20.07") 


36. 509 


11.166 


12.551 


31.072 


12.335 


21.743 


NT2RP3000562 


61.916 


30.11* 


37. 119 


14.204 


15. 849 


36.832 


26.415 


21.173 



221 



EP1 130 094 A2 

Table 114 



NTZRP3000578 
ftIZKr3uU058Z 
NTZRP3000584 
HT2RP300O586 
CTZRP3O00590 


15.402 
39.271 
SO. 928 
104.429 
28. 385 


10. 162 
21.923 
29. 642 
33.153 
19.138 


16.053 
38. 385 
70.817 
41.205 
20.258 


7. 228 
15.063 
14.592 
15.381 

7.852 


4. 718 
10. 964 
15.938 
26.6)8 
11.948 


6.130 
17. 246 
25. 450 
56.849 
19.961 


9.838 
14. 457 
18.096 
60.938 
17.171 


13.3U 

23.415" 

13.886 

32.T15" 

14.281 


HT2RP30OO592 

NTiRpJMdSds 

NTZRP3OO0599 


38.458 
97.180 
27. 723 


13.253 
124.897 
23. 836 


18.849 
111.320" 
21.699 


6.663 
54.127 
6.517 


11.214 
55. 968 


15. 506 
i5. 489 
"24.268 


10. 347 
58.183 


13.365 
68.801 


Nt^RP3o606O3 


58.651 


35. 820 


44. 037 " 


20.279 


10.630 
17.695 


42.330 


12.753 
42.704 


5. 443 
30.254 


NT2RP3OO0G05 
NT2RP3OO06O7 
St4RPM>0«16 
NT2RP3O00621 


28.480 
24.868 
13.295 
32.066 


12.057 
40. 289 
18.170 
35. 204 


23.849 
21.827 
13.744 
40. 136 


6.629 
5.879 
4. 297 
10.823 


7.081 
13.852 

8.368 
13.912 


16.695 
13.642 
12.637 
32.917 


13.635 
13.588 
6.395 
35.694 


14.891 
19.173 
3. 593 
30.496 


NT2RP3O0OS22 

NTZRP3O00624 

WT2RP3000628 

m cnrvwvuo J I 

NT2RP3000632 

iT2RPiO0<»38"" 

HURF2O0QS44 

1KT2RP3O00645 

NT2RP3O0O652 

BT2BP3WR5S 

HT2RP3b0666fl 
NT2RP3dWoir 
NT2RP3O0Q*65 
NT2RP30Q0676 
KT2RP3O00677 
WTZRP3OQ0681 


77.250 
69.148 
101.279 

00. Li 4 

75.512 
42.585 
165. 984 
406.046 
27.913 
119.274 
154.015 
61.960 
36.030 
93.465 
112.363 
$6. $11 


48. 804 
40.431 
78. 344 
— ti ait" 

46.886 
33. 637 
14*. ^ 
291. 113 
38. 545 
4! 30* 
93.717 
37. 363 
11.500 
71.379 
32. 537 
66.476 


56.101 

50. 570 
315.194 

64. 862 
137.791 

37.613 
393. 193 
353.711 

66.305 

64. iJS 

291.388 
58. 907 
21.94$ 
82.472" 
52.925 
75.231" 


26.510 
17.495 
66.794 
38. 915 
36.803 
14. 925 
71.526 
137.438 
53.070 
19.09? 
47. 970 
19.857 
7. 361 
34. 775 
14.666 
35.416 


26. 964 
18.274 
47.806 
26. 193 
25.072 
17.500 
7$. 904 
154. 952 
30. 592 
26. 904 
61.811 
23. 806 
8.773 
44. 271 
38.145 


60. 270 
44.392 
62.753 
49. 662 
37. 533 
33.937 
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24.261 


21.934 


31.711 


19.413 


S. 154 


NT2RP3002712 


127.597 


337. 217 


172.297 


85.410 


157.291 


209. 750 


71.600 


90. 235 


Mf2RP30d*7il 


25. 722 


12.997 


26.653 


9.930 


11.236 


16.757 


16.310 


18.652 


HT2RP3002721 


48. 039 


15.327 


24. 924 


23. 105 


19. 153 


24.353 


19.280 


10.413 


NT2RP3002722 


421.087 


147.659 


338.772 


115.647 


164. 233 


259.199 


308.668 


136.618 


NT2RP3002723 


43.086 


85.012 


67.010 


38. 528 


35.204 


150.941 


121.373 


45. 387 


NT2RP3Q02737 


71.494 


27. 672 


52.178 


22 716 


32.049 


58.662 


47.802 


16.796 


KT2RP3002738 


47.542 


16.654 


36.964 


9.362 


15.223 


38.458 


25. 360 


23.198 


NT2RP3002742 


81.782 


149. 322 


102.776 


54.228 


44. 909 


105.384 


127. 394 


33.680 


MT2RP3002744 


2. 263 


4. 168 


21.735 


2.015 


3.502 


1.976 


2.225 


0.560 


NT2RP3002756 


22.619 


12. 182 


21.840 


8.009 


10.135 


11.380 


12.917 


4.838 


NT2RP3002757 


113.772 


65. 294 


69.951 


34.431 


19.743 


281.518 


37.409 


82.637 


NT2RP3002758 


60.176 


82.911 


68. 360 


23.774 


51.197 


81.519 


55.695 


20.674 




70.0(57 


62. 402 


96. 808 


44. 296 


70.524 


111.644 


35.008 


61.053 


WT2RP3002763 


€5.632 


38. 286 


93.384 


42. 890 


27.102 


55.601 


31.878 


35. 587 


MT2RP3002770 


35.381 


13.511 


35.913 


7.950 


10.042 


24.469 


17.980 


11.225 


NT2RP3002771 


40.863 


23.186 


29.004 


13. 976 


35.897 


25.254 


18.920 


17.572 


NT2RP3002785 


13.360 


5.890 


4.173 


2.677 


2.677 


9. 071 


5.889 


5. 289 


NT2RP30D2790 


34. 782 


20. 599 


28.673 


15. 987 


14.483 


19.288 


18.105 


19. 768 


NT2RP3002799 


39.751 


31.026 


83.485 


29.150 


23.866 


22. 566 


21.257 


45.619 


NT2RPJ002801 


47.659 


26. 163 


128.555 


31.073 


22.498 


26.337 


24. 586 


24.190 




146.487 


73.131 


121.221 


33.066 


38. 992 


67.510 


59.237 


21.8*6 


NT2RP300281O 


10.160 


45.362 


22.360 


7.551 


8.729 


7.648 


14.315 


7.654 


NT2RP3002818 


4.667 


6.464 


10.095 


3.200 


6.216 


4. 871 


5.874 


11.909 


HT2RP3002821 


76.117 


34. 802 


53.630 


32. 950 


28.735 


58.082 


41.128 


16.704 


NT2RP 3002823 


11.784 


13.818 


14. 562 


1.977 


7.384 


12.328 


6.617 


11. 325 


NT2RP3002825 


51.146 


13.354 


18.512 


8.300 


12.766 


20.235 


20.838 


24.852 


NT2RP3O02829 


35.187 


38. 250 


97. 142 


25. 989 


24.214 


26.885 


16.084 


21.503 


NT2RP3002831 


66.496 


27.156 


68.213 


17.668 


23. 336 


61.962 


46. 206 


37.479 




130.172 


72. 920 


90. 667 


20. 404 


36.995 


100.291 


59.703 


56.686 


NT2RP3002845 


64. 337 


22.726 


40. 173 


14.166 


18.291 


22.445 


10.215 


12.196 


NT2RP3002852 


38. 556 


19. 001 


25.493 


7.993 


8. 490 


26.043 


16.609 


7.989 


HT2RP3002861 


2.544 


8.478 


5. 538 


2.371 


1.076 


11.828 


I 8. 852 


2.368 


NT2RP30Q2869 


119.363 


36.492 


65. 104 


27.751 


37.200 


48. 198 


61.052 


17.114 


NT2RP3002874 


24. 807 


10. 169 


15. 126 


5.983 


8.446 


11.486 


1 5. 977 


17.599 


NT2RP30O2876 


64. 967 


22.806 


49. 911 


23. 937 


25.658 


54. 137 


50.714 


12.582 


KT2RP3002877 


86. 753 


69.686 


258.276 


48.444 


44. 144 


53.777 


36. 801 


48.742 


NT2RP30D2887 


32. 513 


9. 1 92 


16. 424 


15. 590 


7. 085 


25. 821 


19. 262 


5.065 


NT2RP30Q2900 


17.592 


22.03JI 


56. 235 


9.751 


17.946 


18.936 


16.030 


15.494 


NT2RP30D2902 


77.119 


87.651 


99. 208 


65.469 


23.869 


49.857 


35. 525 


68. 682 


MT2RP3002909 


651.498 


271.044 


348. 888 


147.447 


159.876 


403.448 


375.523 


192.134 


NT2RP3002911 


18.365 


31.404 


29. 903 


8.152 


11.463 


10.299 


14.454 


11.143 


NT2RP3002948 


31.554 


19.471 


22.058 


5.625 


13.560 


11.821 


12.470 


4.969 


NT2RP3002953 


86.292 


18.06:t 


24. 427 


6.969 


18.812 


14. 379 


32. 470 


9.777 


NT2RP3002955 


19.801 


7.571 


12.412 


9.001 


5.316 


8.726 


8.912 


8.536 


NT2RP3002958 


41.536 


22. 160 


22. 741 


S.690 


11.415 


41. 119 


17.410 


12.258 


NT2RP3002969 


37. 280 


28.189 


25. 925 


9.002 


18.977 


16.248 


14.471 


9.514 


NT2RP3002972 


22.208 


18.7315 


16. 171 


2.364 


9.532 


9.859 


13.526 


7.56B 


NT2RP3002978 


17.816 


15. 240 


32.009 


15.003 


9.596 


5.319 


8.999 


3.049 


NT2RP3002983 


7. 404 


5. 940 


| 7.102 


1. 188 


7.742 


3.489 


6.275 


6.214 
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Table 122 



JVTZRP3002985 



NT2RP30Q2988 



NT2RP3OO30OO 



NT2RP3003008 



NTZRP3003012 



54. 322 



17.700 



76.725 



40. 397 
14. 280 



20.945 



17.258 



68. 978 



.290 



Jh 

14.189 



33. 398 



27. 888 
102.455 



39.838 
33. 525 



13. 345 



35.327 



8.641 



7.156 



18. 165 



13. 104 



36. 878 



14.630 



11.442 



28.438 



25. 968 



15. 971 



19. 252 



75.681 



27.543 



73.309 



20.015 



14. 530 



6. 941 



WT2RP3003018 



NT2RP3P03028 



10. 045 



13.725 



NT2RP3003029 



75. 625 



29.619 

1776TT 



T45T 



$9,416 



NT2RP3003032 



86. 986 



50.846 



136.276 



96.942 
0.000 



63. 900 



S.653 
26.4SQ 



12.688 



24.800 



15. 149 



9.081 

isrm 



30.124 



19.649 



7. 487 



6.155 



314.984 



20.126 
"6089 



31.780 



13.397 



66. 630 



36. 530 



49. 952 



NTZRP30O3O44 



0.774 



NTZRP3Q03047 



58. 906 



0. 000 



34.057 



0.000 



299. 110 



37. 901 



ooo 



142.539 



33.307 



0.000 



196. 643 
141.571 



16.940 



84. 285 



40. 357 



77.718 



1.309 
27.766 



179.257 



155.007 



109. 372 



50. 507 
115.298 



317797 



ZS,077 



71.052 



48.869 



HT*RP3003Q59 



274.051 



2.357 



324. 746 



7.346 



12.467 



103.977 



94.331 



3.194 



152.747 



4.084 



5. 560 



122.042 
" 5.012 



33.582 
20. 186 



61. 169 
32.010 



13.328 



35.122 



45.955 



43.431 



HT2RP30O307r 



HT2RP3P03076 



67.292 



86.945 



15.417 



NT2RP3D03078" 



416. 323 



86.857 



202. 004 



82.004 



17.552 



KTZRP300J081 



71.012 



26.534 



220. 395 



1107. 162 



IIT2RP3003090 



19. 188 



18.554 



49. 393 



29. 939 



27. 275 
152.849 



24.055 



18.951 



45.183 



340. 664 



35.965 



24. 820 



IS. 196 
29.407 



20.891 



20.934 



39.751 



22. 524 



X76T 



38. 583 



234. 319 



9.794 



13. 502 



27.416 



18. 155 



24. MS" 



9.853 



18. 075 



HT2Rp3flQ3098" 



1Q6T 



HT2RP3003101 



13.217 



NT2RP3003109 



39. 920 



23.032 



79. 380 



48. 998 



21.495 



30. 326 



16.354 



mmrnnr 



119. 924 



45.276 



2393.421 



108. 927 



16.850 



,.17.378 
11 



.329 



23. 253 



71.299 



295. 233 



32.541 



59.830 



23.417 



TQ7T 

25. 447 



'27.673 



11.069 



7.629 



51.482 



54. 674 



16.056 



41.587 



1873. 484 



35. 646 
227. 334 



11.661 



5.814 
27.614 



23.481 
TO70 



8. 926 



17.718 



13.865 



11.081 



HT2RP3003138' 



68. 371 



44.343 



32, 139 



18.316 



50.171 



rrm 



18. 742 



22.092 



45. 822 



27. 827 



36.054 
31.428 



37.068 
32. 258 



127.432 

TOTT 



21.947 



22. 850 



33. 577 



WT2RP30031SO" 
NTZRP3003157' 



42.321 



27. 108 



NtERP3O0318S 
WT2RP3003193~ 



188.220 



NTZRP30Q3197 



35. 909 
48. 750 



140. 562 



62. 590 



22. 546 



31.566 



506. 895 



18.416 



24.691 



130.211 



Nt2RPtt032Qr 



43.343 



WTZRP3OT3204" 



153.994 



36.867 
21.902 



42.997 
108. 147 



16.452 



21.031 
104. 053 



50. 878 



25.656 



56.040 



17.320 



100.283 



"29. 781 



NTZRP300321d~ 



52.532 



40.417 



29.083 



41.546 



20. 464 



24. 503 



60.660 



32.807 



32. 770 
47.257 



93.798 
132. 406 



12. 340 



29.132 



28. 720 



24. 359 



37.419 



49. 065 



23.116 



119.739 



3S.096 



77. 380 



33. 072 



28.607 



47.284 



92.480 
143.62* 



28.382 
28.494 



29.885 



33. 588 



HT2RP3003213' 



32,358 



NT2RP3003226 



13.983 



16.228 



TT957" 



54. 368 



18.543 ' 
19. 544" 



12.821 



28.759 



34. 382 



16.359 



TJTT 



27.197 



5.465 



9. 704 



21.835 



24.899 



13.435 



11.616 

"orr 



26.272 



6.674" 



13.939 



"NT2Rpj003^5" 



31.730 



fTZRP300324r 



"41.021 



57. 135 



«T2RP30032fl" 



16.643 



37. 790 
135.476 



12. 117 



10. 446 



9.743 



MT2RP3063gflT 



105.227 



72. 597 



79. 924 



12.011 



23.077 



206.051 



3.953 



NT2RP3003260 



161.647 



32.121 



56.052 



45. 598 



25. 398 

5. 



25. 264 



43. 447 



14.491 



.705 



24. 772 



38. 945 



9. 943 



NTi8P3003264~ 



114. 060 



70. 976 



21.016 



113.824 



24.060 



39. 441 



HT2RP3003273 



67.795 



56. 574" 



37.258 



44. 39S' 



51.504 
44.299 



62.130 



4I4I4 



)!T2JlP3Mtt7r 



11.164 



9. 675: 



21. 149 



153.011 
10.474 



21.435 



87. 395 



7.847 
42. 132 
42.743 " 



2. 690 



36. 137 
15.421 



5. 589 



30.168 
"S.945 



88. 808 



113.828 



47.695 



31.572 



11.706 



12.757 



22. 285 



XT74 



13. 626 



7.385 



10. 155 



NT2RP30C3282 



27.159 



HT2HP3P0ttW 



46. 749 



20. 262 



20. 720 



149.162 



75. 603 



31.552 
28. 508 



249. 880 



13.961 
11.886 



13.568 



57.514 
1TSW 



15.656 



10. 944 



56.137 



31.511 



21.479 



817416" 



27.454 



57. 703 



NTZRP3003302 



52.258 



34.467 



NT2RP3003311 



46. 288 



23.690 



4.124 



7.411 



1 28.126 
92. 158 



18.873 



10.651 



17.983 



6.453 

Tm 



15. 001 



27.921 



23. 542 



26. 294 



14.885 



U.665 



18.752 



3.658 



HT2RP3Q03313 
Hf2RP300332f 



14.814 



8.617 



15.411 
"405T 



6.290 
TOTT 



14.507 



9. 374 



2.403 



117.218 



4.661 



TsTT 



3. 186 



16.774 



9.193 



16.192 



10. 303 
J 24.164 



5.674 
15. 226 
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WT2RP30Q3330 


29. 506 


12. 597 


10.896 


8. 585 


8. 115 


8. 559 


6. 939 


9. 940 


NT2RP3003344 


29.694 


14. 023 


28. 467 


10.446 


14.551 


23. 190 


14. 110 


21. 136 


NT2RP3D03346 


105. 530 


66. 425 


241.668 


37. 233 


38.4)2 


50. 911 


50. 114 


35. 893 


NT2RP30O3349 


20. 318 


21. 037 


19. 247 


6.025 


8.572 


15. 104 


1 5. 004 


13. 774 


NT2RP3003353 


10. 529 


10. 306 


3. 139 


3.872 


5.195 


16.793 


3.277 


2. 796 


HT2RP3003354 


481. 127 


242. 452 


577. 215 


70.336 


177.749 


307. 555 


235. 179 


214. 175 


HT2RP3003368 


47.684 


23.833 


38.838 


12.045 


15.329 


29. 997 


27.654 


13.096 


KT2RP3003375 


9.531 


13.959 


20.610 


8.653 


7.770 


15. 597 


5.760 


11.087 


NT2RP3003377 


166. 751 


42. 971 


64. 536 


25. 743 


44.033 


73.870 


73.821 


25. 200 


NT2RP3003384 


44. 335 


23. 396 


37. 902 


18.516 


20.006 


33.001 


24. 969 


18.065 


NT2RP3Q03385 


94.843 


42. 782 


74.71$ 


20.456 


31.187 


68. 473 


67.072 


48.712 


HT2RP3C033S5 


33.482 


30. 352 


33. 756 


14. 143 


l«Ul5 


36.475 


16.101 


16.251 


KT2RP3DO3403 


53.313 


37.215 


59.716 


18. 488 


19.630 


41.023 


7.020 


14. 203 


H72RP3003409 


34. 343 


23. 544 


29.939 


10. 044 


13.315 


26.899 


23.574 


10.007 


NT2RP3D03411 


79. 480 


70. 920 


90.615 


61.424 


39.065 


48. 593 


32. 903 


26.101 


NT2RP3003420 


61.545 


52.479 


134. 682 


28. 549 


32. 168 


25. 103 


23.751 


18.844 


NT2RP3003425 


28.870 


18.577 


22.890 


8.071 


10. 241 


21.558 


25.924 


11.363 


HT2RP30O3426 


1*6.098 


63.120 


93.804 


*4.4&2 


3^. 319 


90. 461 


44.692 


26. 808 


NT2RF3003427 


53. 936 


61.645 


67.284 


18. 467 


14.098 


40. 426 


41.425 


24.813 


MTiRP3d03433 


97.022 


87. 577 


196. 547 


46. 930 


103.713 


35. 421 


49.581 


51.308 


NT2RP3003437 


70.471 


90.341 


101.893 


38. 490 


90. 843 


65. 265 


43.848 


39. 524 


HT2RP3003448 


166.318 


99. 558 


171.792 


33.106 


57.030 


82. 442 


40. 878 


33. 734 


NT2RP3003455 


98.805 


99. 945 


87.828 


44.898 


40. 079 


47. 665 


54. 700 


42.051 


NT2RP30D3462 


42.164 


21.903 


23.018 


11.812 


14.369 


18.994 


22.972 


14.965 


NT2RP3003464 


20. 285 


19.800 


20.515 


13.065 


11.398 


11.185 


9.509 


8.151 


KT2RP3003469 


63.020 


31.314 


45. 443 


12.277 


2Z.567 


43. 698 


25.742 


22.878 


NT2RP3003473 


49.194 


61.265 


73. 244 


52.029 


33.239 


49.762 


41.082 


60 344 




25.607 


8.816 




3.674 




13.456 


6.864 


6.240 


»T2hP300i475 


68.962 


28. 799 


37. 252 


11.016 


19.936 


32.908 


31.492 


21.824 


KT2RP3Q0349O 


20. 464 


20.731 


22.026 


3.717 


16.041 


3.738 


7. 208 


8.419 


HT2RP3Q03491 


10.282 


25.486 


15. 580 


15.193 


6.202 


6. 287 


6.927 


9. 848 


RT2RP3003493 


225.729 


58. 149 


69. 338 


48.207 


44.647 


93.915 


53. 796 


47.878 


KT2RP3003S0O 


16.211 


21.791 


23.^ 


12.174 


8.905 


10. 384 


6.189 


9. 984 


hfjRMflMSir 


3*. 235 


13.032 


16. 125 


4. 540 


9.823 


21.336 


14.921 


8.623 


NT2RP3003532 


35.952 


35. 805 


89.452 


21.080 


32. 372 


12. 131 


23.670 


14. 186 


NT2RP3003535 


30.511 


17.215 


16.247 


3.432 


9.615 


14. 199 


11.449 


7.658 




35.415 


11.045 


31.565 


10.484 


18.265 


21.717 


21.923 


38. 703 


Nf2RP3t0iUa 


69.871 


52. 348 


78.481 


28.057 


40. 066 


19.654 


56.835 


72.031 


NT2RP3O03549 


42.025 


14. 802 


50. 570 


18.842 


33.282 


15.787 


31.229 


23.611 


Nf2RP3O03S52 


4.529 


4.296 


2.807 


0.000 


4.647 


10.319 


2. 766 


9.014 


MT2RP3603555- 


57.410 


40.350 


57.74* 


40. 386 


32.961 


12.721 


42.457. 


36.766 


NT2RP3003559 


20. 066 


11.398 


15.2*4 


4.&06 


6.892 


5.159 


6. 000 


8.501 


0T2RP3OO3564 


66.462 


28.214 


41.863 


14. 294 


13.568 


35.338 


25.239 


22.138 


NT2RP3003572 


50.882 


28.277 


31.870 


11.128 


15.322 


36. 904 


28. 1 34 


19.912 


NT2RP3003576 


23S. 584 


162.700 


666. 955 


119. 960 


79.895 


90. 587 


262. 925 


105.267 


NT2RP3003587 


34.277 


96.685 


36. 352 


13.214 


15.718 


5.529 


28. 863 


23.236 


NtihP3603569 " 


69. 284 


86.270 


72.517 


19. 025 


34. 071 


56.468 


35.012 


42.995 


NT2RP3003592 


93. 627 


36.255 


60.268 


26.747 


38. 599 


27.570 


31.952 


29.013 


NT2RP3003593 


64. 187 


68.925 


34. 760 


5.259 


11.913 


10.024 


It. 351 


30.666 


NT2RP3003514 


202.651 


80.341 


135. 229 


42.309 


52.562 


65.826 


104. 861 


77.771 


NT2RP3003521 


15.164 


13.030 


15.710 


5.347 


0. 000 


7.392 


5.209 


11.686 


NT2RP3003625 


131.345 


86. 625 


204. 034 


32.075 


25. 952 


35.395 


31. 357 


56.208 


NT2RP3003627 


95.853 


64. 90U 


113. 102 


24.418 


43. 349 


33.276 


48.816 


77.820 


NT2RP30Q3636 


87.887 


33. 546 


51.644 


14.475 


38. 157 


18.067 


40. 566 


25.499 


NT2RP3003642 


33.158 


29.959 


62.265 


29.745 


29. 841 


31.737 


24. 361 


56.669 


RT2RP3003645 


42.276 


23.45<> 


37.015 


12.651 


15. 281 


37.561 


21.220 


15.411 


NT2RP3003648 


53.111 




44.165 


15.954 


21.371 


JO. 753 


3A.1M 


30.265 


HT2RPiOQtt4» 


13.90/ 


1.465 


7.845 


4. 909 


3.500 


3.731 


3.>22 


21.889 


RT2RP30O365O 


70. 844 


54. 077 


30.996 


32.103 


41.741 


11.885 


4. 037 


9.110 


NT2RP3003656 


50. 13) 


39. 399 


21.967 


19. 082 


28. 005 


21.521 


5.926 


6.462 


NT2RP3003B59 


60.751 


25.453 


29. 389 


2B.617 


49. 090 


33.702 


21.321 


11.457 


NT2RP3003662 


44.735 


45.8)1 


57.204 


18.032 


8.625 


30.812 


15.749 


60. 144 


NT2RP3003664 


31.481 


40.038 


50. 322 


14.238 


24. 609 


25.151 


18.244 


27.693 


|NT2RP300366S 


9. 682 


>.431 


10.792 


3.210 


5.z« 


8.900 


22. 769 


15.662 
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NT2RP3003671 


19. 99) 


16. 142 


32.517 


10.512 


26.620 


6.813 


15. 367 


4. 134 


NT2RP3003672 


59. 537 


70. 861 


52. 702 


21.219 


42.465 


28.220 


33. 602 


25.472 


NTZRP3003673 


22.381 


26.615 


29. 196 


8.319 


9. 184 


13.218 


19.475 


8. 663 


NT2RP3003679 


210.405 


183.454 


88. 575 


68. 184 


55. 109 


70. 199 


47. 217 


161. 678 


NT2RP3O03680 


36.432 


9.726 


11.980 


2.868 


17. 580 


10. 982 


9. 675 


4. 489 


NT2RP30036SS 


23. 300 


18. 167 


60.813 


12.758 


15. 373 


14. 321 


1 3. 248 


18. 094 


ST2RP3003BIT" 


16.292 


10.228 


7. 344 


18. 943 


22. 892 


23. 049 


\ 755 


14 Rift 

1 0^0 


NT2RP3003697 


14.041 


18. 889 


23.041 


11.455 


5. 304 


14. 646 


14. 387 


97 7CR 

CI . 1 03 


NT2RP30037OI 


23.411 


19. 362 


26.737 


5. 128 


15. 953 


19 109 

19. 1 US 


£ 1 . 30 1 


19 1R1 
1 C. 303 


NT2RP30O37O4 


83.293 


69.818 


227. 532 


48. 512 


34. 531 


?3 793 

CO. f 30 


3d 747 


31 7?fl 
0 1. (CO 


MT2RP3003714 


27.845 


26. 701 


35. 031 


16. 071 


7 707 


1 1 3QR 
i 1 . 090 


in ceo 
1 U. 000 


7 1 C7 
/. 13/ 


NT2RP3003715 


23. 382 


29. 412 


32. H6 


1. 957 


10. 013 


10 971 
1 9. C 1 1 


1 R 91R 
1 0. £30 


c oco 
b. obZ 


NT2RP3003721 


47. 677 


30. 191 


49. 197 


16. 267 


34. 684 


3i noc 

0 1 . U3D 


IR CKA 
33. 005 


9ft mo 
£0. 013 


T2RP30Q3722 


23. 636 


?4 6?<i 

£«•- VCD 


30 k: i n 


1 09 I 


14. COD 


O 094 
9. Cl4 


b. Zou 


18. 801 


T2RPi(S63Vi5 


' 71.518 


?5 344 


63 "193 

U J. 1 L J 


ii 3<;n 


3Z AZ 1 
On. 43 1 


a i inn 
43. IU9 


45. 400 


33. 548 


fT2RP3003729 


48. 252 


22. 558 


41. 664 


11 199 
II. lot 


cO. 30 J 


1 A O.AI\ 

1 4. 94U 


OOj CIO 

£9. 013 


40. 648 


NT2RP3O03731 


117. 126 


53 991 

03* 3C 1 


150 £01 




C.Q 717 


C7 fill 

or. ooJ 


52. 971 


70. 102 


IT2RP3003740 


95. 127 


JO* u sJO 


55. 3G0 


93 A&\ 


J 1 . 300 


R7 RCA 
3f . 034 


C>l ccc 
34. 300 


25. 167 


NT2RP3G03745 


16. 191 


12. 220 


16. 980 


7 <kin 

1 . 3 |U 


11 COR 
10. 330 


10 C C A 

\ L. 004 


8. 1 03 


4. 718 


Pfr?RP3003749 

11 1 LnlilUUil ■ 1* 


0. 000 


0. 000 


0 00/1 


n urn 

U. OU J 


n nnn 
u. uuu 


I. 48/ 


O CC7 

Z. 557 


3. 945 


tfT2RP3003754 


15. 865 


£ 1 . 0 3*1 


19. 1 0 L 




11 9Q0 
13. ^39 


£0. 4f 3 


9. 034 


18. 648 




0. 000 


n nnn 

u. uuu 


o nnn 


i nxn 

1 . U4U 


n ooft 

U. C£0 


fi nnn 
0. uuO 


0. 000 


0. 000 




83. 938 


fifi AOd 




%A R^C 
34. 040 


IR 900 
33. £09 


CO ooo 
30. Z2Z 


CQ CCA 

30. 034 


59. 695 


NT2RP3003766 

1 1 CRT OUUO / vw 




Ifl 340 

OU. JMs 


33. CH 1 


t? R97 

iz . Of r 


OA n^R 

Z4. U40 


i o oon 
1 9. 839 


39. 865 


29. 001 


H 1 tl\r JUUJ /Of 


7ft Gin 

f LP. 3 1 u 


RO RR7 
Ob. ODf 


OCA 700" 
CSV. 1 11 


AQ 000 

42. 990 


O J 700 

34. / li 


31. 166 


25. 595 


43. 641 


iicivrouuo/ ro 


1 0 1 . OtD 


" Rfi 7<fi 

OD. 1 3<9 


"i'RK 771 

JO 3. Ill 


PC 7CC 
OD. /33 


C7 C 1 il 
3/ . 314 


CP 07O 

bo. 3 r 9 


54. 893 


62. 981 


MT9gP30fl377$ 


109 SIO 

1 U3. 9 1 U 


70 471 
i 3. 4/ 1 


ft? 7K< 
OC. /04 


on i do 
3U. 193 


A1 071 
4£. 9/ 3 


68. 003 


45. 497 


45. 498 


riT9BPlft037A3 
1 1 tnr OUUO 1 OJ 


?n 7 ? ft 

£U. / £0 


j«Q C40 

43, 345 


fic act 

05. 03 1 


0 1 fl7C 

3 1. U/0 


At 117 

42. 33/ 


19. 891 


30. 990 


36. 938 


1 1 CKrOUU J f of 


3£\ 4cU 


oj ~ 
£4. 3/0 


34. 330 


5. 999 


3. 566 


1 1 0. 807 


52. 440 


37.987 


n 1 dKrjUUJ/03 


AO. A? A 
49. 4 34 


1C OO/I 

3b. ecu 


CI >IOC 

Ol. 4Zb 


19. 152 


23. 91 1 


36. 1 30 


35. 358 


51. 169 


MT9DP1fthl7QR 


33. 141 


07 oa 
£/. 349 


49. 4bU 


9.85(1 


9. 646 


24.082 


23. 805 


22.055 


iiT9DP?nft17QQ 
n 1 cnr Jui/Jf 33 


dl ICC 

4a. 403 


i o o/Sc 
13. 9U& 


C£. 0/4 


6. 981 


14. 894 


24. 044 


24. 707 


15. 462 




oo QlO 
33. 9 IB 


1 /. 3b 3 


07 o on 
27. Z3U 


9. 216 


12. 645 


25. 354 


23. 431 


31. 197 


1 1 cnr 3UU Java 


03. Z93 


44. 084 


37. 398 


25. 212 


22. 134 


20. 827 


35. 180 


33.836 


HI ZKr3uU3ou3 


11 DlC 

31.815 


50. 351 


23. 357 


8.497 


6. 0S8 


18. 501 


12. 588 


23.610 


■f9 - DPirrniRia 


CO J 1 O i 
3£4. IZ1 


195. 245 


IOC OT4 

3oo. 972 


66. 656 


124. 750 


204. 320 


163. 951 


105.623 


1 i£Kr3UU35£4 


£3. 043 


1 7 707 
if. 1 9/ 


lii 70C" 
34. (33 


9. 543 


22. 963 


19. 518 


18. 840 


18.478 


n 1 tKr 3UU3o£3 


if\A caa 


Ci 010 

b4. i\l 


1 02. 91 5 


27. 816 


51. 197 


72. 544 


46. 338 


78.067 


H I cKr 3UU JOcB 


1 0 BET 


9 ODil 

3. 184 


0. 933 


5. 968 


12. 172 


6. 483 


4. 696 


8.839 


tfT9Dpin03A3 1 
1 1 Cnr 0UU0O0 | 


Rft It 19 
DO. 0 1 C 


D3. Iv9 


1 41, 0 3o 


3d. /&3 


42. 372 


35. 689 


36.027 


61.956 


- 11 Cnr 0UU0O00 


7.7 7C1 
3/ . £03 


OC H70. 


OO 114 
it. i 14 


16. 395 


15. 132 


21. 745 


17. 267 


29. 782 


MT9RP3nQlR1fi 
If 1 CrtrOVMOOJO 


Q70 
107.913 


7? fine 

I t . OvD 


1 U£. U*»3 


CI C7«t 
3l. Df4 


60. 838 


71. 273 


62. 037 


67. 712 




173 797 
1 1 o. / c ■ 


17^ «;?n 


A91 ?fifi 


CC 7Q1 
00. f 3 1 


ftO QOA 

OL. 394 


C7 D A A 
0/ . 044 


51. 328 


70. 400 


NT2RP3003843 


40. 446 


57 5f0 '" 


C i . OOO 


in ?nK 

IU. CUD 


fii KnX m 

01. 303 


1 £. £03 


1 D 777 

to. 1/7 


39. 377 


ST2RP3003644 


71 843 


59. 271 


53. 342 


9<\ ftm 
c3. 003 


91 Rift 
£0. 000 


oa O 7 A 
£9. 0 1 4 


AC CCD 
4b. 030 


— on ccc 1 

29. 555 


NT2RP3003845 


9-OiT 


12. 338 


29. 501 


ft soft 

O. 3UO 


o fti7 
o. u I r 


0 ice 
9. 1 33 


1 1 HAA 

I 1. 044 


13. 878 


NT2RP3003849 


59. 374 


29. 253 


45. 542 


15. 609 


18 400 


0 1 . 300 


OA H0 A 
£4. 0c4 


0 c coo 
33. 090 


NT2RP3003862 


28.859 


32. 198 


37. 516 


7. 219 


14. 207 


16 311 


IU. 3*1U 


10 1 C7 
19. 13/ 


NT2RP3O03870 


163.978 


56.5J4 




tl. 6^6 


45. 763 


66. 41 8 


Afi Iftl 

OD. | O 1 


a j om 

41. CU/ 


NT2RP3003874 


25. 106 


64. 501 


32. 262 


14. 095 


20. 034 


22. 879 


79. 189 


O. 0U£ 


MT2RP3003876 


57. 365 


29.873 


42. 814 


12. 716 


37. 174 


1 9. 085 


1 1 91f% 
1 1 . £ OD 


9R 991 
CO. cci 


NT2RP3003880 


46. 503 


23. 356 


32. 742 


9. 926 


1R 791 

10. ICO 


or qi a 

£0. 909 


or oon 

£0. ££U 


OO DjIC 

cZ. 845 


NT2RP3003889 


7.749 


87.132 


0.000 


4.141 


0.000 


9. 987 


0.000 


44. 372 


MRPouOJAJI 


25.663 


16.659 


18. 18ft 


1.M 


4.310 


16. $61 


10.999 


21.695 


NTiRfttOidM 


84. 860 


63.645 


125.797" 


31.137 


33.555 


38.0/9 


39.405 


63.562 


NT2RP3003915 


24. 657 


11.712 


30.742 


7.298 


10.691 


17.859 


22.731 


9.083 


HT2RP30039I8 


73.118 


28. 378 


32.082 


12.218 


25.015 


44.211 


27.234 


26.810 


NT2RP30O3920 


52.911 


78.524 


182. 384 


22.589 


23. 248 


24. 928 


25. 551 


47.359 


NT2RP3003924 


42.265 


34.488 


91.378 


12.690 


20.859 


21.272 


23. 509 


18. 187 


NT2RP3Q03932 


43. 906 


36.6M 


103. 580 


18. 902 


39. 162 


15.130 


39.334 


27. 069 


NT2RP30O3939 


45.015 


23.114 


34. 980 


14. 860 


22.109 


22. 574 


16.204 


23. 960 


NT2RP30O394O 


73. 958 


53.55? 


60.719 


18. 245 


37. 229 


44.476 


29.223 


32.163 


NT2RP3003943 


76.185 


17.072 


23. 043 


7.858 


34. 360 


21. 195 


34. 259 


44.238 


NT2RP30039S9 


33.097 


24.513 


31.719 


13.955 


19.977 


24.442 


23.073 


22.295 
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NT2RP3003963 


225. 975 


65. 265 


SI 73? 


90 AAA 
c 7. Ova 


C9 nca 

DC. U07 


OA 4Ar 

ou. 205 


61. 146 


44.991 


NT2RP3003965 


116. 328 


148. 769 


icn a6\ 


19^ 97fl 


ft 7 1ft 

ob. 7 18 


64. 058 


36. 726 


123.379 


NT2RP3003972 


178. 647 


135 CAC 

i J3. Dog 


191. 105 


1A QAi 
34. 841 


77 CQr 

77. 695 


10B. 673 


70. 941 


52. 120 


ICT2RP3003973 


62.806 


"S7.262 


67 179 


9C AA7 
<3. 44t 


4*3. 541 


30. 764 


27.857 


45.075 


NT2RP3003979 


42. 205 


32. 1 92 


1 no cc? 

1 U7. QJO 


J7. 900 


19 71 A 

Sc. fSA 


35. 850 


18. 262 


64.857 


NT2RP3O0398D 


43. 589 


24 fill 


9K rtm 


ii one 

I ) . alio 


C OC) 

o. 253 


21. 541 


13. 122 


23.086 


NT2RP3Q03982 


12 ?Q7 J 

l Lt C7J 


77 1AR 
£t. J OO 


1 1 . bUo 


2. Jor 


1 1.030 


5. 747 


12.456 


34. 995 


S"T2RPi00398$ 

w% 1 Ll\l •# W«i wU J 


17. 308 


A 710 


99 AQQ 


7 7 1 O 
f . (IS 


11. 234 


3. 600 


3.546 


106.880 


NT2Rj»3dOSMf " 


JO. d t f 


97 9A4 
C J. <J54 


J7. boo 


7. 169 


21. 356 


24.091 


21.385 


25.954 


n l c l\rJ UU*IVUU 


J 4. /0u 


1 9 fWC 

1 2. P40 


9. 623 


3. 141 


15.292 


10. 563 


26. 334 


5.687 


MT7RP2fitiiA(Vi ' 
n I tlvrv vufvu | 


1 3. bt4 


1 • » 005 


53. 914 


11.406 


10.314 


27. 264 


13. 462 


16.712 




y. on? 


9. 263 


84. 786 


19. 372 


0. 000 


4.857 


1.497 


9.756 




14. 403 


12. 461 


42.406 


11.492 


13.049 


8. 125 


6.478 


17.758 


mt? dpi raja i r 


9fi 1C1 
i 0. JSrf 


20. 174 


14.242 


8.659 


7.098 


11.464 


20. 928 


17.553 




CO ccc 
6U. bbb 


22. 329 


39. 729 


22. 559 


18. 276 


23. 525 


24.555 


35. 771 


MT9 DDI Aft Af\1 ft 


CI H 4AA 

bli. 399 


230. 471 


834.283 


175. 098 


230. 371 


417.549 


400. 971 


300.584 


ni£Kr«1UU4U4l 


— iT 7CQ 

3b. 7bo 


19. 204 


29.889 


17.016 


20.612 


23.674 


15.019 


17.667 


ilJ2KrJU04U4c 


2)2. 341 


1 50. 283 


197. 509 


53.931 


78. 902 


164.218 


126.411 


98.212 


n[2RrJ004Q44 


72. 252 


110. 791 


51.482 


17.239 


26. 945 


24. 143 


30. 198 


21.882 


UTIDDIftrMflCl' " 

NIZKrjQQ4U3l 


152. 863 


73. 839 


142.232 


35. 932 


51.071 


43. 163 


38.869 


49. 345 


W[2KrJU04UbZ 


121. 021 


59. 192 


74.633 


29.148 


35. 481 


72.900 


21.817 


40.892 


2HPJO04053 


98. 068 


91. 523 


277.692 


61.036 


78. 666 


68. 730 


38. 992 


75. 069 


NI2RP3O04055 


94.455 


P 63. 815 


20. 623 


13.216 


5. 886 


21.414 


72.807 


7. 926 


NI2RP3004059 


26. 860 


40.017 


21.750 


33.539 


23.030 


10.773 


12.908 


18.849 


NI2RP3O04O63 

UT4an4AAinei " 


18. 643 


7.895 


20.299 


7.097 


24. 752 


5.609 


24.116 


30.956 


N72RP3004067 
ktV^ftbiftniHWft 


252. 237 


73.282 


95. 695 


46.083 


19. 941 


6b\ 794" 


83. 498 


20.778 


NTZRP3004070 


48. 573 


60.633 


B6. 573 


21.957 


33.015 


28. 191 


23.51} 


30. 233 


NT2RP3Q04075 


38. 601 


I 29.098 


32.376 


11.710 


25.118 


31.470 


27.043 


31.641 


NT2RP3004078 


123. 241 


4Z.945 


72.005 


18.027 


27.424 


76.975 


68. 265 


35.076 


JlT2Rr3004063 


44.275 


1 5. 592 


19.299 


10. 656 


16. 243 


25.486 


10.927 


25.077 


NT2RP3004084 


20. 841 


11.260 


17.316 


13.491 


18. 285 


6.670 


5.617 


3.170 


MT2RP3004087 


' 61.884 


66.963 


88.119 


34.544 


41.231 


18.188 


46. 470 


43. 578 


NT2RP3004090 


36. 365 


32. 568 


40. 579 


21.173 


17.529 


18.879 


17.860 


26. 579 " 


NT2RP3004093 


161.528 


139. 905 


344. 325 


50. 577 


97. 795 


88.393 


53. 404 


59.593 


NT2RP3004095 


200. 143 


125. 167 


292.455 


60. 637 


74. 060 


107.607 


74.457 


93.441 


NT2RP30041 02 


189.415 


73.338 


84.114 


25.857 


52.754 " 


90.150 


84.260 


447710" 


WT2RP3004110 


147. 625 


133.897 


357.078 


89. 105 


74.491 


121.974 


73.119 


123. 538 


JfT2RP30041 1 9 

UT4BA4AA A • 1 


104. 164 


75.262 


197.706 


41.776 


44.915 


38.873 


58. 991 


47.932 


NTZRP3O04 i 25 


312. 772 


144.655 


288, 945 


81. 440 


117. 997 


203.963 


194. 543 


177.494 


NTZRP3004129 


32.046 


25. 525 


80.210 


15.236 


13. 862 


6.399 


91.521 


13.988 


HT2RP3004130 


49.467 


45.820 


69.122 


17.019 


28. 933 


35. 035 


32. 730 


28.345. 


fl)ZKrJuu4I JJ 


55. 970 


58. 961 


100. 212 


16. 731 


9. 248 


33.261 


34. 485 


27. 866 


irT9PP*JWi4iic 
HI £Kr JUU4I49 


105. 806 


51. 341 


52. 276 


13.000 


30. 673 


49. 189 


43. 159 


26.3^4 


HI tnr jUU414o 


206. 658 


51.505 


96.093 


26. 557 


47. 130 


133.546 


97. 566 


36.471 


mZRr40D4l3b 


65. 340 


68. 5SE> 


193. 114 


35. 362 


55. 725 


47. 245 


42.482 


35.181 


UT9PP3hAilC* 
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J 1 . 377 


44. 2 1 7 


34.859 


r 21.674 


20. 207 


39.412 


7.182 


33. f75~ 


ftfT9&P?nn4t70 


i j. ebb 


20. 631! 


34. 990 


9. 754 


16.663 


24. 234 


25. 890 


25. 902 
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11. 3£7 


1 c 7 i fx 
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25. 847 


5. 595 


13. 361 


12.464 


17.665 


14.309 


R 1 £Kr JUU4I00 


1 9C 0 17 
lib. 81 f 


El OIK 

bj. l\l 


65. 550 


31.419 


32.369 


61.530 
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11.677 


NT2RP4001946 


26. 736 


25. 374 


44.253 


18.892 


15. 137 


18.739 


15.375 


19.575 


NT2RP4001947 


3. 902 


6.862 


18.880 


3.327 


6.771 


2.037 


3. 124 


8. 202 


NT2RP4001950 


43.788 


52.338 


61.415 


20. 392 


18.601 


15.837 


9. 943 


21.246 


NT2RP4Q01953 


74. 594 


54. 521 


201. 576 


35.155 


25. 200 


19.900 


24.690 


37. 538 


KT2RP4Q01966 


59. 559 


15.062 


48.054 


10.833 


25.873 


32. 505 


27. 673 


16. 863 


NT2RP40O197O 


250. 998 


97.493 


91.936 


22. 958 


56.420 


113.696 


71.723 


47.051 


WT2RP40O1975 


66. 332 


42.906 


96. 575 


25.793 


35.690 


65. 632 


31.289 


42. 704 


NT2RP4001988 


34. 1 1 5 


69. 980 


24.419 


10.144 


8. 048 


24. 865 


25.619 


34. 649 


NT2RP40O1996 


34. 292 


25.552 


27.656 


12.286 


17. 188 


25.718 


14. 676 


10.275 


JTT2RP40O2014 


96. 789 


141.748 


123.891 


28.921 


44. 195 


55.818 


35. 380 


37. 118 


NT2RP4002018 


51.913 


24. 760 


41.235 


10.014 


19.687 


23. 559 


18. 245 


34.018 


NT2RP40O2O35 


29. 954 


14.435 


25.087 


12.863 


31.601 


28. 211 


23. 642 


22. 189 


NT2RP40O2O43 


22.692 


22.569 


32.601 


19.499 


11. 381 


22. 102 


20. 695 


23. 533 


NT2RP40O2O46 


96.699 


76. 132 


55.715 


18. 254 


26. 488 


53. 136 


30. 705 


25.046 


NT2RP40O2O47 


32. 738 


46.847 


44.327 


32. 723 


15. 068 


26. 152 


13. 938 


32. 144 


NT2RP4002052 


15 972 


16 197 


19 425 


1 1. 638 


8. 069 


13. 935 


10. 066 


12. 568 


NTiRP4ftd2056 ' 


135 983 


11* 302 


169 971 


38. 787 


125. 176 


113. 563 


77. 593 


83. 524 


kt2tfP40M657 


84. 885 


34. 408 


""60;458 


17. 766 


21. 946 


77. 991 


75. 176 


47. 433 




23. 685 


1 8. 994 


29. 136 


10. 874 


14. 415 


11. 785 


16. 779 


16. 312 


NT2RP4007064 


30. 635 


14. 897 


33. 490 


16. 524 


16. 922 


12. 258 


15.014 


25. 572 


NT2RP4002071 


44 464 


31. 989 


67. 896 


26.934 


14. 700 


35 364 


41. 060 


22 140 


Nf2RP46M6tt 

Fl 1 Will tvutui *s 


12 U\ 




23.062 


7 438 


i.ift7 


11.2S6 


V.417 


9 £64 


KT2RP40 62078 


^J46 


42. 027 


82. 198 


" 17.811 


5. 9&1 


41. 201 


10. 199 


52. 4SS 


NT2RP4O02081 


188 987 


84. 568 


105. 808 


21. 123 


35. 926 


97. 846 


71.554 


35.425 


Nf2ttP4M2(tti 


2.403 


4.985 


0. 000 


0. 314 


0.000 


0.000 


1.1M" 


0.000 


NT2RP4002099 


78. 239 


28. 086 


39.672 


11.893 


30.439 


25.384 


40.614 


18. 182 


NT2RP4002106 


58.519 


39. 159 


55. 467 


21.121 


12.917 


66. 398 


104. 992 


30. 602 


MT2RP4O02111 


276.429 


227. 374 


252. 398 


129.656 


67.040 


206.459 


208. 212 


245. 585 


NT2RP4O02112 


24. 864 


26.469 


24. 698 


12. 961 


9. 167 


27.016 


16.862 


13. 120 


NT2RP4002116 


43.886 


61.673 


98. 270 


42.933 


38. 005 


36.286 


25.145 


12.745 


NT2RP4O02122 


44.771 


24.552 


24. 373 


26.789 


12.328 


6.626 


8.237 


19.312 


NT2RP4002126 


58.138 


23.058 


51.469 


13.176 


13.341 


21.828 


27.785 


31.381 


HT2RP4002133 


86.426 


80. 537 


66. 020 


23. 353 


23.704 


46.666 


42.292 


33. 380 


NT2RP4002136 


84. 825 


38.199 


57. 051 


14. 996 


23.918 


31.464 


46. 186 


26.328 


NT2RP4002139 


76. 548 


64.715 


56.669 


34. 571 


20. 583 


36.387 


35.415 


37. 823 


NT2RP4002174 


100.223 


26.806 


136. 927 


21.487 


10. 831 


17.747 


16.730 


22.815 


NT2RP4C02185 


84.685 


98. 123 


101.806 


56. 809 


25.728 


38.576 


50.054 


42.202 


NT2RP4002186 


76.426 


104. 170 


270.574 


75.854 


79.446 


47.076 


41.217 


75. 609 


NT2RP4O02187 


47.198 


70. 549 


84.418 


12. 734 


27. 208 


71.434 


52.262 


26. 859 


IKT2RP4002168 


35.383 


30.278 


67.328 


48. 648 


43.711 


39. 200 


18. 696 


45. 047 


NT2RP4002199 


8.790 


3.765 


7.735 


3.103 


! 3.671 


4.856 


6.602 


4.582 


WT2RP4002206 


6S.655 


41.544 


56. 183 


14. 975 


16.172 


23.112 


30.357 


19.694 


NT2RP4002210 


89.632 


39. 449 


49.442 


26.733 


14.817 


29.546 


36.670 


J3.077 


NT2RP4002222 


66.188 


28.126 


48.518 


18. 433 


9.476 


18.229 


30.855 


13.676 


NT2RP4002241 


21.472 


73.064 


52. 707 


19. 669 


16. 106 


20.165 


24. 348 


35. 568 


RT2RP4002248 


89. 806 


44.853 


53.025 


15. 207 


28.490 


47.016 


40.320 


26.933 
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NT2RP4002250 


9.932 


2.790 


2.832 


3.032 


2.884 


3.939 


3. 541 


2.731 


NT2RP4002259 


98.207 


83.004 


106. 317 


27.935 


22.544 


53. 580 


27. 771 


28. 361 


HT2RP4002268 


76.648 


38.869 


74. 529 


23.758 


30. 978 


42. 466 


39.855 


19. 465 


NT2RP4002288 


385.663 


297.805 


359.839 


70.051 


129.643 


303. 550 


199. 320 


193.830 


NT2RP4002290 


36.179 


20.072 


47.837 


5.799 


18.426 


18.201 


11.227 


12. 869 


NT2RP4002298 


36.246 


17.225 


18.192 


23.131 


9.100 


14.492 


16.163 


9. 824 


KT2RP4002306 


106.632 


73.744 


244. 843 


3/. 397 


44.511 


42. 955 


43. 305 


15. 782 


NT2RP4002308 


32.611 


5.236 


14.575 


3.239 


o.ooo 


18.399 


6. 762 


8.392 


NT2RP4O02336 


58.486 


27.851 


65.731 


14. 287 


0.000 


40.974 


32.637 


24. B22 


NT2RP4O02340 


0.000 


0. 000 


o.ooft 


0. 000 


0.000 


0.000 


0. 000 


1.608 


NT2RP4002361 


58.644 


10.427 


47.735 


8.516 


9.638 


11.404 


11.251 


4. 202 


NT2RP4002367 


33.403 


12.467 


18.470 


12.044 


5.048 


13.606 


23. 450 


11.551 


NT2RP4O02368 


30. 961 


37.918 


39.910 


11.210 


13. 572 


15.090 


26. 947 


17.073 


NT2RP4O02377 


54. 340 


43.892 


116.766 


38. 442 


20. 404 


44.896 


56. 968 


37.630 


NTZRP4002408 


13.226 


8.072 


12.192 


7.437 


5. 595 


8.466 


9.233 


1.448 


NT2RP4002425 


9.657 


6.220 


8.381 


3.686 


1.438 


1.029 


3.019 


3.646 


NT2RP4002432 


162.057 


67.674 


98. 832 


18. 405 


27.254 


50.612 


54. 723 


46.891 


NT2RP4002447 


3B.164 


33.834 


62.023 


30.863 


14.303 


29. 507 


8. 767 


8.930 


NT2RP4002451 


7. 843 


13.049 


15.746 


6.677 


3.617 


8.815 


1.747 


9.433 


HtJRP40ti2461 


96.759 


88.219 


116.998 


47.479 


57. 340 


32.249 


36. 274 


24. 074 


NT2RP4O02486 


134.976 


61.570 


83. 309 


71.309 


46.898 


61.09S 


41.576 


21.740 


NT2RP4O02517 


58.053 


36.106 


59. 653 


12.934 


25. 946 


17.882 


24. 902 


21.801 


HT2RP4O02556 


43.020 


59. 649 


60.047 


47.543 


16.113 


30. 397 


20.361 


21.390 


HT2RP4002569 


55. 960 


24.230 


25.391 


9.256 


12.527 


28.839 


41.356 


15.537 


NT2RP4002587 


66. 993 


24.539 


29.137 


(2.319 


10.000 


27.896 


26.210 


13.197 


HT2RP40D2591 


30. 924 


17.255 


64.461 


40.777 


19. 170 


45.337 


11.471 


35.621 


HT2RP4062BO7 


54. 314 


34.936 


46.019 


25.502 


12.780 


34.916 


29.754 


19.269 


NT2RP4002627 


77. 997 


65. 880 


94.854 


27.581 


43.756 


52.437 


23.907 


43.664 


HT2RP40O2628 


21.252 


24.628 


31.576 


38.351 


13.833 


13.934 


20.421 


19.758 


(*T2RP4fl4«li 


70. 308 


48.663 


165.068 


28.270 


26.685 


23.920 


21.463 


25.050 


NT2RP40O2639 


34. 573 


2*. 557 


46.433 


21.541 


27.552 


30. 947 


"24. 555 


20.118 


NT2RP4002641 


107.015 


60. 263 


102.333 


24.417 


23. 197 


63.371 


31. 978 


22.283 


HT2RP4002658 


49. 532 


66.012 


31.405 


43.805 


11.257 


29.226 


40. 300 


36. 588 


NT2RP4002669 


139. 676 


37.293 


45. 595 


14.602 


38. 129 


45.705 


53. 924 


19 231 


NT2kP400^77 


20.241 


31.667 


46.092 


45.042 


15.952 


20.098 


16. 586 


53i 152 


NT2RP4002715 


66.829 


32.913 


90. 988 


19.361 


54. 330 


49.099 


48. 762 


33 038 


NT2RP4O02750 


74. 179 


34.932 


56.851 


1 7. 1 50 


20. 232 


23.076 


29. 740 


18.218 


NT2RP4002784 


67.421 


24. 006 


62.663 


18. 995 


23. 720 


28.427 


58. 514 


16.510 


NT2RP4002791 


28. 944 


34. 248 


39. 645 


1 9. 520 


14.437 


25.409 


18.682 


19.866 


NTZRP4002811 


191.101 


48.977 


64. 562 


15.450 


18. 301 


79.439 


82. 520 


19.601 


NT2RP4002830 


105. 586 


49. 177 


76. 222 


25.375 


47. 589 


45. 374 


21. 154 


24.854 


NT2RP4002832 


25.813 


10. 744 


26. 473 


5. 157 


i 5. 007 


10.239 


3.522 


4. 192 


NT2RP4002850 


149. 082 


57. 743 


102.303 


28.532 


37.913 


75. 770 


47.566 


29.262 


NT2RP4002874 


60. 455 


22.464 


40. 061 


7.249 


16.394 


31.321 


29.662 


14.021 


KT2RP4002884 


143.158 


172.626 


226.029 


43.885 


40.049 


72.829 


100.195 


80. 578 


IIT2RP4002688 


674.861 


131.669 


285.125 


53.073 


130. 491 


374.710 


309. 640 


77.843 


NT2RP4002891 


4S.251 


Ifl.MB 


83. 408 


45.555 


22. 748 


21*19 


2*.WA 


32.282 


NT2RP4002894 


5*. 02$ 


t7.730 


44.439 


15.46* 


30. 670 


53.933 


19. 786 


17.496 


NT2RP4062896 


62.611 


29.872 


36.349 


8.160 


14. 509 


32.175 


23.1*6 


I 9.215 


NT2RP4002905 


66. 278 


26.^3 


"27.9*4 


9.6D6 


17. 34? 


37.876 


9.048 


n.32b 


HT2RP4002907 


133.109 


146. 263 


986.435 


80.359 


7.640 


119.281 


47.532 


4.835 


NT2RP5003459 


104.597 


5*. 694 


23.001 


28. 403 


58. 257 


68. 072 


73.297 


73.672 


HT2RP5003461 


13.597 


25.2*2 


19.706 


MM 31 


10.9*4 


4. 203 


12.049 


16.282 


NT2RP5003471 


67.015 


71.340 


73.641 


24.289 


26.026 


42. 807 


59. 142 


75.646 


NT2RP5003477 


99.313 


40.895 


89. 264 


23.215 


24. 470 


47.291 


53.314 


38.937 


NT2RP5Q03487 


149. 480 


394.096 


441.718 


265.002 


121.873 


351.279 


181.435 


545. 031 


MT2RPS003492 


121.748 


38.219 


55.597 


23.529 


23.174 


61.042 


47.790 


32. 333 


NT2RP50O35CO 


28.243 


13.949 


28. 326 


7.609 


5.374 


19.974 


10.924 


7.373 


NT*RP50035OS 


134.622 


138.997 


142.784 


43.006 


50.574 


83.904 


56.185 


74.393 


NT2RP5W3512 


34.416 


11.927 


16.738 


3.974 


7.691 


7.518 


10. 845 


8.612 


NT2RP5003522 


70.316 


37.613 


44. 952 


19.574 


25. 328 


22. 112 


21.875 


28. 029 


NT2RP5003524 


37.812 


24. 325 


51.778 


11.791 


10.830 


11.580 


| 15.958 


15.290 


NT2RP5003S27 


548.452 


324.151 


547. 100 


240.290 


240. 483 


435.490 


606. 993 


396.820 


NT2RP5003531 


218. 385 


231.836 


102.817 


12.058 


28.603 


161.069 


24. 666 


55.299 
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NT2RP5003534 


52. 710 


32. 028 


38. 558 


7. 019 


15. 506 


20. 156 


15. 510 


8. 979 


NT2RP6000020 


210. 149 


130.471 


144.056 


41- 190 


61.827 


130. 501 


91. 960 


129.673 


NT2RP6OO0022 


21. 538 


14. 233 


20. 157 


9.477 


8. 940 


8. 583 


13. 793 


19. 548 


NT2RP6O0O05O 


71.839 


29.419 


34. 531 


13. 907 


10.240 


25. 335 


35. 367 


26.244 


NT2RP500Q063 


84.056 


28. 604 


49.917 


15. 400 


35. 731 


36.275 


41.783 


27.262 


NT2RP6000074 


158.830 


63. 135 


82. 278 


24.913 


42.059 


81. 152 


81. 658 


52. 773 


NT2RP6000083 


77.705 


50. 820 


78.153 


25.019 


26. 843 


53.073 


63.619 


37.514 


NT2RP6000100 


50.338 


49. 391 


48. 240 


38. 749 


18.889 


28. 023 


21.991 


17.677 


NT2RP6000123 


93.881 


40. 481 


91.240 


14. 231 


12. 925 


21.554 


11.762 


21. 172 


NT2RP6000129 


&8. 


47.556 


65.182 


18.250 


6.578 


44. 353 


35.215 


33. 928 


NT2RP6000147 


32.349 


57. 944 


378.808 


14. 768 


31.975 


24.474 


24. 050 


25. 120 


NT2RP600O163 


25.983 


24. 930 


19.397 


3.670 


5.619 


4.373 


7. 249 


6.228 


NT2RP6000I81 


156.005 


46. 707 


83.042 


23. 577 


40. 609 


53.752 


B2. 227 


48.686 


NT2RP6000182 


88. 398 


83. 770 


188.105 


36. 383 


59. 805 


37. 752 


28.971 


44.514 


OVARC1000Q01 


80. 247 


58. 966 


66. 050 


19.840 


25.013 


40.518 


55.886 


20.561 


OVARC100O0O3 


20. 948 


26. 924 


29.257 


6.511 


9.613 


12.291 


10. 501 


12.627 


0VARC10D0004 


80. 203 


65.653 


78.764 


43.217 


16.647 


43.045 


49.235 


40.643 


OVARC1000006 


30.735 


28.510 


27.987 


8. 280 


13.556 


26.127 


22.928 


6.489 


OVARC1000013 


57.790 


56. 730 


33.604 


8.558 


12.487 


25.216 


24.982 


13.217 


OVARC 1000014 


77.754 


46. 427 


51.294 


14.220 


15.288 


23. 140 


45. Ill 


37.444 


OVARC1000017 


117.243 


44. 469 


63.710 


20. 838 


20. 603 


56.329 


47.142 


30.588 


OVARC1O00026 


48.571 


90. 236 


108.886 


113.202 


47.802 


62.912 


49. 285 


92.751 


OVARC1000035 


49. 364 


29. 380 


53.296 


24.565 


28.515 


42.393 


36.018 


23. 376 


OVARC 1000037 


217. 386 


150.962 


123.631 


103. 776 


107. 202 


127.890 


99. 068 


110.962 


0VARC1 000058 


126.770 


102.554 


238.989 


41.391 


55.660 


36.598 


18.334 


26.662 


OVARC 1000060 


69.220 


52. 141 


61.680 


16.724 


30. 594 


25.644 


26. 946 


50.637 


OVARC 1000068 


13.131 


13.623 


21.327 


11.889 


11.183 


5.229 


8.992 


12.530 


0VARCI000069 


101.314 


75.808 


53.487 


27.968 


38.426 


35.714 


36. 399 


56.941 


OVARC1000071 


18.796 


24.923 


14.847 


1Z.360 


18.401 


4. 200 


10.123 


10.463 


ovAfktiMWK 


2485. 301 


555. 545 


463.529 


172.018 


135. 376 


656.344 


703.861 


375. 646 


OVARC 1000083 


28.000 


26.575 


47.619 


26.261 


19.723 


45. 166 


32.169 


29. 140 


OVARC 1000085 


102.017 


92.945 


160.004 


82.480 


133.814 


49.366 


47.840 


68.991 


0VARC1000086 


90.269 


76.669 


42.857 


41.659 


25.286 


36.964 


47.871 


41.838 


OVARC 1000087 


19.951 


31.052 


13.384 


10.950 


9.727 


13.579 


27.946 


13.255 


0VARC1O00O9O 


102.718 


128.317 


77.866 


86.960 


52. 554 


50.597 


59.255 


73.796 


0VARC100OO91 


20.738 


22. 588 


16.835 


15.147 


15.944 


18.317 


24.472 


14. 038 


OVARCl 000092 


45. 388 


47. 278 


30. 923 


56.959 


21.795 


27.471 


24. 142 


30. 390 


OVARC1000105 


S6.618 


51.625 


28. 040 


39.250 


20. 320 


35.440 


41.724 


47. 581 


0VARC10OO106 


97. 264 


85. 498 


48. 102 


31.853 


33. 621 


45. 854 


56.254 


52. 554 


OVARCl 0001 09 


114.256 


62.904 


50.032 


28.577 


38. 160 


60. 671 


53.325 


44.146 


OVARCl 0001 13 


34.168 


25. 308 


21.666 


38.682 


21.936 


24. 745 


30. 026 


25.837 


OVARC1000114 


56.942 


73.163 


50. 779 


53.005 


19. 962 


35.869 


27.590 


39.625 


0VARClt)0O133 


5.433 


1 9.465 


6.445 


3.599 


2.421 


3.824 


7.063 


6.210 


0VARC1OOO137 


41.293 


26.211 


21.220 


13.873 


15.408 


25. 975 


29. 535 


16.677 


O^ARCiOMW 


84.491 


47.T29 


43.252 


31.553 


35. 336 


57. 357 


112.486 


56.571 


OVARC1000145 


26.915 


13.800 


13.435 


8.493 


4.736 


16.675 


21.906 


9.604 


OVARCl 000148 


95.785 


51.946 


47. 706 


22.802 


33.066 


41.863 


45.597 


39.685 


0VARC1OOO151 


111.083 


48.761 


50.667 


22. 177 


24.840 


81.184 


53.839 


31.939 


OVARCl 0001 57 


62.383 


114. 029 


28. 960 


63.914 


19.555 


36.685 


41.200 


59.747 


0VARC1000162 


5.118 


14. 000 


6.832 


5.603 


fe. 337 


4.543 


9.793 


8.690 


0VARC10O0168 


81.607 


75.614 


57. 301 


56.633 


36. 377 


46.771 


48. 149 


49. 790 


0VARC10O0169 


78. 957 


58.791 


35.013 


29.258 


23.912 


45. 597 


77. 117 


58. 589 


OVARC 10001 78 


106. 533 


52. 682 


38. 525 


31. 101 


37.430 


64. 424 


120. 686 


45.081 


OVARCIOOOltt 


15.785 


-9.753 


6.250 


2.924 


; 6.078 


5.238 


9.722 


7.079 


OVARCI000186 


17US5 


62. 303 


67.117 


22.063 


47.239 


71.323 


93.931 


44. 381 


OVARCl 000188 


55.199 


40. 588 


29. 176 


19.785 


20. 797 


37.219 


38. 548 


31.660 


OVARCI000191 


14.885 


2.691 


j 6.015 


3.796 


3.482 


9.072 


i 4. 942 


5. 421 


OVARC 10001 98 


72. 128 


80. 950 


54. 486 


54.117 


33.922 


43.403 


37.363 


41. 179 


0VARCI000208 


*3.832 


151.668 


79.809 


82.075 


69.383 


50.018 


50. 296 


63.159 


OVARC1000209 


45.018 


32. 401 


13.771 


12.070 


17.681 


55.006 


120.917 


35.627 


OVARC1000212 


50.452 


37. 867 


27. 931 


26.874 


23. 195 


35.446 


34.851 


30.436 


0VARC1000216 


33. 528 


22. 59* 


8.224 


10.405 


12. 069 


17.504 


239. 036 


15.017 


OVARCl 000240 


101.692 


80. 56*1 


37.390 


41.065 


36. 961 


25.139 


30.705 


41.984 


OVARCl 000241 


96.730 


62. 52<> 


34.963 


20.886 


28.711 


41.611 


■ 41.876 


40.107 
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OVARCl 000249 


61.518 


33.009 


33.209 


13.471 


15.622 


30.315 


31. 563 


28. 366 


OVARC 1000254 


86.926 


108. 103 


77.039 


42. 563 


81.235 


81.095 


78. 301 


85. 308 


OVARC 1000255 


60.970 


39.851 


26.458 


25.736 


26.168 


36.286 


39.977 


34. 354 


OVARC 1000267 


99.396 


106.106 


72.814 


56.946 


76.696 


67.094 


68. 179 


55. 598 


OVARC 10O027S 


1.361 


3. 837 


0.000 


0.676 


1.682 


4.413 


19.023 


14. 619 


OVARC 1000267 


32. 661 


22.716 


11.398 


11.361 


9. 849 


19. 833 


62. 592 


48 7R9 


0VARC1 000288 


82.750 


57.875 


28.088 


21.493 


23.388 


32. 508 


34.475 


29 7K4 


OVARC 1000298 


23. 487 


30.867 


16.778 


9. 152 


10. 710 


22. 218 


1 2 . 1 48 


IS 140 
1 J. 1 «»u 




29. 507 


43.409 


20.343 


19. 607 


16. 971 


18. 175 


10. 089 


1 'k Q44 
1 3. 344 




45.645 


44.852 


33. 516 


20. 672 


1 5. 744 


39. 549 


J J. 33c 


49 197 
4c. Hi 


OVARC 1000307 


24.624 


30.250 


26. 631 


1 5. 444 


18. 91 9 


91 4Cfl 


97 fl41 

CI. U40 


91 CCA 
Ci. Db4 


OVARC 1000309 


50.270 


38.396 


29. 381 


16. 928 


23 152 


40 0(14 
hU. 3U4 


11 9C4 
J J. C34 


oh 0V7 
<U. Z8/ 


OVARC1000312 


54. 891 


39 339 


41. 1 57 


19 119 

1 C. IIC 


99 44C 

CL, 4*13 


4Q 1 7ft 
47. l£0 


£1 9ftC 
03. COS 


25. 737 


OVARC 10003 13 


62. 108 


49. 417 


93 4fi7 


Ifi C03 
1 0. OU J 


in 900 
CU. £00 


Al C17 
43. 03/ 


a n C7x 
4U. 0/4 


39. 428 


IVARC 1000321 [ 


38. 317 


91. 534 


3Q QAft 

J 3. 300 


Ifi fiQI 
10. 031 


Cft fifiC 
bo. 003 


7C Cilft 
30. o4U 


90 A CO 

3c. 4bZ 


40. 394 


0VARC1 000326 


58. 790 


34. 963 


97 371 


9C fl.34 
cb. 0J4 


74 790 
C4. U5 


19 C 14 
It. 3 14 


4 1 OCO 

31. Zb8 


28. 072 


UTARvi vVUwd 


I 9. HVO 


4C fi71 


47 4f\1 
4 f . 4U 1 


77 cm 


7C CQO 

cb. OOO 


5). 080 


44. 339 


24. 826 


0VARC1 000331 


67. 541 


33. 220 


7A 477 
CO. 4c I 


9C nni 

£ 3. 0U3 


74 10ft 
C4. 330 


A 7 Cft7 
4t. OUl 


CO CCA 

5Z. 009 


29. 584 


0VARC1 000335 


1 2. 573 


16. 067 


1 9 4C7 
1 L. H 3 I 


Ifl 7J11 

IU. L.Q J 


1 7 flC7 
1 C. UD£ 


1 c ft on 
J b. U9U 


1 5. 235 


11. 984 


OVARC 1000347 


10. 404 


19. 839 


Q 744 
3. f 44 


14 914 
14, c J4 


io inn 

IU. 3UU 


1 1 770 

II./ #2 


1 5. 807 


1 4. 484 


OVARC 1000 3 48 

W If1n« 1 VVV4TS 


104. 509 


J}, 4) 1 


90 (187 


7ft C1 1 
to. 0 1 1 


7T 70C 
L I . COD 


49. 055 


59. 346 


36. 658 


OVARC10003S3 


23. 207 


29. 136 


1 ' - C <J4 


17 lift 
1 / . 1 JO 


77 ICC 


1 2. 064 


14. 282 


17. 705 


)VARC 1000177 


24. 447 


20. 967 


0 010 
O. 3 1 3 


11 99C 
I t, tc3 


3. uuu 


q inc 
9. 3Ub 


1 O C77 


10. 839 


OVARC 1000 382 


43 4?S 


38.484 


71 C9n 

£3. 3CU 


1 9 QA1 
I c. SO J 


10 071 
19.3/1 


77 C0 1 

Z/. 581 


tA fttl 

Z4. on 


20.004 


DVARC100ol84 


39 59ft 
0 3. 3co 


33 43ft 
■13. 4JU 


34 cm 

J4. b IU 


70 711 


■J A CAC 


25. 194 


23. 240 


27. 218 


) V ARC 1 000401 

V »Wiv 1 IS WOW 1 


19 377 


t 1 . *03 


in an 

IU. OJ J 


14 ftCfi 
1 4. ObO 


ft 1 CQ 
0. Ib» 


tl 1C 0 

13. 400 


1 C 167 

1 5. 38/ 


15. 593 


VTAnb 1 VVU4UQ 


C40. JUO 


1114 UK 
|U4. J ID 


719 urn 

£ 1 C. OU 1 


47 Ofl7 
47. 9(JZ 


"97C 4 Cft 

Zi 5. 4b0 


OOO to A 

ZZ9. Z84 


231. 727 


63.004 


Uf nnMUvviUI 


17 7/17 
if . f U| 


7H I4B 
CO. 144 


If 167 

lb. itf 


70 7CO 

Z9, f 69 


18. 198 


20. 301 


24.339 


24.226 


wirti finnan a 

U VAKW 1 UUU4U0 


1 / D. 040 


lot. 400 


i co nni 
1 oo. UU J 


07 1C1 

Sc. 2b3 


152. 822 


131. 022 


104. 696 


123. 181 


Vf AJIUIVUU4IU 


i oo tci 
1 Jt, JO 1 


71 C09 
( 1. 33l 


Si. 30/ 


i a nnc 
19. UUo 


ji7 CD1 

4/. b94 


03. 597 


105. 036 


45.064 


ftvioriftnftjn 

tw Aflu 1 UUU4 1 1 


74 09ft 
£4. 3CO 


OC J 
40. 904 


cl. 46o 


16. 795 


18. 354 


16. 759 


17. 521 


24. 921 


If AKLIUUU4I4 


C7 ftC7 

d J. Ubc 


Dfl 700 

OU. £00 


77. 929 


45. 828 


64. 588 


36. 694 


43. 527 


34.813 


Jf AKL 1 UUU4cU 


7 1 n 90 t 
C IU. CO 1 


07 70C 

9/. /9b 


1 16. 314 


65. 770 


48. 502 


138. 372 


122. 961 


79.364 


Of AKU10D04Z I 


126. 414 


65. 308 


43. 609 


41. 965 


30. 984 


66. 717 


77.617 


43.013 


OVARC 100042 J 


85. 522 


76. 052 


61. 132 


54. 694 


43. 202 


55. 414 


85.904 


58.425 


UVAHwlOUU43 1 


* A 7Ci 

29. 754 


43. 257 


31.464 


59. 910 


40. 269 


33. 174 


24. 118 


40.748 


OfAKClUDU43f 


101. 746 


108. 759 


36.433 


33. 368 


38. 706 


67. 360 


68.627 


59.999 


OV AXC1 000439 


55. 100 


39. 820 


23. 665 


17. 682 


26. 837 


27. 173 


37. 589 


27.642 


UVAKU | UUU44U 


9. 3D4 


I c i on 
1 0. 390 


a cm 

4. 607 


5. 910 


7. 569 


12. 799 


5. 759^ 


8.778 


Uf AKL 1 UUU44C 


71 DC * 

#1. 954 


07 ion 
9/ . Z9Q 


60. 169 


48. 043 


50. 925 


49.780 j 


49.452 


49.132 


Of ARC 1000443 


14 lie 

ci. 336 


7 4 OCA 

Z4. 854 


21.466 


6. 313 


14. 231 


15. 300 


17. 929 


17.277 


Uf AKL 1 UUU4Q 1 


iff oki 

JO. SO 1 


97 11Q 

c/ . Ha 


30. 933 


1 O Oft 1 

18. 801 


25. 228 


29. 577 


31. 675 


33.815 


U VAaU 1 UUU40b 


9/1 944 
c4. Z44 


9ft C7C 

tb. bob 


90 coo 

Z3. boo 


15. 988 


16. 431 


17. 245 


16.033 


20. 237 


UVRHU 1 UUU400 


70 flic 
to. ©4b 


4b. ills 


35. 1 83 


oo 7 fn 
ZZ. 710 


Oft nio 

29. 028 


42. 270 


78. 325 


34. 551 




Aft 4C7 
OO. 4 3/ 


41 C4fi 


9ft ft^ft 
Co. o Jo 


1 7 OOC 

1 1 . 99b 


OA C1C 

Z4. 53b 


32. 636 


50. 520 


33. 453 


0VARC1 000470 


79. 505 


66. 390 


7.4 471 
J 4. «*/ J 


CI 074 
b 1 . 9/4 


10 974 
JO. or 4 


on 0 40 
3U. c4o 


35. 482 


44. 070 


0VARC1 000473 


104. 626 


46. 950 


38. 060 


1 3. 545 


43. O f O 


CI 144 
3 3. 144 


Cft t OO 
OU. 039 


36. 861 


OVARC 1000479 


13.043 


22. 838 


18. 446 


27. 648 


14 fill 
1 *». 0 1 1 


1 1 C09 
1 1 . 33t 


14 999 
14. CCC 


1/1 C AC 

14. o45 


0VARC1 000484 


81. 135 


119.477 


61. 550 


71. 199 


61.618 


49 1 Afi 

H L . 1 OO 


19 1A4 
JC. J 04 


17 jI7C 
3/. 4/3 


0VARC1 000486 


43. 060 


37. 552 


15. 873 


26. 931 


91 Q7D. 

L 1 ..3/ U 


Oft ftW 
CU. U 14 


— 19 m 

1 c. b Jti 


17 /tOO 

1 f . 483 


0VARC1 000496 


6. 894 


5. 795 


2. 024 


9. 550 


5. 845 


4 4A9 
oOt 


J. 33/ 


C QCO 

O. 95c 


OVARC1000520 


1 0. 944 


13. 261 


5. 969 


10. 975 


8. 640 


4 6A1 
*t. 00 1 


1 / 1 


7 177 
(.iff 


OVARC1OQ052Z 


57.377 


36. 524 


49. 921 


34.183 


62. 162 


c7.574 


35.847 


42.071 


0VARC1 000526 


89.641 


108.239 


58.125 


65.691 


63.235 


45. 200 


63. 148 


S6. 145 


0VARC1 000529 


57.424 


54. 050 


21.682 


25.091 


30.072 


29. 592 


53. 851 


44. 743 


0VARC1 000533 


259.058 


92.210 


92. 325 


54.816 


108.661 


158. 123 


180. 752 


58.313 


0VARC1 000543 


9.147 


20. 003 


8. 468 


14. 598 


10.808 


7.160 


7.656 


9.778 


0VARC1 000550 


51.120 


35.681 


19.454 


19.769 


24. 341 


23. 780 


29.758 


19.911 


0VARC1 000553 


106.477 


109.455 


53.476 


55. 549 


62. 372 


43.061 


54. 040 


60.551 


0VARC1 000556 


84. 635 


47.645 


29. 302 


13.010 


36.300 


34.811 


56.871 


26.716 


0VARC1 000557 


30. 381 


33.997 


15.138 


26.106 


16.920 


12.137 


18.572 


18.092 


OVARC1OO056I 


130.212 


131.086 


62.529 


70.306 


56.212 


50.615 


66.315 


60.071 


OVARC1000564 


43. 577 


60. 550 


30. 136 


18.864 


19. 300 


44.661 


34.156 


37.974 


OVARC 1000573 


74.996 


71.429 


42.493 


41.905 


33.040 


35.765 


29.517 


39. 465 
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Uf nnU 1 UUU3I D 


<i£c. J03 


170 C?£ 
1 / 0. O 33 


MA DOT 
lift. 097 


63. 583 


61. 558 


195.012 


191.560 


126. 973 


Uf nn.lt lUUUOf 0 


41 9A*L 
*\ . t43 


Al ?0O 


If. 317. 


62. 221 


23.000 


19.402 


20. 991 


28. 222 


oVAfttiooo'Sai 


1 9. JO 1 


10. U34 


ID. 337 


1 1 A AC 

12. 946 


1 0. 926 


16. 921 


23.687 


17. 958 




30. I 0U 


HA KH 
04. 3 1 3 


J3. 090 


S3. 327 


17. 530 


41. 985 


63.279 


95. 673 


U f HlHi 1 UUU 300 


3£. 1 30 


AC CA7 


Oft 7 AT 
CO. 1 4f 


35. 144 


19. 236 


20. 189 


27.881 


28. 239 


Uf Aflu 1 UUUO U3 


?C All 
t3. UI 1 


21. Do4 


16. 038 


16.026 


12. 949 


28. 632 


20. 949 


12.415 


uf nnuluvuOtt 


230. 4U1 


229. 623 


142. 634 


146.619 


111.039 


103.900 


84. 581 


117.758 


fill ADM Af)flC4fi 
Uf AKC lUUUftJO 


Ct Ail 

oZ. 041 


58. 870 


30.872 


26. 680 


23. 116 


39.517 


52.845 


27.599 


fill 1 Dl* 1 /I rtfl C A A 

Uf AKl IUJUo40 


37. 774 


40. 454 


27. 435 


25.421 


14.327 


20.971 


27. 326 


24. 570 


OVARC1O00649 


119. 925 


80.531 


59. 932 


34.951 J 


42.653 


65. 545 


125. 333 


64. 422 


0VARC 1000 661 


91. 942 


47.731 


46.674 


29.765 


29.826 


53. 562 


68.511 


41.478 


OVARC1000677 


47. 303 


42. 727 


39.478 


18.654 


17. 990 


29. 788 


33.925 


31.139 


0VARC 1000678 


53. 878 


40. 134 


32.060 


37.092 


23. 552 


26.846 


42.330 


32. 378 


OVARCI000679 


25. 552 


33.892 


27.236 


13.826 


12.729 


13. 248 


18. 589 


22.125 


0VARC 1000681 


64. 996 


39. 676 


33.010 


23.036 


25.157 


35. 854 


32.183 


28. 963 


OVARC10006B2 


89.453 


45.031 


48.073 


26.181 


22.664 


56. Hi 


67.656 


36. 205 


OVARC1000689 


40. 766 


43. 141 


31.489 


16.450 


18. 494 


36. 522 


52.050 


50. 362 


OVARCI000700 


65.661 


65. 260 


46. 443 


51.382 


36. 1U 


40.855 


31.869 


43.299 


OVARC1000703 


68.421 


67. 574 


44.166 


43. 328 


32.848 


43. 707 


34.063 


33.710 


OVARC1O00722 


90. 588 


55. 674 


40. 426 


28. 083 


33.617 


39. 059 


84.669 


53.295 


OVARC1000726 


223.039 


61.254 


64. 375 


36. 671 


45.678 


62. 745 


120.014 


59.080 


OVARC1000727 


101.498 


52. 857 


32.778 


21.030 


24. 747 


45.216 


39.732 


28.241 


OVARC1000730 


32.092 


36.451 


14. 144 


26.825 


11.752 


14.326 


24.052 


21.653 


0VARC1 000741 


93. 409 


52. 159 


37. 001 


21.498 


22. 633 


4?. 358 


43. 609 


24.156 


OVARC1000746 


18. 880 


20.011 


11.250 


10.152 


10.039 


12.336 


11.833 


14.185 


OVARC1000764 


94.412 


66. 494 


49.103 


37. 950 


38.405 


5*. 102 


51.799 


45.024 


0VARC1 000769 


61.249 


87. 994 


63.412 


48. 573 


49.372 


46.621 


" 37. 596 


54.747 


OYARCI000771 


17. 704 


22. 392 


12. 731 


11.680 


15.094 


14.537 


" 11.734 


13.386 


0VARC1 000773 


309.712 


63.691 


128.640 


93.505 


13$. 643 


24/. 891 


47. 762 


56.423 


bVARC1000775 


39.822 


40.473 


19. 087 


17.945 


17.047 


20.931 


22.217 


24.299 


0VARC 1000778 


57.819 


40. 229 


23.354 


27.887 


19. ft J 


25. 351 


15. 434 


18.858 


0VARC1 000779 


13.359 


9. 700 


3.596 


4.604 


3.376 


6.590 


5. 881 


4.469 


OVARC1000781 


28.426 


18.324 


19.364 


8. 066 


2.SJ3 


18. 289 


13.313 


9. 987 


OVARC100O787 


57.756 


46.552 


31.436 


36.327 


24. 660 


31.315 


26.423 


26.916 


0VARCJ000789 


56.045 


42.830 


21.343 


32.278 


26. 180 


29.815 


35. 483 


31.401 


uVAIlCI 000800" 


152.906 


115.192 


91.456 


100.625 


80. 665 


74. 709 


72.586 


83.426 


OVARC100O802 


56. 307 


41.592 


29.261 


21.865 


29.614 


38. 004 


29. 144 


37. 338 


OVARC1000810 


117. 305 


73.073 


45.217 


47.024 


30. 840. 


54.331 


22. 585 


30.212 


0VARC1 000811 


24. 376 


21.125 


12.822 


10.066 


8.476 


14.818 


12. 129 


13.407 


OVARC1000814 


109.717 


173. 696 


116.374 


110. 400 


99. 820 


81.598 


52.542 


70. 043 


OVARCI000816 


38. 942 


32.627 


29. 109 


10. 508 


18.910 


25.961 


43. 388 


30. 931 


uVAftCl000ol7 


7.152 


7. 754 


5. 073 


4. 922 


1.435 


3. 770 


5. 107 


7.052" 


0VARC1 000834 


52.593 


59.148 


30.623 


25.871 


27.698 


43. duI 


43.333 


33.519 " 


0VARC1 000846 


128. 045 


121.550 


80. 555 


82.014 


63.814 


>9.2?0 


47.279 


73.330 


"uVAftttuuu850 


63.194 


47.834 


24. 998 


22.731 


23.832 


3l.fl»- 


43.348 


29.789 


uVAkCtud0853 


47.482 


127. 726 


57. 523 


25. 369 


55. 048 


41.5So 


32.136 


37. 576 


0VAttd1d0uo52 


31.255 


26.218 


21.640 


13.240 


25. 873 


16. 507 


16.932 


8.0>9 


0VARC1 000873 


59. 654 


49.105 


31.649 


32. 533 


37.513 


39.866 


44. 461 


30. 226 


OVARC1 000875 


178.627 


94. 134 


92. 359 


64.818 


79. 244 


)16. 581 


163. 150 


75.514 


0VARC1 000876 


8.798 


15.017 


5. 566 


12.799 


6.112 


8.158 


8. 444 


16.825 


0YARC1 000883 


44. 435 


33.208 


17. 857 


33. 562 


21.585 


25. 327 


" 28.768 


27.716 


0VAR CI 000865 


11.029 


16.263 


7. 277 


16.699 


8.434 


58. 765 


18.303 


13.712 


uVARClQuUoo-fi 


41.813 


40.086 ^ 


18. 851 


13. I/O 


LL. DU4 


in cat 


35. 601 


21. 522 


07arcTu1R5555 


216.69S 


167.860 


92. 458 


66.405 


70. 562 


97. 108 


12o\>41 


96. 438 


OVARC1000891 


20. 90S 


24.028 


19.790 


8.818 


7.749 


13.015 


11.884 


12. 875 




1 31.172 


5. 976 
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19.171 
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19.257 


15.200 
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40.41k 


29. 284 


13. 566 
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43.995 


27. 882 
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PLACE 100 1464 


14.904 
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PLACE1001500 


112.534 


66.487 


40. 149 
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51. 123 


42. 187 
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14.278 
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7.274 
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PLACE1001595 


116.778 
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59. 889 
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49.685 


21.856 
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19.418 
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78.094 


80.451 


74.242 


57.490 


55.946 
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10.543 


9. 561 


13.870 


16.621 


PLACE1001974 
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96.924 


138. 468 


70. 255 


74.069 
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12.298 


7.674 


10.740 


14.282 


16.986 


23- 255 


PLACE1002046 


35.129 


24. 586 


16.894 


16.958 


15.796 
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19.967 


14.489 


16.064 


28.852 


59. 970 


29.353 


PUCE1 003027 


22. 588 


27.019 


12.986 


10.960 


16.947 


17 092 


18.805 


11.735 
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rLALt t UU JU44 


14. 108 


16. 171 


12. 882 


10. 168 


11.272 


11.173 


13.588 


13. 162 


rLALt jUUiU4q 


9. 931 


13. 537 


6.830 


5.366 


4.210 


11.198 


8. 884 


10.489 


rLALclUUJUbZ 


44. 59] 


45. 375 


21.677 


18. 989 


17.471 


26. 652 


30.614 


25.422 


rLALt 1003053 


20. 536 


22. 159 


9.236 


10.342 


7.370 


10.043 


10.531 


9.741 


PLACE 10030B5 


24. 408 


20. 399 


11.964 


14. 547 


6.525 


15. 327 


21.584 


12.854 


PLACE 1 003092 


12.637 


30. 662 


12.298 


17.303 


9. 545 


11.397 


14.192 


24. 648 


PLACE1 003097 


21. 163 


28.352 


8.618 


7.565 


3.855 


8.878 


9.083 


12.625 


PLACE1003100 


43.307 


32.855 


19.035 


17.015 


15.982 


50.024 


32. 500 


18.851 


PLACE1003108 


58. 475 


45. 704 


33. 791 


31.380 


26.209 


26.815 


25. 220 


26. 1*6 


PLACE10Q3115 


143.932 


81.794 


76.879 


39. 097 


80.354 


68.496 


127. 4B0 


88. 406 


PLAIX1Q03120 


100.979 


101.665 


82. 247 


77. 470 


49.512 


53.513 


62. 113 


89.513 


PLACET 003! 35 


6.556 


10.790 


5.392 


16.841 


4.741 


6. 451 


6. 382 


9.459 


PLACE1003136 


55.512 


44. 451 


32. 908 


30. 362 


21.310 


28. 720 


24. 260 


37. 347 


PLACE1003141 


7.159 


13.191 


10. 628 


9. 244 


4.399 


6.923 


11.238 


10. 791 


PLACE1003145 


37.746 


12.816 


10.773 


3.856 


7.578 


23.487 


24.678 


15. 744 


PLACE1003147 


15.381 


13.149 


11.750 


9. 884 


10.068 


7.642 


10.640 


10. 362 


PLACE1003153 


70. 554 


49. 471 


30.621 


42.667 


28.210 


30. 997 


31. 700 


41. 448 


PLACE1003163 


37.733 


16.360 


12.470 


5.123 


13.824 


40. 304 


50.483 


17. 288 


PLACE1003172 


223.164 


104.257 


83.462 


50. 706 


45.640 


123. 594 


116.341 


107. 613 


PUCE1003174 


6.847 


14.478 


8. 537 


6.465 


6.249 


8.629 


8. 998 


9. 029 


PLACE1003176 


12.670 


10.690 


9.875 


9. 192 


3.516 


6. 864 


12. 376 


12. 198 


PLAC£lb03U1 


11.687 


8.674 


6.252 


6.507 


4.411 


6.989 


5. 948 


7. 466 


PLACE1003184 


23.604 


20.100 


15. 005 


12.717 


8.845 


11.973 


22. 555 


14. 655 


PLACE1OO3190 


12.444 


5.722 


6. 366 


11.024 


5.871 


14. 481 


12.229 


1 12. 369 


PLACE1GO3200 


4.994 


7.575 


2.794 


1.074 


2.399 


1.597 


1.208 


4. 980 


PLACE1003205 


156.027 


157,191 


53.553 


83. 830 


63.878 


61.050 


52.411 


61. 355 


PLACE1003209 


19.507 


25.938 


12.603 


Id. 839 


9.269 


15.181 


16.630 


15. 534 


PLACE1003214 


38.350 


83.164 


20. 591 


69.SIT 


15.776 


19.528 


39.872 


125. 749 


PLACE10D3229 


49.722 


43.024 


29.429 


25.068 


15.677 


21.087 


17.077 


23.421 


PLACE1003238 


17.754 


10.174 


7.245 


3. 501 


3.841 


9.069 


7. 319 


5. 314 


PUCE1003249 


51.840 


53. 347 


30. 50D 


32.695 


22. 004 


24.099 


28. 567 


28. 591 


PLAtttOOttSS 


348. 304 


244. 002 


177.910 


180. 405 


124.873 


188. 558 


160. 554 


142. 541 


PLACE10O3258 


11.993 


6.155 


2.063 


1.279 


4.364 


5.665 


7. 306 


7 153 


PLACE 1003279 


141.943 


126. 197 


62.494 


87.403. 


63. 808 


59. 323 


70. 538 


91 fl7? 
91. U I c 


f>LAte«to3i§4 


61.234 


50.989 


24.331 


20. 131 


23. 485 


28.680 


40. 974 


3*1. 109 


PUCE1003295 


41.072 


45.050 


21.216 


19. 875 


16. 935 


42. 888 


30 941 


JO. LH \ 


PLACE1 003297 


21.895 


44. 307 


20.050 


21.455 


14. 465 


22. 409 


27.850 


7R QR7 

£o. SO/ 


PlAC£1<)03302 


11.776 


33.428 


28.863 


'4i.4(>8 


24. 581 


29. 862 


17. 565 


71 7*i7 

* 1 . f 3/ 


PLACE 1 003334 


28.230 


35.424 


22.095 


24. V42 


15. 104 


19. 475 


23. 808 


97 


PUCE1003337 


7.957 


26.706 


3.267 


14. 838 


4.774 


19.084 


12. 500 


28. 263 


PLACE1003342 


45.708 


24.591 


13.442 


10.821 


11.910 


22. 698 


29. 220 


?A A07 


PLACE10O3343 


17.266 


13.75-1 


6.616 


6.894 


8. 198 


9.061 


13.065 


7. 734 


PLACE1003344 


323.950 


233.808 


153.566 


133.460 


157.350 


204. 264 


266. 356 


264. 565 


PLACE1003353 


53.698 


66.145 


26. 553 


32.701 


25.639 


48. 208 


44. 219 


57. 187 


PLACE10O3361 


84.141 


102.79(1 


46.744 


55. 344 


40. 194 


47.082 


41.263 


49. 755 


PLACE1003366 


87.834 


63.858 


27.852 


28.427 


27.117 


31.747 


33.446 


27.075 


PLACEI003369 


47.071 


39.61!* 


16.521 


17.558 


18.957 


16.856 


24. 902 


19.932 


PUCEl60i372 


24. 973 


37.849 


16.679 


21.014 


16.249 


20. 971 


27. 530 


18. 337 


PLACEIO03373 


94.491 


102.178 


34.895 


57. 049 


44.893 


39. 537 


40. 009 


45.753 


PLACE1003375 


36.319 


27. 954 


14.531 


8.317 


18.694 


17.347 


36.060 


21.672 


PLACE10O3378 


10.935 


9.131 


3.801 


3.628 


4.293 


9. 302 


10.181 


37.634 


PLACE10O3383 


23. 472 


30. sad 


11.017 


13.956 


16.293 


19. 925 


21.999 


14. 820 


PLACE10O3394 


32.582 


51.963 


30.162 


18.863 


25. 768 


26.807 


51.214 


29.166 


PLACE 1 00340 J 


24.258 


20.812 


11.820 


9. 448 


8.433 


7.409 


11.371 


10.841 


PLACE1003405 


200. 792 


69. 910 


68.877 


50. 446 


73. 544 


91.798 


149. 248 


62.838 


PUCE1003407 


150. 376 


60. 875 


43.383 


28.913 


48.667 


65.167 


94. 258 


52. 526 


PLACE1003420 


68. 281 


66.140 


34.814 


4S. 162 


35.617 


32.390 


42. 536 


52.238 




34. 299 


47.479 


*S.iii 


£4.44* 


iUio 


14.848 


52. 937 


29.065 


PLACE10O3432 


42.089 


50.659 


29.613 


35.048 


15.118 


31.218 


32.711 


33. 577 


PUCE1003438 


140. 387 


63.379 


51.749 


27.965 


32.257 


72.208 


70. 053 


45. 148 


PLACE!003452 


19.655 


37.425 


19.169 


15.047 


11.209 


15. 772 


25.014 


15.196 


PLACE1003454 


126. 775 


72.771 


50.122 


30. 788 


40.3G4 


92. 647 


99.924 


32.089 


PUCE1003455 


241.296 


81.923 


63.513 


47. 555 


58.375 


109. 875 


96.270 


58. 596 


PLACE1003456 


118.238 


97.46B 


61.858 


80. 667 


54.057 


56.681 


53.136. 


61.523 
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PLACE 1 003460 


102. 833 


81. 573 


50 363 


49. 760 


31 fi?1 


7 A OBI 

/ 4. 603 


91. 750 


61.493 


PUCEl6034tt 


40.947 


22. S24 


17. 515 


11. 339 


9. OUO 


17 0 A O 

1 /. Z4Z 


28. 787 


13. 341 


>LAtElM)}484 


93. 925 


88. 47S 


99. 487 


63. 575 


09. Of J 


CO AO A 

hi. USA 


49. 889 


59.266 


PLACE1 003493 


268. 545 


164. 272! 


115. 044 


P.H Oil 
03. 9 J 1 


7C OCC 
/ 3. ODD 


1 16.655 


174.628 


103.683 


PLACE1003503 


73. 547 


147. 014 


62. 133 


90. Jf U 


AQ CQii 
49. 994 


/Z.49Z 


61.425 


119.480 


PLACE1003505 


22. 557 


36. 343 


17. 315 


1 U. OO J 


10 AM 


i o i o4 
19. 193 


31.835 


20.526 


PLACE 100351 6 


28.485 


21. 226 


1 9. UUj 


17 71 A " 
If. f 14 


1 o" oca 
1 1. Zo4 


12. 104 


19.556 


13. 167 


PLACE 100S51& 


139. 419 


IRQ Ml 

109. Ill 


OA ICQ 
04. £99 


i>io con 
I4Z. bou 


98. 798 


125. 181 


74.459 


170.077 


PLACE 1003 5?0 


199 QfiO 
tec you 


3*». 9t i 


1 ID 917 
1 i9, Z 1 1 


01 70 1 

91. iZI 


132. 495 


50.021 


63.727 


115.192 


pi AfFinnH^i 


17 991 
\ 1 . CCi 


OO JV/ 
40. 431 


OO jni 

Z3. 494 


26.093 


12. 149 


17.512 


27.072 


33.729 




I 7£ 7QA 

I I 9. /9V 




111. 400 


74. 1 79 


68. 238 


165.232 


232.487 


100. 600 




one cq4 


one cm 
3Uo. o3 J 


1 54. 188 


294. 409 


135.971 


193.013 


253.930 


588.036 


pi irpinriiOQ 


P So. 0 t f 


91 70') 
Ol. fill 


80. 067 


39. 906 


48. 188 


118.411 


106. 875 


72.890 


rUlvC IUv«3#f 


oc it At 
£9. 043 


oo or' 
Z3. oU 


16. 068 


12. 471 


8.856 


18.413 


24.516 


16.865 




la ma 
39. Oi 9 


1A 71.1 

30. 7M 


21. 959 


18. 378 i 


20. 930 


26. 350 


37.243 


23.667 


pi Art inmcco 

rL/HtC IUU439J 


44. 509 


34. 381) 


16. 950 


14. 206 


12.373 


13.162 


26.918 


17.820 




IDS. Zoo 


89. 541? 


60. 257 


82. 707 


41. 128 


52. 437 


55.86$ 


54. 986 


pi irctVihtcca 


i a tin 
19. 139 


24. 013 


10. 812 


8. 744 


6.874 


6.665 


12.296 


6.869 




28. 529 


30. 963 


16. 094 


16. 508 


11.491 


20.438 


20.129 


16.769 


pi irpinnlfrc — 


69. GZ0 


62. 783 


42. 283 


48.323 


24.844 


28. 963 


18.823 


28.675 


rLALC IUU3903 


13.4/0 


10. 930 


8.008 


6. 298 


3.054 


6.089 


10.292 


7.945 


rUAvC IUUJ304 


AO 1 4A 

4c. 140 


46. 380 


30. 421 


29. 754 


t 19.273 


18. 780 


16.951 


29.27~ 


pi irPinnico9 


QQ OCA 
95. 954 


131. 053 


76. 520 


85. 120 


70. 369 


47.996 


51.112 


68. 235 


pi ifFionitQi 

ruAUt 1 Uu J 39 J 


C. 433 


(. 063 


2. 213 


1 8.879 


4.615 


4.374 


3.167 


7. 202" 




ZZ. 619 


21. 370 


12. 260 


14. 568 


22.143 


26.231 


42. 506 


19. 308 


rUlbC 1 Ui/4990 


O 1 717 

Zl. 7 jY 


41. 627 


16. 247 


' 20. 950 


11.333 


20. 528 


17. 988 


29.793 


rLAwt 10tfJ5?0 


197. 107 


100. 803 


87. 842 


57. 151 


53.833 


101.281 


103.552 


70.110 


rLALtlUU3o0Z 


27. 633 


19. 867 


I 12.883 


13.595 


7. 853 


15.616 


14. 765 


13.631 


rLAlcl 003903 


13. 1 32 


30. 464 


12. 191 


29. 565 


9. 628 


29. 537 


19. 949 


40.233 


rLALclOOJol 1 


37. 261 


46. 653 


40. 208 


\ 40. 687 


21.349 


29.193 


33. 706 


37.181 


rLACh 10036 18 


22.785 


32. 124 


18. 870 


19.849 


15. 708 


16.877 


16.986 


14.810 


PLACE 100352 5 


16.924 


16.778 


13.947 


11.520 


16. 451 


12. 566 


11.487 


11.026 


PLACE 1003626 


94.235 


145.631 


108. 588 


90. 620 


58.485 


68.227 


76. 568 


114.286 


PLACE 10036 30 


66. 350 


38. 194 


46.810 


34.410 


25. 790 


40.498 


47. 259 


42.273 


PLACE1 003635 


16.711 


14. 910 


11.010 


9.614 


7. 598 


11.425 


11.967 


16.224 


PLACE 1003638 


42.833 


38.250 


23. 900 


33.007 


18. 162 


21.521 


20. 597 


26. 686 


PUCE 1003644 


32. 340 


47. 31T 


50. 856 


35. 086 


25. 956 


21.602 


39.503 


41.265 


PLACE1003654 


8.702 


11.750 


4. 857 


7.62* 


4. 620 


4.783 


6.412 


11.622 


PLACE 1003656 


13.584 


9. no 


6. 305 


3. 192 


2.939 


12.859 


10. 981 


8.367 


r LACt 1003660 


48.712 


57. 359 


34. 700 


32.321 


18. 997 


26. 256 


31.653 


37.509 


PLACE 1003669 


18. 575 


20. U) 


11. 934 


7. 933 


11.712 


11.416 


9.244 


12.275 


rLAuclOOSorO 


208. 802 


92. 009. 


91.713- 


62.162 


57. 129. 


95.305 


111.081. 


85.224 


rLALclODdorl 


86. 484 


44. 662 


34.415 


21.211 


22. 436 


39. 601 


73. 903 


47. 170 


rLALfclUU3b9f 


20. 072 


30.1*57 


22. 381 


12.263 


12. 054 


18. 778 


27.5S0 


30.714 


r mtt j uu * f U4 


07 oci 


72. 473 


31.653 


35.394 


19.396 


26.513 


26.063 


51.598 


PLACE 101^7^ 


9 nno 

£. 009 


ii or i 


4. 994 


3. OBI 


0.994 


2.151 


2.305 


18.174 


PtACf 1003^11 

rLAvCIVVvl 1 I 


fiQ OQ1 


JO. JC-0 


oc coo 
Zo. 693 


20. 921 


22. 954 


36. 509 


43.017 


28. 963 




751 

0*1. / 3 1 


>fc. ZVZ 


Zo. 153 


27. 145 


23.419 


26. 594 


37.972 


40.416 


PLACE 1flft3774 


ins - R7 5 


<9. q;>4 


40 1 DA 

49. 150 


55.077 


46. 271 


43. 499 


54.124 


55.073 


PLACE 1003 737 


13.653 


90 QIC 
49. 9 1 3 


1 1 Ofll 
1 1 . 953 


C Q30 

o. 333 


6. 985 


11. 338 


19.286 


17.493 


PLACE1 003738 

I W1WL 1 W V f if B 




9ft flH9 
CO. Ut>t 


11 #W7 
13. U4r 


1c. BZu 


11. 647 


24. 406 


34. 244 


18. 965 


PLACE 1003747 


457SFJT" 


04 OffO 

i"t. coo 


on mi 
ZU. 1 1 1 


oo oon 
Z3. Z90 


11.889 


14.690 


17.236 


19.752 


PLACE1O03744 


133.197 


117. 135 


50. 274 


33.621 


26. 974 


r 59. 212 


81. 540 


Cl A0Q 
31. 4^9 


PLAtelOM>58 


38.274 


21.475 


16.086 


7.215 


7.692 


19. 346 


23. 882 


14.658 


pLAdEl«037&& 


26.750 


76.015 


54. 252 


18. 973 


62. 442 


50. 339 


24.164 


38. 587 


PLACE1O037S2 


49. 564 


49,023 


28. 238 


25. 452 


24.491 


29.452 


34. 554 


31. 123 


PLACE1003765 


85. 304 


73.829 


31.423 


19.820 


32. 547 


27. 644 


30.190 


31.960" 


PUCE1003758 


44.313 


74. 71)9 


35. 890 


37. 486 


26. 457 


32. 675 


31.043 


35.883 


PLACE1 003771 


21.353 


25.511 


22. 664 


14. 067 


11.332 


17.660 


19. 140 


20.831 


PUCE1003772 


15.300 


89. 2*0 


10. 875 


29. 963 


10. 651 


30.651 


32. 442 


57. 246 


PLACE 1003783 


21.327 


19.915 


8.006 


5.790 


10.404 


11.752 


17.155 


9.593 


PLACE 1003 784 


14. 398 


17.500 


9. 155 


10. 940 


7.089 


6.528 


9.014 


11.598 


PLACE1003788 


17.074 


15.719 


6. 961 


5.352 


7.010 


9.378 


16.965 


9.723 


PLACE 1003795 


47. 580 


49. 926 


26.154 


21.194 


19. 200 


30. 157 


37. 01 1 


26. 330 
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PLACE 1004 299 


72.960 


tc" CCA 

55. 530 


24. 647 


4. 840 


4/1 ICC 

20. 353 


39. 409 


46. 267 


40. 773 


PLACE 1004302 


0.000 


2. 283 


0. 000 


2. 351 


1. 896 


0. 000 


0. 000 


2. 398 


PLACE 1004305 


48.425 


22. 731 


21.012 


1 1.875 


13.056 


23. 176 


27. 227 


16. 060 


PLACE 10043 16 


13.028 


20. 460 


9. 292 


5. 569 


6. 425 


10. 734 


13. Ill 


14. 995 


PLACE 10043 22 


5. 597 


14. 420 


3.361 


13.438 


2. 427 


2. 862 


15.463 


30. 143 


'LACE 10043 2 5 


210. 567 


142. 328 


97. 326 


76. 987 


65. 867 


109. 387 


137. 359 


89. 195 


PLACE 1004332 


i f\ Ana 

20. 898 


80. 056 


11.714 


95. 127 


6. 945 


10. 855 


19. 856 


120. 861 


'LACE 1004336 


162.448 


109. 014 


85. 745 


88.818 


74. 380 


88. 121 


64. 528 


76. 583 


'LACE 1004346 


33.01 1 


29. 261 


14. 760 


16. 784 


13. 075 


16. 208 


18. 604 


15. 045 


PLACE 1004358 


303.987 


155. 290 


1 14.636 


79.890 


97. 745 


151.939 


184.597 


122. 929 


PLACE 1004376 


26.954 


55. 450 


24. 86S 


32. 727 


18. 065 


20. 930 


21. 337 


31. 788 


PLACE 1004384 


41. 551 


34. 784 


24.877 


26.743 


16.820 


18. 362 


17.481 


21.709 


PLACE1004385 


2.815 


8.008 


1. 116 


0.789 


0.276 


1.941 


4. 609 


1. 615 


PLACET 004388 


9.428 


16. 190 


11.060 


5.000 


14.211 


5.122 


9. 688 


9. 507 


PLACE1004405 


8. 173 


12.654 


5. 345 


1.830 


0. 933 


5.888 


9. 305 


5.124 


PLACE 1004407 


29. 9D5 


23.442 


14. 979 


13.177 


16. 639 


25.030 


34.013 


28. 941 


PLACE 1004424 


10.514 


15.521 


10.255 


7.446 


7. 421 


9.255 


10. 500 


10. 362 


PLACE10Q4425 


19.759 


20. 897 


10. 506 


10.323 


4.107 


7.623 


8.354 


13.395 


PUCEI0O4427 


27. 135 


16.966 


10. 908 


6.848 


6. 240 


12.886 


13.355 


13.321 


PLACE1004428 


57.419 


84.170 


30.987 


36.844 


18.316 


25.562 


30. 009 
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PLACE1004433 
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16.470 


9.620 


5.755 


5.704 
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17.362 
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21.105! 


25.397 


11.056 


16. 381 


15.263 


11.508 


12.972 
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25.518 
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18.894 


26.285 
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28.455 
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12.869 
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14.108 
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PLACE1004450 
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5.906 
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6.452 
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6.066 
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31. 572 
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13.665 
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S3. 328 


61.854 


40.178 
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11.625 


26.33: 


11.664 
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6.713 


7. 889 
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25.194 


PLACE1004460 
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10.490 


5.224 


4.840 


4. 848 


10.082 
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30. 599 
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18.898 
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37.228 
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32.628 
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PUCE10O4473 


11.959 


24. 287 


10. 007 
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6.941 


16.855 


16.517 
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28. 089 


59.714 


31.110 


18.183 


27.680 


29.310 


26.516 


47.243 
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47.010 


16.830 
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11.400 


30. 429 


30. 968 


35.155 
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6.646 


3.270 
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17.444 
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14.425 


13.718 
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78.203 


46. 045 


35. 757 


41.895 


69.416 


85.790 


78.043 
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19.324 


9.64? 


5.560 


5. 074 


6.375 


9. 835 


14. 279 


13.049 


PLACE1004510 


68. 938 


32.074 


18.477 


12.138 


20.444 


31.944 


40. 037 


21.097 
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12.480 


28. 345 


11.965 
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14.262 


12.534 
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20.351 
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18.444 
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12.802 
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10. 594 
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19. 465 


34. 665 


66.695 
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24. 602 


PLACE1004530 


43.149 


50. 004 


13.982 


11.859 


13.432 
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26. 816 


14.729 
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10. 167 


15.345 


7.071 


4.082 
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9. 778 
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17.084 
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11.002 


9.91T 
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26.365 


18.052 
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9.837 
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22.324 
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30.296 
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15. 650 
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120.698 
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61.906 
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24.243 
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63.089 
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12.928 
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22.040 
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5.403 


| 9.800 


10.261 
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23.842 
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7.433 
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3.185 


3.847 
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9.570 
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68. 568 
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38.586 


41.076 
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PLACE 1005085 


92. 222 
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19.097 


50. 704 


38.424 


25.032 


PLACE 1007021 


32.615 


23. 234 


9. 800 


10. 544 


10. 271 


12. 863 


18.290 


11.436 


PLACE! 007026 


6.113 


17.016 


5. 244 


5. 923 


5.797 


4. 186 


5 493 


10. 123 


PLACE1OO7028 


32. 763 


23. 055 


15.641 


11.266 


15. 159 


13. 7*8 


16.276 


14.576 


PLACE1007038 


326.043 


1311.392 


60. 986 


281. 140 


73. 181 


232. 551 


242. 218 


1764.485 


PLACE! 007040 


29. 591 


22.423 


21.374 


13. 642 


14. 126 


14. 427 


15. 726 


10 017 " 

1 9. Oct 


PLACEI 007045 


78.2S7 


39.847 


30.571 


22.858 


23. 390 


22. 928 


15.061 


71 5CC 

L 1 . 300 


PLACE1 007048 


122.391 


2230. 938 


512.462 


376. 525 


f 5*7.636 


419.669 


96. 387 


530 73i; 
(09. 1 33 


PLACE1007053 


25.010 


19.115 


11.205 


9.097 


6. 179 


14.765 


16 384 


\A 731 


PlACEl 067068 


91655 


7*. 463 


33.350 " 


24.132 


16.^3 


40. 977 


es. 159 


tS. UOc 


PLACE1007070 


18.155 


27.141 


16.021 


17.985 


10. 589 


22. 789 


20. 149 


97 755 
u. < 33 


PLACE I 007076 


36.900 


36. 555 


20.522 


23. 282 


20.816 


24. 263 


?n Q57 


in jkc 

3U. 403 


PLACE1007077 


45. 865 


r 32.193 


19.090 


3.110 


. 15.647 


30. 538 


45. 495 


1^. 3UU 


PLACE1007081 


5.244 


5.196 


3. 378 


1.304 


2. 199 


3. 337 


3 589 


£.111 


PLACEI 007082 


55.736 


39. 537 


14.678 


18.774 


16. 347 


23.666 


45 049 


91 71ft 
CI. 1 10 


PLACEI 007092 


16.389 


10. 500 


7. 344 


11.776 


17.009 


14.076 


7 700 


7 595 
( . 3c3 


PtACEl6O7096 


46. 332 


f 24.876 


22.197 


12. 502 


9.398 


24.039 


25. 21 3 


1 1 . 003 


PLACEl007d97 


34.116 


23. 336 


12.085 


13.012 


5. 587 


12.093 


31. 892 


15 157 
13. 13/ 


PUCE100T099 


57. 957 


45.253 


26. 945 


15. 165 


13. 161 


35. 273 


tO. 3HO 


75 A70 
£3. Uf 3 


PLACEl667l66 


28.62^ 


17.036 


14.234" 


9. 937 


8. 933 


12.714 


17 885 


I A 779 

14. 1 LC 


PLACE1067104 


41.006 


85.910 


11.197" 


12.028 


r 13.853 


86. 217 


13ft 751 


Af\ Q77 
**U. Ol 1 


PLACE1007111 


8.964 


10. 681 


5.940 


7. 255 


7. 501 


9. 749 




0. otto 


PLACE1007112 


30.195 


16.532 


14.410 


10.804 


11. 077 


14 71)7 


17 705 
If. 1 S5 


on OC A 
cQ. 354 


PLACE1007136 


11.359 


6.838 


5.607 


4.816 


2. 918 


3. 208 


Q.1J3 


5 On 7 


PLACE1067132 " 


68.292 


55. 387 


61.678 


43. 595 


44. 456 


42 578 

HCm 3f O 


71 150 
r 3. 033 


An C 1 A 

40. 514 


PLACE 1007 140 


24.801 


47. 103 


18. 726 


21. 699 


14. 109 


?A 7flfi 


0 3. 032 


29. 052 


PLACEI007I43 


27. 771 


[ 21.700 


13 298 


16. 396 


7 375 


I A C7A 
1 4. 0/ 4 


(6. 496 


IS. 455 


PLACE1007169 


21.059 


24. 93;! 


10.043 


15. 314 


10. 493 


\A 173 


OA 070 

£4. of a 


1 9 coo 

IZ. oZZ 




29.316 


13.952 


15.204 


8.851 


"" 14.016" 


19 S33 

13. D J J 


1 C. 433 


0 7F9 

9. 70Z 


plac£io67i96 


28. 853 


21. 235 


6.481 


10. 255 


7 R7? 




13. 037 


15. 192 


PLACE10O7201 


20.919 


11.754 


12.200 


7.887 


9. 329 


13. 0 3 1 


in 777 


9. 150 


PLACEI007202 


75.891 


83.211 


41.376 


35.864 


26. 097 


42. 107 


5H aqq 
30. 43o 


7 1 1 A'i 

r 1. 34Z 


PLACE 1007226 


38. 727 


32.391 


24.013 


15. 641 


12. 748 


?& 566 

CO. w» 




It. ZM 


PLAt£10O7*3* 


37. 920 


27.260 


52. 707 


11. 101 


5. 882 


1 9. 768 


• y. oo J 


1 7 CCA 


PUCE1007c34 


25. 792 


17.879 


12.822 


11. 697 


11. 572 


18. 220 


71 5 1A 


lo. 4DO 


PLACEI 007242 


30.312 


21.645 


13.524 


8. 187 


7. 387 


15. 238 


IR 1\A 
1 O. f *** 


11.3)0 


PLACEI 007243 


16.786 


6. 525 


8.256 


6.326 


5.657 


7. 341 


10. 310 


Q Qfifi 
3. 900 


KACE1007*47 


47. 743 


24. 409 


31.744 


16.238 


32. 693 


32. 792 


30. 91 0 


91 7fiR 
CI. 1 DO 


PLA&1 007257 


50.989 


45. 094 


26.453 


23. 676 


21.435 


26.525 


35. 446 


in AQR 

3U. *I30 


PLACEI 007274 


63.868 


57.917 


46.739 


45. 986 


28.012 


27.790 


32. 367 


Ati 1 7fi 
**v. lew 


PLAtf 1067274" 


45. 004 


47. 623 


29.71S 


29.699 


15.514 


21.277 


23. 689 


25.77]"' 


PLACE10072B2 


51.770 


26. 821 


22.455 


16. 571 


9. 849 


43. 054 


30. 862 


14. 968 


PLACE1667286 


51.312 


41.626 


34.573 


41.722 


19. 403 


28. 174 


21. 307 


30 962 


Pft(£l6672$6 


8.691 


28.816 


22.924 


7.019 


9.655 


18. 375 


19. 761 


i6:rsi 


PliCE1067«l 


14.846 


7. 597 


2.854 


7.648 


4.229 


5.900 


6. 990 


4.970 


rLAUklUU/3 )4 


170.251 


163.9:16 


56. 463 


38. 977 


43.654 


76.971 


91.606 


68.061 


PLA£E1007317 


7.805 


11. %0 


5.840 


5.398 


4.800 


9.797 


18.145 


7.716 


PLACEt607»i 


22.649 


18.115 


14. 302 


12. 544 


11. 135 


12.522 


26. 259 


13.018 


PLAC^l667338 


32.760 


36. 1!i7 


17. 328 


12.019 


11.239 


16.157 


19.433 


12.376 


PtACEl667342 


35.584 


25. 0;!7 


13.466 


10. 077 


8. 452 


19.638 


24.471 


16.054 


PLACE1007345 


27. 643 


23.1:15 


8. 538 


8. 998 


9.212 


19.233 


18.792 


14.508 


PLACE1007346 


84. 876 


67.312 


49. 862 


48. 124 


36.586 


44.530 


49.735 


51. 509~ 


PLACE1007359 


41.334 


34.842 


12. 894 


10. 401 


10. 905 


16.763 


28. 957 


21.056 


PLACE1007367 


120.915 


119.9D6 


57.724 


73. 270 


55. 5*3 " 


44. 404 


58. 114 


52.219 


PLACE1007375 


14. 867 


27. 740 


13.196 


6.713 


11.526 


13.015 


22.797 


19.523 


PUCEI007377 


44. 023 


32.953 


18.430 


10. 505 


15.018 


23.300 


20. 623 


14.853 
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PLACE 100738 6 " 


IS. 828 


87. 737 


1 714 


in 

IU. cUJ 


C 1 DI 


2/. 572 


67. 719 


218. 918 


PLACE 100739? 


3 222 


1 1 414 


Ifi 740 


O C17 
a. 04/ 


C CCD 

0. 0 00 


4. 825 


14. 552 


34.452 


PLACE 1007402 


65. 708 




1A IRQ 


in do 
IU, 010 


17. 357 


31. 450 


39. 891 


22. 559 


PLACE 1 007409 


9 770 


<) 37Q 

9. 449 




A A 09 
4. 4o£ 


6.413 


5. 266 


U. 242 


6.437 


PLACE 1 00741 6 

1 LfiVL 1 vUl TlU 


?7 ^8fl 

CI. 100 


14 1*7 


1 X 7t 9 


It CC 1 

r 1, oo 1 


17. 284 


15. 858 


\i. 261 


17. 200 


PI ACPI flfl74?(t 


4£ M(\ 


11 11 1 


CO. iJ40 


1 5. 727 


22. 458 


25. 870 


29. 321 


26.656 


pi Arrinfl74?i 

rUWCIUUf 4« 1 


19. 3f £ 


3b. oZQ 


4. 499 


11. 250 


12. 525 


8. 981 


18. 986 


18. 539 


rLAwCLlUUf 40U 


41 777 
4». / If 


OU. \co 


22. 855 


30. 226 


21. 905 


18.828 


17.972 


24.671 


pi Arcinn7jc*i 




46. 157 


8. 675 


25. 984 


25. 596 


10.982 


23. 901 


19. 624 


rLAtt lUUf 404 


73. 816 


122. 886 


31. 320 


44. 109 


41.875 


41.307 


59.818 


59.212 


rLACcl 007450 


4S. 871 


45. 449 


25. 529 


18. 180 


20. 772 


23.068 


34.418 


21.265 


PLACE 1007478 


30. 936 


25.400 


12. 040 


19.5)7 


18.742 


17.249 


22. 181 


21.235 


PLACE1007484 


35. 483 


18. 1S4 


16.643 


12.842 


15.645 


21.889 


39.282 


17.141 


PLACE 1007488 


12. 070 


11.216 


5. 905 


2.621 


6.264 


5. 521 


13. 139 


9. 035 


PLACE 1007507 


16.065 


19.266 


11.755 


10.003 


10.052 


11.0Q6 


19.984 


19. 609 


PLACE 1007511 


12. 031 


9. 468 


5. 676 


5.955 


5. 991 


6. 407 


13.848 


8. 173 


PLACE 10075 13 


28.839 


33.816 


17.234 


10.351 


5.817 


26.217 


25. 383 


15.457 


PLACE 1007 524 


31. 989 


52.731 


17. 490 


18.194 


13.641 


11.134 


17.227 


20.016 


PLACE 1007 52 5 

of i or* * /\a*»V 


53. M4 


47.497 


20. 989 


29.055 


21.557 


14.406 


17.969 


19.213 


PLACE 1007537 


1 14. 162 


62. 590 


29. 450 


28. 798 


42. 322 


39. 868 


74.479 


42. 203 


PLACE 1007544 


13. 698 


23.058 


10. 584 


10.736 


6.412 


6.388 


19.809 


12. 059 


PLACE 1007547 


34. 533 


* 43:022 


15. 777~ 


19.820 


14.818 


10.460 


22.065 


27. 725 


PLACE 1007 557 


68. 240 


54.730 


20. 858 


22.219 


17.520 


22.378 


30.659 


28. 149 


PLACE 1007560 


• 56. 701 


37.749 


42.477 


13.441 


33.714 


29. 243 


17.177 


19. 085 


PLACE! 007565 


19. 9S4 


13.569 


9.536 


4.633 


3.515 


11.734 


10.232 


6. 747 


PLACE 1007560 


5. 661 


16.015 


3.081 


3.286 


2.111 


3.703 


7.852 


1 (104 


PLACE 1007583 


21. 325 


12. 320 


19.036 


4. 553 


5.377 


21.293 


19.488 


5.045 


PLACE 1007591 


23. 357 


L 23.264 


12.980 


IT. 204 


13.786 


15.975 


15.980 


13.540 


PLACE 1007598 


10. 914 


1 22. 683: 


12. 140 


19.473 


7.678 


9. 978 


10.043 


tt 199 


PLACE1O0761O 


8.777 


5.574 


4.440 


3.931 


0.000 


4. 051 


14.144 


7.161 


PLACE 10076 18 


27. 729 


17.405 


12. 198 


7. 493 


7.679 


9.540 


14.682 


10.695 


PLACE 10076 21 


127.255 


33. 162 


30.450 


23.070 


22. 170 


28.865 


21.828 


41.949 


PLACE1O07626 


52.820 


41.475 


28.151 


29.773 


20. 867 


60. 602 


51.332 


54. 570 


PLACE 1007632 


59. 751 


36. 549 


27.076 


16.433 


16.357 


35.583 


30.758 


23.467 


PUCE1007635 


54. 365 


34.E62 


13.465 


8. 465 


10.812 


17.8B4 


31.723 


24.974 


PLACE 1007645 


35. 884 


32. 380 


12.803 


1.1.465 


4. 647 


16.976 


17. 366 


15. 901 


PLACE 1007649 


22. 119 


4. 18C 


5.061 


14. 689 


4.509 


20.917 


21.502 


5.164 


PLACE1007659 


68. 472 


46. 570 


26. 862 


59. 476 


24. 759 


18.505 


25. 28? 


32. 267 


PLACE 1007669 


68. 844 


76. 485 


26. 431 


38. 944 


24.278 


27.709 


17.065 


31.698 


PLACE 100767 7 


36. 578 


30. 684 


12. 552 


23.334 


10. 440 


22.611 


U.842 


25.043 


PLACE 1007688 


56. 110 


18.04;; 


22.153 


6.473 


14.256 


12. 150 


17.233 


6.418 


PLACE 10076 90 


6.860 


U.051 


(0. 688 


8.318 


11.590 


6. 899 


7.099 


22. 589 


PLACE 1007697 


12. 184 


6. 55 1 


4.310 


0. 941 


2.439 


6.854 


5.985 


3.880 


PLACE 1007702 


60. 683 


12. 143 


7. 740 


2. 796 


6. 156 


6.869 


11.415 


8. 331 


PLACE1 007705 


40.045 


12.817 


8.512 


4.274 


16.193 


10. 241 


23.445 


15. 595 


PLACE 1007706 


39. 169 


33. 551 


11. 130 


5.527 


15. 086 


10.115 


26.633 


16.152 


PLACE10O77Z5 


21. 127 


27. 357 


11.385 


7.814 


15. 584 


9. 357 


10.094 


10.940 


PLACE 1007729 


28. 499 


1 1 . 383 


5. 377 


3. 729 


5.453 


10. 931 


14.086 


2.233 


PLACE 1007730 


24. 859 


34.871 


14. 038 


4.450 


6.592 


10.898 


20.320 


10.820 


PLACE 1 0077 37 


64. 586 


44. 554 


26. 554 


35. 091 


21.728 


24. 240 


17,956 


20.227 


PLACc J 007743 


0. 859 


3. 414 


?. 135 


0. 831 


1.756 


0. 000 


2.807 


3.029 


rvMfClOvf Mo 


32. 087 


24. 843 


12. 795 


9. 457 


15. 204 


23. 195 


23.929 


16.253 


PLACE 1007753 


45. 192 


21. 910 


9. 160 


5. 490 


a 7?n 


11 174 


^ a 77Q 


8. 797 


PLACE1 007769 


10.061 


8. 971 


6.218 


3.760 


4.071 


5.692 


14.415 


1.425 


PlACE!ld0778d 


67. 441 


127.130 


21.733 


15.299 


22.677 


23. 156 


29. 565 


40. 783 


PLACE 1007791 


23.878 


27.811 


11.597 


13.757 


6.973 


17.452 


7. 642 


15. 202 


PLACE10O7807 


19.033 


12.372 


5. 484 


6.978 


9.961 


8.811 


4.940 


6.447 


PLACE 10078 10 


4.996 


1.979 


9. 153 


2. 374 


1.625 


2. 064 


0. 000 


2.487 


PLACE 10078 14 


14. 723 


20. 542 


6. 155 


4.598 


7.019 


42.572 


9.703 


22.490 


PLACE 1007828 


27. 262 


13.301 


7. 076 


3.678 


7.841 


36. 007 


16.434 


6. 803 


PLACE 1007829 


39.218 


31.875 


29.215 


36.489 


31.435 


20. 584 


14.818 


23. 160 


PLACE1007841 


28. 125 


53. 151 


12. 021 


8.710 


12.766 


9.299 


12.702 


16.626 


PLACE 1007842 


27.286 


21.6S8 


17. 505 


13.015 


10.257 


15. 529 


19.091 


16.696 


PLACE 1 007843 


5.632 


5.8?8 


4. 884 


2.279 


5.802 


2.324 


1.588 


5.313 
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PLACE I 007845 


3.434 


6.356 


3. 584 


2.435 


2.658 


6.674 


5.597 


3.658 


PLACE 1007846 
PLACE! 007848 


40. 170 
12.413 


23.220 
17. 578 


10.470 
5. 873 


9.642 
13. 557 


6.328 
4.620 


8.370 
7.164 


6. Ill 
5.426 


14.996 
9.910 


PLACE1007852 
PLACE! 007858 


3.936 
4.377 


5,252 
15.690 


4. 966 
8. 840 


2.146 
10.046 


2.510 
13.186 


0. 958 
7. 554 


1.562 
4.439 


2.641 
10.001 


PLACEI007866 


58. 984 


20. 206 


21.195 


15. 579 


24.307 


27. 535 


24.518 


13.052 


PLACE1007871 
PLACE 1007877 


204. 996 
75.858 


132.437 
20.469 


121.332 
18. 620 


60.458 
9.121 


61.024 


130.512 


134.180 


110.829 


PLACEl 007878 


15. 982 


20. 582 


3.622 


6.710 


11.830 
3.655 


21.548 
14. 406 


25. 804 
12.913 


17.607 
15.821 


PLACE 1007881 
PLACE1 007885 


5.139 
10.863 


6.128 
10.414 


4.453 
2.393 


3.005 
2.603 


1.236 


3.305 


7.871 


4.530 


PLACE1 007897 


! 3.535 


7.072 


22.069 


4.855 


1.012 
1.990 


13. 782 
1.974 


10. 374 
3.199 


in qi p 
4.659 




63.322 


28.830 


20. 884 


16.585 


18. 747 


22.332 


15.357 


17.050 


PLACEl 007922 
PLACE1007946 
PLACfcl 007950" 
PLACEl 007954 
PLACE1007955 
PLACE1007956 
PLA(£lQft7958 
PLACE1007965 


6. 729 
27. 577 
28.154 

1.952 
30.872 

1.554 
23. 822 
18.538 

r 1. UUJ 


11.816 
42. 553 
21.145 
1.428 
13.716 
4.401 
7.110 
20. 464 
42. 207 


3.722 
23.514 
11.483 

1.401 
10.671 

1.470 
10. 987 

2.855 
14. 155 


1.844 
21.412 
10.791 
0. 592 
9.325 
1.778 
1.811 
8.612 
7.330 


4.727 
15.005 
14. 345 
0. 724 
3.419 
0.511 
8. 123 
5.623 
17.492" 


16.16) 
14.653 
20. 195 

0. 690 
15.434 

0. 943 

10.415 
25.314 


8. 423 
22. 549 
13.857 

1.654 
21.029 

0. 995 

11 Qfil 

21.427 
22. 985 


4.078 
38.209 
11.448 

2. 786 
15.095 

8.053 

7. 219 
13.049 
16.519 


PLAtEl<)07971 
PLAC£ldb79i0 
PLACE1O0800O 
PLACE1008002 
PLACE 1008037 
PLACE100W44 
PLACE1008045 
PLACE1008080 
PLACEIOO809f 


8.582 
14.189 
O.OOO 
0.864 
8.517 
3.591 
18.199 
76. 289 
20. 084 


17.461 
22. 169 
0.000 
4. 483 
15. 137 
23.823 
6. 964 
22. 09£i 
14. 350 


12.294 
6.466 
1.759 
1.720 
4.093 
1.467 
4. 19) 

15.736 
5.254 


9.798 
9.895 
0.861 
0.911 
2.533 
5.023 
3.679 
9.042 
4.007 


9. 716 
22.657 
0. 988 
2.225 
2.819 
1.182 
17. 990 
15.116 
6.883 


6 165 
0. 774 
0.000 
5.266 
19.457 

R 174 
9% \m 

29.174 

5.838 


1 7 IRQ 

1 <J. OOO 
1 41R 

3.225 
5.174 
3. 724 

R TIAA 
0. U44 

43.170 
13. 221 


tO. 3/5 

t A n07 

14. UZf 
n D7n 

2.113 
7.710 
2. 532 
5. 063 
18. 085 
8.271 


PLACEHMJ809S 
PUCE1008105 


66. 206 
9.855 


18. DOS 
17.053! 


1 5. 876 
8.653 


6.661 
4.784 


9.692 


30.034 


18.610 


15.864 


PLACE1008107 


14.915 


17.501 


29. 282 


1.321 


6. 369 
21.336 


24. 163 
190.243 


14.324 
17. 482 


8.775 
0. 000 


PUCE1608111 


8. 429 


3.951 


10. 948 


3. 878 


3.406 


5.838 


4. 201 


5.349 




70.670 


30. 690 


r 73. 906 


24. 521 


56.386 


67.918 


66.831 


rLALtlUU&IZZ 

PUCE 1 008 129 


31.Z36 
24. 832 


2.95/ 
21.510 


2.188 
6.892 


2.896 
S. Z43 


3.218 


4.599 


3.943 


4.297 


PLACEl 008132 
PLACE 10081 37 


20. 962 
97.118 


34. 980 
2b. 794 


15.446 
22. 343 


14.729 
16.524 


10. 303 
12.780 
21.6B4 


6.956 
18.057 
39.970 


15.518 
15. 326 
38. 580 


10. 266 
27. 742 
2*. 0*4' 


PLACE1008174 
PLACE1008177 
PLACEl 0081 81 


45.018 
41.484 
1.719 


51. 261 
79. 290 
2. 221) 


1 5. 909 
24. 754 
2. 731 


36. 535 
30. 372 
0.000 


14 777 
1 *t. tic 

26. 003 


to. y£ 3 
t 0 1 g 


25. 502 

1A f\\ft 


28. 082 
37. 71 1 


PLACEl 0081 95 

pLAc£iobai9ft 

PLACE! 008201 
PLACE1008209 
PLACEl O0B226 


59.623 
30. 548 
18. 370 
11.353 
40.512 


28. 489 
13.401} 
7.3115 
15.665 
35.430 


14.221 
9. 985 
4. 891 
6. 786 

15.314 


11. 368 
9. 568 
5.330 
7. 826 

15.161 


1 579 
19. 333 

10. 838 
6. 707 

1 1. 313 


u. UUU 
17 704 

R 174 
O.J/"} 

9 137 


6. 557 
34. / 34 

1A fl77 

14. Ur / 

ill; 7fli " 
ID. f u 1 

fi AO? 


3. 286 
21. 508 
13. 957 
15. 508 

It 14 7 


PLACE100B227 
PtACEfiffiKTT" 
PLACEl 008238 
PLACEl 008244 


40. 507 
13.879 
62.239 
2.208 


49. 861 
38.634 
36.096 
6.899 


13.616 
2. 426 

22.111 
2.977 


20.914 
4.727 

14. 596 
5.162 


14. 198 
14.854 

8.085 
32.492 

5. 114 


15.868 
9. 763 
4.880 

27.046 
4. 285 


18. 666 
13. 025 

3. 680 
36. 607 

6.204 


1 Q KZA 
1 a. 334 

4 <5A7 

14 104" 

4.727 


PLACEl 008249 


9.950 


8.827 


3.637 


14. 938 


3.829 


2.643 


7.089 


6.790 


PLACE1008266 


177.598 


QA f IT 


27.398 


54. 336 


27. 771 


53. 728 


1 1 5. 566 


97.747 


PLACE1008273 


26. 850 


24.840 


19.295 


15. 300 


10.215 


14.210 


25.631 


13.366 


PLACE1O08275 


7. 369 


9.842 


4.453 


4. 989 


2. 363 


2. 541 


5.429 


3.803 


PLACE!<)08280 


47. 000 


12.903 


19. 045 


18.567 


8.878 


21.704 


28.612 


11.671 


PLACEl068z82 


19.090 


27. 779 


14.090 


10.295 


11.110 


31.118 


29. 438 


15.956 


t>UCE10floz47 ' 


6.219 


12.097 


3.998 


6.013 


4. 168 


5.065 


4.017 


9.825 


PLACE10C83C3 


15.637 


11.812 


4.839 


U.352 


5. 186 


10.716 


16.193 


8.079 ' 


PLACEl 008309 


8. 980 


7.665 


17.125 


5.783 


7. 441 


4.054 


15. 194 


6. 597, 


PLACE1008315 


28. 142 


42.303 


28.402 


20.318 


11.259 


14.958 


25. 052 


14.165 


PLACEl60d329 
PLACE1008330 


129. 029 
40.094 


41.587 
61.042 


35. 939 
26.271 


19.948 
19. 770 


17.798 
13.083 


32. 238 
8.774 


36. 345 
16. 194 


22.076 
11.542 
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PLACE10Q8331 


27. 986 


47.595 


19.541 


30.549 


6.771 


12.430 


19.559 


14.501 


PLACE1008351 


31.374 


25. 837 


26. 940 


15. 283 


21.769 


12.877 


29. 581 


16.720 


PLACE 1008356 


11.038 


24.238 


10.669 


11.527 


6.248 


8. 108 


12.839 


23.469 


PLACE1008359 


23.219 


18. 821 


4.585 


6.804 


10.499 


0.000 


2. 547 


1.436 


PLACE 1008368 


7. 261 


12.077 


7.076 


8.221 


6.772 


3.046 


4.473 


8.994 


PLACE 1008369 


13.265 


19.288 


23.206 


5.056 


9.188 


8.024 


3.252 


7. 150 


PLACE 1008392 


33.219 


24.613 


7.199 


8.079 


6.094 


3.416 


5.773 


14. 321 


PLACE1008394 


408. 885 


231.502 


159.847 


115.713 


108.062 


197.383 


152.685 


161.031 


PUCE1006398 


25. 185 


65.413 


11.186 


3.178 


10.620 


12.052 


60. 522 


4. 172 


PLM100*4<>I 


9.122 


14.441 


7.348 


5.588 


6.040 


4. 705 


5.467 


13.166 


PUCE1008402 


9.663 


11.925 


9.911 


6.799 


5.684 


2. 926 


6. 105 


8.816 


PLACE 1008405 


564. 405 


448.002 


386.959 


390.811 


233.2)4 


323.322 


279. 406 


299. 07 B 


PLACE1008409 


3)0. 254 


194.222 


107.706 


88. 926 


100. 879 


133.079 


164. 162 


134.635 


PLACE 1008420 


102.871 


44.916 


30.154 


14.685 


18. 701 


45.9*8 


47. 225 


19. 396 


PUC^1008424 


7. 842 


8.421 


5.860 


6.448 


7.117 


8.493 


7. 105 


5 879 


PUCElO08426 


34. 481 


18.699 


20. 403 


t.577 


16.885 


9. 223 


17. 802 


15.759 


PLACE1008429 


19.812 


18.343 


10. 368 


12.697 




14.423 


9. 882 


12. 964 


PLACE1008430 


15. 959 


9.634 


5.026 


2.761 


4. 442 


8. 785 


16. 237 


9.842 


PLACE1008437 


29. 520 


12.626 


6.518 


4.954 


3.470 


6. 216 


6. 790 


9. 990 


PLACE1008453 


45. 498 


38. 572 


M.462 


14.114 


13.693 


18.459 


30. 671 


26. 924 


PLACE1Q08454 


92. 852 


69.938 


35.812 


43.358 


32. 139 


34. 380 


44. 342 


24. 973 


PLACE1008455 


1 10. 060 


132.654 


101.535 


72.107 


48. 679 


28. 207 


49. 762 


96. 618 


PLACE 1006457 


221.026 


164.638 


87. 890 


67. 565 


56. 661 


96. 733 


$7. 249 


64. iJjT 


PUCE1008465 


14.482 


45.181 


6.482 


5. 652 


7.215 


4.989 


7. 987 


10. 103 


PLACE1008469 


191.519 


126. 151 


83.503 


66. 757 


67.955 


101.454 


113.684 


104.624 


PLACEJ008488 


12.143 


JS.044 


5.332 


0.377 


5.344 


4.917 


4. 843 


10. 115 


PUU*1008519 


26.949 


18.134 


9.335 


5.792 


12.237 


15.758 


18. 736 


1 5. 770 


PUCE1008524 


16.341 


9. 879 


14.963 


4. 596 


10.881 


12.847 


12. 491 


8. 424 


PLACE1Q08531 


26. 300 


44.215 


12.618 


14.596 


8.835 


12.002 


17.900 


27. 017 


pUttiooiiii 


23. 293 


26. 180 


13.194 


12.256 


5. 529 


20. 046 


^ 14.458 


31.354 


PLACE1D08533 


50. 837 


25. 004 


15. 099 


14. 960 


12. 107 


r 13.885 


15. 331 


16. 687 


PLACE 1008542 


7. 209 


11. 351 


11. 148 


1 1 . 1 59 


7.406 


3. 275 


4. 870 




PLACE1008549 


24. 848 


27. 469 


14.722 


7.446 


35. 339 


4.849 


21. 994 


m fiQQ 

1 9. 099 


PLACE10O8S60 


16. 248 


9.601 


10. 560 


4. 328 


6. 786 


9.843 


14. 007 


fi 751 


PLAfclfoMSbT ' 


31. 376 


46. 822 


16.034 


16.944 


14. 791 


13 g29 


17 14A 


17 tf7h~" 
If. 31 U 


PLACE1008568 


9.263 


28. 507 


12. 536 


7.903 


15. 738 


22. 714 


1 ** 7\7 


1 J. 3*13 


PLACE1008569 


21.434 


13. 045 


5. 050 


6. 520 


8. 664 


9. 142 


in 7QQ 

I U. I 39 


9. 004 


PLACE 1008 584 


29. 627 


24. 002 


13.657 


10.990 


11. 106 


13. 734 


77 filS 
££. 033 


7i f)S7 


PLACE1008585 


25. 861 


23. 246 


13.959 


7. 124 


8 320 


1 3. 100 


A Iftd 
O. 1 □** 


14 fi17 
1*1. 0 1 / 


PLACE10O8603 


11.593 


12.897 


3.634 


5. io& 


'4.1S3 


7. 887 


18. 167 


1 1 77 A 


PLACE1008621 


6. 723 


3.752 


3.073 


2.882 


0. 628 


2. 394 


2. 356 


fi H7Q 
0. Ml 9 


PLACE10O8625 


5.997 


8. 406 


1.768 


1.055 


1.816 


1.254 


2. 598 


3.ti68 




5. 484 


3. 562 


1.402 


1.123 


1.403 


3.049 


5.655 


3. 510 


PUCE1008627 


49.718 


18. 742 


10. 960 


7.037 


8.831 


13. 117 


21.039 


15. 675 


PLACE1008629 


21. 102 


28. 942 


11.982 


i.M 


9.612 


12.027 


17.0*5$ 


12. in 


PLACE 1008630 


9.527 


21.990 


10.098 


9.473 


7.038 


5. 568 


7.548 


9. Ha 


PLACE 100864 3 


41.545 


29. 478 


16.220 


15.566 


9. 566 


16.636 


24. 733 


18. 160 


PLAtti008*5fl 


4. 202 


2.471 


1.051 


2.532 


0. 932 


2.348 


3.778 


2.601 


PLACE10086S7 


10. 667 


16. 060 


5.999 


8.523 


5. 606 


4.350 


8.873 


8.539 


PLACE1008664 


7.147 


9. 457 


8.348 


2.448 


3.877 


5.707 


7. 490 


2.436 


PLACE1008693 " 


35. 830 


32. 00£ 


13. 154 


7.301 


10. 960 


12.214 


13. 885 


10.914 


PLACE1 008596 


30. 598 


14. 195 


9.900 


6.913 


8. 747 


8.454 


9.419 


10.479 


PLACE 100871 5 


6. 265 


13. 31(1 


2. 170 


5. 131 


3.050 


3.374 


6.120 


5. 989 


PLACE10087I6 


10.756 


11.071 


14.349 


7.225 


9.919 


5.434 


16.844 




PLACE1008722 


19.150 


29.145 


12.082 


14.107 


7.317 


7.365 


11.291 


13.128 


PLACE1008738 


12.649 


24. 539 


M.238 


5. 658 


9.162 


17.327 


16.429 


12.149 


PUCE1008742 


4.334 


14. J 1/ 


7.739 


8.863 


5. 946 


8.825 


6.516 


10. 305 


PLACE1008744 


8.130 


10. 071 


2.674 


2.854 


2.153 


2. 940 


3. 519 


4.369 


PUtgl608/48 


8.135 


6.332 


0.964 


1.850 


ltl\ 


2.772 


2.033 


6.870 


PLACE I 008757 


0. 000 


1.927 


1.248 


0.983 


2.427 


2.818 


l.ftt 


1.993 


PLACE1 008768 


4.605 


24. 202 


3.622 


1.672 


4. 576 


4.758 


5. 053 


J.6I7 


PLACE10O8785 


84.472 


51.72li 


24.136 


25.096 


17.140 


24.917 


15.172 


19.772 


PLACEI 008790 


31.403 


25. 252 


14.095 


12.995 


13.157 


12.786 


21.229 


14. 549 


[>LACE1 608798 


3.470 


1.733 


2.715 


1.244 


2.837 


1.268 


3.684 


4.700 
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LACE1009368 


42.051 


14. 861 


10.631 


6.209 


7. 101 


7. 025 


15.596 


9. 443 


LACE 1009375 


19. 461 


10. 862 


1.937 


2. 161 


5.975 


8.807 


9.665 


4.779 


PLACE 1009388 


41.922 


22. 694 


9.119 


6.828 


8.777 


12. 117 


12.174 


12.815 


PLACE 10093 98 


9.410 


16. 113 


10. 077 


14.136 


8. 930 


7.363 


10.053 


24.623 


PLACE1 009404 


27. 332 


38. 221 


8.577 


12.742 


8.050 


16.604 


26.279 


8.093 


PLACE10094IO 


9. 672 


6.607 


2.954 


3.849 


2.292 


2.641 


6.325 


4.231 


PLACE1009417 


11.321 


13. 342 


11.760 


7.745 


9.842 


13.265 


12.016 


15.150 


PLACE1009424 


143.874 


61.949 


83.678 


44. 296 


55. 295 


145.780 


98.718 


82.459 


PUCE 1009434 


3.639 


9.793 


2.953 


4.133 


3.385 


3.038 


6.041 


7.934 


PLACE! 009443 


10. 126 


5.900 


2.564 


1.418 


3.826 


4. 205 


6.190 


3.051 


PLACE1009444 


75.456 


51.672 


32.690 


29.162 


27.896 


35.657 


35.401 


25.671 


PLACE100945i 


110.550 


32.136 


23.433 


13.124 


19. 500 


46.330 


49.514 


27.422 


PLACE! 009460 


7.804 


18. 196 


5.042 


1.388 


3.715 


11.334 


3.840 


5.965 


PLACE 1009468 


24. 940 


28.468 


14.998 


8.351 


9.763 


9. 596 


31.733 


20.845 


PLACEI009476 


18. 9^5 


)2.9>3 


6.635 


5. 700 


3. 950 


6.971 


12. 745 


5.157 


PLACE! 009477 


28. 528 


28.026 


14. 306 


21.520 


9.248 


17.462 


14.475 


15. 028 


PLACEI 009493 


9. 706. 


13.481 


2.399 


3.953 


1.914 


6.774 


6.193 


9.481 


PLACE1 009502 


3.768 


2. 155 


2.938 


0.891 


2.166 


5.093 


2.120 


1.962 


PLACE1009524 


41.369 


7.099 


18. 781 


3.777 


7.184 


16.229 


19. 248 


12.391 


PLACET 009527 


41.383 


14.310 


8.219 


3.634 


8.710 


15. 448 


19. 901 


11.203 


PLACE1Q09531 


43.331 


29.448 


11.293 


13.089 


12.741 


23.938 


26.244 


25.592 


PUdE1(J0d535 


11.347 


16.999 


7 AS) 


4. £51 


6.031 


5.821 


7.459 


13. 160 


PUCE1009539 


27. 355 


33.924 


17. 760 


19.107 


12.625 


17.181 


18. 261 


21.706 


PLACE100954O 


26.063 


18.180 


18. 706 


13.776 


10. 936 


19.307 


24. 429 


16. 284 


PLACE1009S42 


32.314 


9.517 


6. 133 


8.159 


7.348 


18.062 


22.235 


9.384 


PLACE1009546 


12. 399 


7.380 


5.625 


1.298 


3.320 


4.724 


8. 207 


4.406 


PLACE 1009555 


13.954 


15. 082 


5. 948 


1.391 


6.465 


10.966 


16. 358 


19. 196 


PLACE1009569 


22. 909 


21.209 


6.570 


12.434 


5.803 


8.233 


9.438 


12. 507 


PUCE1009«tfl 


1145* 


16.515 


s.iU 


4.VS8 


S.ott 


Mil 


If. Ml 


1)07 


PUCE10dl5ti 


16.235 


9.693 


6.699 


13.447 


6.873 


4.277 


8.380 


12.992 


PLArfl609W6 


4.851 


10.697 


8.157 


4. 542 


2.949 


3.677 


5. 201 


5.143 


PLACE1009580 


35. 237 


47. 578 


24.938 


26. 636 


15.166 


25.243 


27. 920 


23. 541 


PLACE1009581 


30. 483 


8. 604 


7.654 


6.565 


7.711 


16.692 


24.706 


13.168 


PUCE1009587 


3. 476 


3.868 


5.230 


3.387 


4.099 


4.838 


6.514 


5.783 


PLACE1009593 


7. 424 


8.043 


3. 949 


5.143 


4.859 


7.848 


5. 031 


4.525 


PLACE1009595 


63. 588 


58. 749 


27.289 


26.946 


25. 118 


25.486 


32. 674 


29.915 


PLACfel0655SS 


10.136 


8J63 


*.554 


6.077 


10.559 


J. 608 


12.421 


11.189 


PLACE1009600 


15.391 


21.884 


10.853 


7.573 


11.964 


20. 158 


11.161 


14.987 


PUCE1009604 


32.270 


9. 947 


13.494 


11.363 


10.658 


9. 443 


19.197 


18.000 




75.364 


85. 156 


35.035 


26.439 


26. 445 


29. 568 


26.168 


30.122 




4.353 


6.164 


i 2.640 


5. 243 


1.911 


2.792 


2.408 


6.068 


PLACE10O9621 


29.001 


49.946 


14.693 


13.116 


18.138 


23.193 


22.997 


15.101 


PUt*1009622 


27. 300 


10.327 


8.159 


5.651 


12.385 


9.234 


15. 408 


7.132 


PLACE 1009624 


27.426 


19.103 


3.360 


2.878 


7.125 


4.125 


12. 179 


7.539 


PLACE1009637 


5. 028 


13.109 


5.041 


2.366 


9. 802 


4. 190 


6.416 


4. 450 


PLACE1009639 


9.956 


16.237 


4.056 


3.880 


8. 587 


3.660 


14. 640 


27. 577 


PLACE1009654 


29.616 


69. 766 


58.647 


5.371 


50. 183 


22. 307 


21.782 


12.466 


PLACE1009659 


10.143 


12.022: 


13.185 


10. 544 


15. 157 


2.663 


7.467 


4.763 


PLACE 1009665 


19. 662 


15.71* 


10.263 


8. 654 


15. 968 


3.947 


7.286 


5. 058 


PLACE1009669 


74.335 


65. 29<l 


22.539 


17.666 


23.035 


36.889 


47.853 


26. 094 


PLACEI 009670 


48. m 


30. 68) 


15. 505 


15. 680 


13. Si* 


21.863 


" 46. 27/ 


13. 806 


PUCE1*0*708 


9. 584 


14. 53:i 


5.232 


5.640 


7.390 


7.392 


11.586 


7.014 


PLACE1009721 


0. 000 


5.955 


1.997 


1.030 


1.425 


4.841 


5.611 


3.780 


PLACEI 009731 


31.531 


29. 697 


5.222 


13. 383 


9.M4 


42. 308 


14. 822 


16. S04 


PLACE1009735 


24.642 


17.444 


8.225 


8.391 


3,900 


11.001 


10. 728 


17.147 


PLACE1009737 


20.121 


19.390 


12.614 


11.682 


4. 987 


10. 582 


13.461 


11.206 


PUCE100974I 


3.834 


48.25« 


3.058 


11.965 


12. 402 


22.656 


1.749 


4.187 


PU(£10ii97S2 


37.588 


lid. 3id 


S. S32 


24. 594 


5.279 


91.807 


22.992 


4&14* 


PLACEI 009763 


15.243 


3.78S 


8.458 


12.043 


11.844 


8.197 


7.432 


17.382 


PLACE1009766 


15.481 


13.821 


10. 168 


12.459 


8.733 


9.416 


11.841 


13.177 


PUCE1009772 


25.177 


13.697 


7.336 


5.603 


5.178 


8.892 


12.233 


6.915 


PLACE1009782 


8.994 


6.560 


6. 371 


4. 141 


13.633 


6. 484 


6. 993 


16.851 


PLACEI 009794 


16.900 


14.024 


7.950 


9.013 


S.083 


18.417 


17.171 


7.465 


PLACE1009798 


16.321 


14.039 


13.398 


11.317 


4.355 


4.228 


5.535 


7.202 
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Table 164 



PLACE 1009845 
PLACE1004844 
PLACE1009857 
PUCE1009861 
PLACE 10444 W 

pLACtiooswr" 

FDSKTS55B5 ' 

PUCE1009388 

PLACE1009908 

PLACE1069919 ' 

PLACE1009921 

PLAtElttoi923 

PLACE1 009924 

PUCE100992S 

PLACE1609931 

PLACE1009935 

PUCE1009947 

PLACE 1009 961 

PtACElWWl 

PLACE1009982 

HSK1009992 

PLACE1009995 

PLACEI009997 

PUCE1010002 

placeToTooTI 

PLACE1010013 
PLACEI010021 

PLA&!0lO031 
PLACE101OO39 

PLACE1010053 
PLACEI0l00o*0 

PUtEloiob7d 

PLACE1 01 0074 

FDEEToTBofF 

PLACE1010078 
PLACE1010081 
PLACEI016083 
PLACE1010089 
PLACE1010096 


15. 220 
44. 946 
21.842 
55. 060 
42. 857 
144. 154 
31.357 

3. 579 
10. 362 
16.750 
25. 958 

5. 294 
1 7. 666 
26. 023 

3. 609 
37. 980 

7.854 
44.482 

3.264 
24.201 
90. 204 
3*. 65* 
21.779 
39. 778 

7.208 
15.700 
18. 169 

9. 423 
48. $46 
23. 253 

8.2)6 
5* con 

CO. 9£l/ 

11.420 
61.784 
13.55? 
12.192 
58. 736 
241.223 
65.849 
0.000 
27. 240 
10.050 
15.851 


4.333 
194.619 
11.784 

52. 334 
65. 398 
73. 771 
19.333 

8. 567 
6.906 
13.979 
16. 368 
5.301 
10. 700 
5.683 
1.404 

53. 080 
3.468 

21.773 

4. 537 
14.113 
37. 402 

8.657 
25. 489 
25. 957 

6.675 
11.002 

7.231 
11.541 
20.475 
23. 746 

!>.3<>3 
20. 935 
12.399 
35.230 

3. 560 
\t. $14 
80.938 
62.057 
26.937 

6.981 
20. 600 
12.122 
23. 598 


2.997 
17.197 
14.813 
22.982 
11.814 
52.613 
43. 105 
2.869 
3.541 
9. 123 
12.802 
2.647 
2.427 
3.961 
1 0. 882 
21.843 
2.666 
17.615 
3.780 
8. 964 
17.490 i 
9.454 
20. 929 
22.163 
2.154 
2.148 
5.446 
8. 788 
6.663 
12.677 
3.410 
14.936 
2.211 
25. 530 
5. 924 
5.728 
44.955 
77. 062 
22. 479 
0.000 
7.478 
5.452 
8.484 


5.329 
64.071 
9.010 
38.531 
72.397 
35. 985 
15.026 
1.043 
1.720 
6. 093 
7.838 
2.379 
3.962 
1.712 
1.882 
35. 590 
1.324 
11.373 
2. 246 
9.558 
17. 226 
6.512 
6.918 
18. 804 
3.335 
0.691 
11.205 

5. 90) 
8. 439 

M. 119 
2.754 
23. 387 

6. 506 
15.116 

2.419 
3.839 
39.497 
19.863 
14. 142 
1.962 
2.813 
5.275 
14.576 


2.393 
16.467 

7.686 
21.999 
19.845 
26.345 
16.781 

1.021 

7.325 
L 6. 107 
12.682 
i 6.669 

7.335 

2. 571 

! 0. 508 
14.645 
0. 764 
(3.359 
7.199 
7.736 
11.857 

5. 980 
15. 829 
12.955 

4.711 
4.571 
1.374 
5.744 

7. Mi 
9. 178 

3. 443 
11.939 

'■' 4.422 
15. 866 
1.178 

6. *o6' 
35. 506 
59.519 
12.854 

0. 000 
3. 550 

8. 073 


2.613 
30.251 

17. 560 
12.526 
26.217 
12.451 
19. 583 

1.571 
6.831 
7. 524 
8.032 
1.694 

13.971 
0. 000 
7.012 

26.179 
2.382 

12.852 
6.513 

1 1.949" 

37. 703 

18. 389 
28.418 
27.052 

2.649 
3.619 
6.028 
6.434 
6.849 

23.991 
3.809 

U.927 
6.813 

30. 074 
3.632 
5.674 

33.481 
134.094 

44. 885 
0.000 
9.386 
1.380 


22.333 
38.997 
23.505 
21.181 
21.062 
20. 382 
20. 282 
2.025 
7. 680 
13. 900 
7. 157 
6. 864 
11.821 
6.0,1 " 
3. 169 
18.163 
4. 922 
18. 329 
3.962 
13.695 
32. 523 
18. 358 
28. 296 

15. 574 
6.047 

16. 561 
15. 057 
11.142 
14. 748 
11.571 

2. 994 
10. 256 
4. 552 
32. 753 
7.745 
3.922 
44.710 
156.661 
40.845 
11. $9* 
8.885 
4.234 


11.323 
341.202 
10.157 
42. 147 
SMS8- 
36. 147 

' u*r 

1.893 

6.285 
10.848 
13.099 

1.626 

5.627 
12.826 

2.47F 
39.695 

3. 501 
12. 383 
22. 636 

8.124 

24. )26 
10. 327 

25. 865 
19.395 

4.825 

3. 132 
■ 9.751 

6.794 
19. 147 
15. 444 

3.074 
27. 268 

6. 626 
19. 303 

6.202 
" 4.64$ 

58. 097 
51.913 
17. 940 
5.593 
8.608 
6.582 


PUCE 101 0102 

PLACE1010105 

PLAtEIOIOIOS 

PUCE101013O 

PLACE1010132 

PLACElOlOlft- 

PLACETOI0139 

PLACE1010148 

POEfiSToisi 

PUCE1010155 
PIACEI010156 
PUCE1010161 
PLACE1Q10181 
PLAt£l01Ot44 
PUCE1O102O2 
PLACE1010231 
PLACE101D235 
PLACE1010237 
PLACE1010251 
PLACE 101 0261 
PLACE1010270 


15.331 
35. 995 
22.316 
31.537 
29.236 
33. 947 
598.413 
3.132 
26. 445 
373. 743 
9. 490 
7. 529 
5.294 
26.452 
26.629 
iS.SJl 
35. 597 
16. 260 
22. 207 
9.199 
3.528 


13.251 
25.802 
26.718 
88.713 
14.753 
28. 665 
110.617 
9. 532 
18. 485 
33.940 
17.391 
6.461 
9.62S 
22. 224 
9. 69* 
7.185 
8. 667 
14. 22(1 
49. 59(i 
12.479 
2.564 


7.699 
14.804 
22.970 
10.371 
8.315 
,5. 982 
200.033 
1.538 
7.969 
13.008 
7. 147 
2.530 
5.205 
13.684 
8.534 
2.841 
2.389 
7.088 
11.643 
6.658 
2.884 


9.155 
18.971 
12. 204 
13.604 
9.764 
9.693 
45.054 
2.877 
6.S90 
13. 408 

f . OOP 

5. 962 
7.060 
8. 402 
7.610 
1.402 
6.163 
7. 064 
9. 801 
4.050 
1.612 


6.620 
10. 558 
17. 745 
19.261 
10. 772 

5.570 

7.730 
206. 62*" 

4.356 
11.687 

)3.isr 

/. Job 
1.287 
6.824 
9.391 
6.545 
3.191, 
3.875 
6.169 
49. 122 
3.058 
2.378 


5.621 
11.564 
14.276 
13. 790 
19.911 
12.883 
13.218 
352.839 
4. 931 
7. 409 
17. 546 
11. 491 
0. 909 
6. 992 
9. 241 
10. 843 
5.4*8 
2. 142 
13. 483 
9. 288 
2. 869 
5.332 


14.446 

11.290 
23. 241 
13.444 
32.607 
10.934 
17.164 
448. 388 
4.453 
13.853 
25. 269 
14. 395 
1.586 
9. 982 
14.823 
19.488 
5.656 
6.961 
580.612 
17.391 
4.685 
5.567 


21.698 
13.860 
18.148 
18.632 
24.027 
9.482 
12.265 
104.360 
19.512 
10.964 
21.191 
7. 290 
4. 349 
8.729 
14.726 
6.553 
t.64V 
3.884 
9.264 
23.237 
3.866 
4.920 
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Table 1 65 



PLACE1010273 


18. 198 


10.799 


5.456 


7. 563 


10.408 


11.696 


11.805 


8.650 


PUCE1010274 


20. 202 


18.193 


10. 486 


9.941 


13.997 


14.739 


14.496 


20.193 


PLACE1010277 


8. 937 


117.446 


5.398 


3.512 


4.011 


1.815 


8.164 


10. 102 


PLACE1010293 


60.036 


62.516 


18. 939 


20.260 


11.120 


8.879 


14.863 


20. 26! 


PLACE1010297 


10.456 


6. 185 


4.720 


3.674 


4.733 


7.175 


13.007 


16.488 


PLACE1010300 


17.008 


24. 187 


7.187 


17.501 


12.198 


7.801 


13.650 


16.733 


PLACE1010310 


413.605 


200.863 


167. 599 


97. 554 


142.759 


225.854 


230.002 


179. 252 


PLACE1010321 


36. 500 


66. 804 


16.701 


11.196 


12.716 


16.372 


17. 343 


18.872 


PLACE1010324 


0. 000 


8.637 


3.654 


1.998 


3.447 


3.169 


4.956 


2. 116 


PLACE1010329 


30.906 


39. 387 


9.407 


14.862 


11.246 


12.390 


12.923 


13.038 


PLACE 10 10336 


182.247 


52. 788 


42.842 


20.272 


46.381 


81.21$ 


103.997 


3lS*7 


PLACE101033S 


20. 429 


27. 007 


19. 301 


14. 056 


19.661 


14.766 


38. 945 


16.803 


PLACE1010341 


15.512 


16.397 


5.370 


6.587 


7.213 


4.477 


8.264 


8.294 


PLACE101O342 


5. 485 


5.818 


1.359 


2. 968 


2.444 


1.600 


5.664 


2. 119 


PLACE 10 10346 


27. 509 


31.551 


11.234 


16.701 


10. 972 


11.936 


17.866 


16.679 


PLACE1010362 


37. 800 


42.341 


20.410 


19. 994 


20.516 


U.039 


23.979 


21.826 


PLACE1O10364 


3.637 


7. 688 


4.890 


1.792 


3.344 


6.491 


9.839 


7.931 


PUCE 101 0368 


160.448 


94. 255 


69.658 


48. 395 


60. 226 


64.663 


105. 004 


71.078 


PLACE101O373 


50.531 


36. 656 


15.978 


12.876 


19. 197 


22.390 


35.216 


29.763 


PLACEJ010383 


60. 222 


42. 572 


26. 248 


34. 317 


29. 853 


11.968 


26.253 


22. 869 


PLACE1010385 


0.000 


3.211 


0. 000 


1.653 


2.697 


0. 000 


3. 102 


0.000 


PLACE1010389 


45.010 


32. 965 


23.673 


18. 734 


15.387 


31.864 


30.482 


22. 113 


PLACE1010401 


12.554 


12.082 


7.358 


3.809 


4.466 


9.049 


11. 163 


8.023 


PLACE1010410 


46.622 


19.531 


23.525 


15. 038 


12.094 




30. 580 


20.641 


PLACE1010418 


63.170 


54.185 


47.245 


53. 690 


29.885 


39. 952 


35.428 


40. 754 


PLAtftolUU 


8. 496 


10. 271 


8.511 


8. 469 


6.845 


60.372 


16.883 


14.750 


PLACtlftlb44i 


139.820 


68.717 


76.435 


49. 901 


31.535 


91.673 


163.084 


100. 340 


PLACE101044S 


55.230 


63.853 


40.195 


41.679 


24. 598 


29. 543 


39.397 


42.435 


PLACE101048I 


25.071 


14.236 


12.932 


6.994 


7.811 


11.242 


18.708 


11.397 


PLACE1010482 


62.044 


30. 485 


12. 054 


12.510 


7. 434 


27. 561 


32. 378 


14.322 


PLACE1010491 


6.692 


11.769 


7.835 


7. 107 


2. 403 


7.772 


8. 897 


7.016 


PLACE101O492 


8.815 


25. 244 


14.396 


11.79r 


10.757 


r 10.883 


11.758 


14.039 


PLACE1010509 


8.728 


8. 603 


9. 041 


7. 620 


3.097 


8. 537 


33. 229 


11.438 


PLACE1010518 


53. 737 


47. 379 


37.510 


43.65) 


35. 422 


32. 152 


29. 681 


41.839 


PLACE 101 0522 


74.460 


121.326 


35. 701 


24. 026 


30. 767 


37. 996 


82. 263 


44. 005 


PLACE1010529 


13. 116 


47. 273 


16.874 


13. 123 


11.833 


10.805 


15. 047 


19.475 


PLACE! 01 0547 


10.791 


15.015 


13. 620 


12. 464 


6. 851 


9.050 


12. 611 


9. 1 13 


PLACE1010560 


36. 084 


24. 074 


20. 254 


16. 291 


7. 397 


21. 958 


19. 638 


14. 752 


PLACE 101 0562 


21.600 


13.040 


13.412 


10. 004 


8. 160 


11. 786 


18. 067 


7. 693 


PLAtilOlb$79 


5.809 


7. 166 


3.01$ " 


" 1108 


2.1*3 


6. 175 


8. 453 


8. 370 


PLACE1010580 


50.738 


35.579 


19. 709 


14.02) 


14.505 


33. 521 


41. 838 


28. 526 


PLAC*101dS99 


22. $9* 


6.399 


6. 660 


7.383 


6.210 


12. 163 




13. 134 


PLAK1010606 


17.463 


9.467 


5.119 


4.737 


13.966 


8.754 


6.341 


10.710 


PLACE1Q10616 


16.337 


36.535 


10.492 


11.411 


9.645 


7.170 


14.986 


17.679 


PLACE1010622 


30.437 


14.238 


13.526 


5. 708 


14.881 


22.701 


23.807 


13.849 


PLACE1010624 


25. 823 


18.627 


12.823 


9.811 


10. 874 


16.364 


11.721 


14. 514 


PLACE1010628 


13.901 


8. 075 


8.420 


7.978 


5.728 


9. 596 


13.922 


11.287 


PLACE1010629 


27. 634 


40.133 


12.859 


11.330 


8. 045 


9.191 


14. 370 


10.210 


PLACE 101 0630 


12.405 


13.949 


22.021 


11.675 


24.752 


13.736 


15.999 


18.920 


PLACE1010631 


19.768 


3.918 


10.504 


6.454 


14.638 


11.915 


14. 522 


11.552 


PUC^10lb651 


61.423 


22.948 


13J49 


11.707 


15.050 


34. 204 


25. 544 


13.578 


PUCE1010M1 


34. 409 


28. 267 


21.006 


15.010 


15.022 


20. 249 


46. 492 


15.719 


PLACE101Q662 


26. 892 


31.410 


14.036 


11.805 


9.079 


11.854 


20.418 


11.826 


PLACE1010668 


48. 769 


42.753 


31.810 


18.319 


31.679 


38.651 


30. 999 


41.826 


PLACE1010702 


18.288 


30, 872 


29.474 


49.880 


16.196 


19.234 


12. 868 


56.417 


PLACE 101 0709 


65. 293 


137.910 


34.914 


39.908 


20.047 


33. 698 


24. 664 


119. 725 


PLACE101D713 


30. 772 


37. 99;; 


14.083 


5.649 


14. 470 


23.106 


20. 135 


20. 050 


PLACE1010714 


8.200 


i 4.190 


5. 041 


3.912 


6.929 


6.468 


3.785 


5. 298 


PLACE1010716 


23. 008 


5.374 


M.836 


10. 138 


7.07) 


12.870 


12. 608 


13. 906 


PLACE1010717 


17. 846 


18.48;' 


9.358 


10.750 


8.548 


10.849 


15.442 


15.265 


PLACE1010720 


66.247 


125. 63V 


43.070 


49. 521 


29.493 


36.612 


36. 709 


48.414 


PLACE1010739 


14.550 


8.279 


5.945 


5. 951 


3.067 


4.103 


5.256 


5. 571 


PUCE1010743 


9.101 


4.510 


3. 589 


2.256 


1.332 


3.158 


5.514 


4.487 


PLACE1010752 


68.064 


30.43/ 


20. 104 


10.787 


15. 198 


31.010 


28. 793 


18. 098 
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Table 166 



PLACEI0107SI 



PULCE1010771 



PUCE1010764 



26.459 



97.575 



34.813 



111.645 



46. 358 



13.196 



25.313 



30. 540 
12.948 



97. 785 



20.492 



6.263 



46.971 



21.112 



8.395 



35. 398 



45.643 



17. 778 



19. 393 



56.3)3 



41.271 



23. 174 



16.235 



12.720 



PUCE10I0786 



35.506 
14.662 



55.42 4 
9.740 



19.835 
10.856 



19. 203 



16.991 



22.191 



24.116 



30. 768 



PLACE1010800 



12.898 



11.478 



8. 035 



12.969 



6.035 



11.574 



8.280 



6.662 



6.785 



13.756 



9.074 



5.617 



10.785 



PUCE1010802 



9.976 
6.267 



7.63 9 
10.750 



11.257 
6.130 



6.385 



.708 



6.482 



9.517 



9.615 



PLACE 10 108 13 



PUCE 10 10827 



107.134 



11.543 
70.712 



54.846 



12.554 



41.785 
S.090 



5.326 



19.939 



2.131 



5. 807 



26.019 



7.023 



2.687 



51.877 



79. 848 



5.806 



4.360 



10.117 



45. 993 



10. 344 



9.099 



PUCE 10 10833 



36.95 ? 
52. 19? 



36.612 
32. 723 



16.799 



28.163 



60. 904 



40.462 



31.469 



56.261 
15.444 



40. 363 



32. 757 



24. 743 



30.658 



33.056 



56.20 0 
T47674 



14.751 

22. 222 



17.041 



11.951 



20. 702 



14.170 



62.029 



16.284 
11.360 



15.965 



8. 058 



13.468 



10.994 



20.619 



PUCE1010877 



15.311 



PLACE1010882 



12.253 



10.708 



23.451 



17. 750 



PLACE1010891 



24. 453 



12.897 



437270 



PLACEJ010896 



12.636 



15.696 



T774 



6.704 



pDKEWiBIKT 



35. no 



7.098 



9.810 



11.687 



9.120 
13.857 



10.270 



PLACE101091S" 



50.692 



39.870 



63.882 



6.674 
19. 987 



7.840 



8.334 



6.866 



16.911 



17.859 



17.218 



25. 595 



16. 507 



6.799 



26.634 



31.574 



12.713 
3.185 



31.970 



18.760 



5.426 



7.441 



12.944 
77.062 



17.466 



10. 089 



25. 080 



10.861 



27.551 
13. 485" 



22.357 



5.870 



37. 245 



29. 192 



35. 556 



21.811 



16.868 



PLACE1 010924 



8.779 



PLACE101O92S' 



25.229 



3. 04 4 

20. 092 



PlAC£ldl6926 



49.823 



9.911 



15.098 



PUCElOltoto 



49. 767 
85.218 



61.948 



8.013 



5. 120 



5. 344 



50. 60 S 
46. 66T 



23.489 



22. 959 



34.123 



20. 1 1 1 



6.493 
17.969 



10.958 



6.106 



5.656 



23.409 



26. 680 



26.313 



16.009 



19.262 



22.318 



24.065 



17. 175 



11.594 



29. 154 



28.713 



29. 924 



30. 538 



33.816 



39. 140 



m 



7403 



TTOS 8 
""sOaT 



93.186 

irm 



72. 867 
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33. / 3£ 


£3. £3U 


17 C94 

11. 3J4 


iV 409 ' 

1 /. 43£ 


1 1 Ant 
11. 406 


1 c 099 
1 5. 833 


13. 554 


di Arc4n/innoi 


9C ncn 
io. UoU 


ID. £/ £ 


1 9 DC 1 
1 £. UO r 


C 7flC 
0. #Ub 


11 C1Q 
13. 0 ID 


11 £94 ' 

1 1. 634 


1 0 944 
lo. 344 


13. J J 7 


rLAv»c40001UO 


ini DOi 
IUI . BsJ 




91 9CC 
41. £33 


9C 1C1 

3b. Ibl 


1 4 nco 
14. 062 


33. 159 


29. 333 


44. 906 


di lACAnnnin? 
rLAl^UUOlUJ 


~l'54~T73 

1 £4. 1 1 3 


iT ccn " 

34. OOU 


C£. /34 


1 0 con 

13. 03U 


9f> C40 

IV. o4S 


9ft 7C 1 


7ft Q7 i 

/0. 9/1 


1 O C/19 

19. o03 


PI if*P400010R 
rLALt4UUU 1 UD 


Qfl RQ7 

30. 33/ 


7C 104 
/ 3. 1 34 


3K 90Q 

30. £U3 


9Q 419 

(>. 4 1 £ 


33 flft4 
33. 004 


R 1 R9A 
0 1.035 


7R C3ft 
/D. 330 


44 R7ft" 
44. 0/ U 


>i ArPdnWflT ' 

r LALC4UUU I cO 


19Q 39Q 
1 £3. 3£9 


111 4ft1 
1 J 1 . 403 


RO 440 
DU. 44U 


c.7 Q7A 
3f . 3/0 


41 117 
4 1 . Ill 


Cfl 79C 
Do. f JO 


04 IOC 
54. 153 


DC C07 
30. 03/ 




119 Q37 

1 J£ . 33 C 


3"7 7?1 " 


33. L 0 / 


^3 0Q7 L 
33. US f 


33 74R 
33.1 **3 


79 <?7 
It. 3£f 


Ol fiC7 

01 . 531 


4R £40 

40. 045 




ICC ICC 
1 30. 103 


mfi IRQ 

1 3D. 1 D3 


OC DOC 

OO. ooo 


1 fifi R31 
1 UO. D33 


7ft ftftA 
1 O. OOO 


1fl7 Ifift 
!U/ . 1 Ov 


1 ft? 9QQ 
1 yJL. £37 


RR ftl 4 
bb. 014 


PI ACF4000M7 


16. 492 


9 4)3 


Moi 


t. ibT 


S 770 
3. 1 1 u 


5 14R 

3. 1*10 


10 9QO 
IU. £3U 


4 RRR 
4. 930 


PLACE4000156 


69. 314 


72. 955 


65.884 


87.221 


44. 343 


46. 822 


36. 362 


77. 048 


P1ACP4000175 


60. 994 


54. 028 


16.876 


13.509 


17. 492 


17. 684 


32. 845 


7fi 109 

CO. J 1/3 


PLACE4000I90 


593. 634 


220. 190 


171. 592 


1 16. 664 


189. 541 


260. 140 


310. 147 


138 653 


PLACE4Q00192 


301. 266 


121.069 


80. 280 


70.432 


67. 302 


127.637 


134 475 


72.627 


PUtetoOdiOfi 


nuu 


230.436 


II3.60O 


37.3,0 


11. m 


00.3-94 


9t.6o-2 


154. 492 


PLACE4000211 


242. 387 


150.657 


98. 745 


66.861 


74.283 


149.275 


122.028 


95.561 


PLACE4OO0214 


67.058 


61.229 


37.510 


23.741 


22. 459 


30.120 


39.510 


34. 868 


PLACE4000222 


106. 945 


86.369 


43. 808 


41.733 


40. 284 


26.442 


41.963 


45. 046 


PLACE400Q223 


107.887 


42. 520 


26. 804 


14. 769 


19. 364 


37.870 


44.089 


22.256 


PLACE4000229 


50.488 


20. 289 


21.176 


10.728 


15. 908 


27. 323 


36.955 


19.875 


PLACE4000230 


83.847 


33. 508 


24. 933 


10.032 


18. 791 


28.713 


41.794 


26.235 


PLACE4000233 


96.059 


59.313 


60.661 


55.448 


36. 248 


37.359 


40.715 


47.823 


PLACE4000239 


124.398 


94.107 


57. 093 


48. 109 


34. 394 


43.667 


35.791 


41.364 


PLACE4000247 


54. 958 


32.352 


28. 165 


18.524 


15.208 


25.144 


27.545 


21.593 


PLACE4000250 


104.404 


85. 640 


73.997 


59. 563 


48.738 


59. 288 


60.153 


65. 709 


PUCE4000252 


33.790 


23. 180 


15. 501 


12.390 


6.684 


14.866 


16.958 


13.472 


PLACE4000259 


113.573 


49. 555 


27.075 


21.855 


43. 353 


38.544 


52.944 


26.431 
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PLACE4000261 


254.068 


48. 744 


84. 359 


22.460 


69.697 


125.015 


113. 583 


36.809 


PLACE4000264 


39. 731 


29. 931 


13. 801 


9.433 


14.239 


13.997 


27.405 


15.510 


PLACE4000269 


85. 391 


69.167 


59. 645 


32. 049 


32. 560 


45.023 


59. 556 


44. 048 


PLACE4C00270 


37.293 


35.516 


21.356 


20.188 


22.145 


14.735 


20. 334 


24. 680 


PLACE4000281 


132.006 


130. 790 


59. 934 


124. 956 


58.105 


75.320 


65.805 


106. 301 


PLACE400030O 


95.228 


64.001 


50. 704 


44.034 


42.272 


39.616 


55.059 


49.678 


PUCE4Q00320 


101.920 


74. 756 


53.518 


50.074 


37.273 


44. 289 


54. 376 


57.927 


PUCE4000323 


106. 246 


90. 568 


59.225 


75.643 


65. 195 


71.824 


57. 236 


63.467 


PLACE4OO0326 


50. 786 


39. 408 


21.110 


15.693 


16.385 


24.171 


25. 892 


24.334 


PUCE4000344 


47. 237 


25.071 


19.282 


9.754 


15.816 


17.064 


28. 344 


22.605 


PLACE40OO347 


270.519 


135.102 


97. 629 


73.164 


79. 089 


145.628 


174. 326 


132.718 


PUCE4000354 


51.402 


69. 94!) 


21.125 


14.137 


10. 506 


24.887 


36. 668 


32.881 


PUCE4000367 


38. 537 


21.917 


13.300 


12.406 


12.328 


16.184 


16.983 


12.631 


PUCE4000369 


87. 562 


48.818 


27.044 


18.841 


17.942 


39.036 


46. 668 


28.559 


PLACE4000379 


63. 427 


46.050 


34. 549 


40.613 


28. 043 


28. 363 


34.411 


32.783 


PUCE40O0387 


51.546 


28. 804 


20.204 


18.439 


20.155 


20. 584 


27. 432 


22.848 


PUCE4000392 


16. 0S2 


7.012 


6.606 


5.828 


5.717 


7.153 


9.447 


4.556 


PLACE4000399 


537. 973 


347. 563 


216.840 


188.160 


226.834 


294.013 


378. 986 


282.393 


PUCE4fl(S(M01 


18.633 


16.0815 


12.450 


8.891 


4.760 


9.336 


9. 594 


9.016 


PUCE4000403 


122.580 


74. 783 


64. 480 


32.311 


31.018 


61.677 


74. 741 


57.710 


PLACE4000411 


76. 474 


69. 263 


26.062 


27.151 


18.908 


24. 969 


28. 090 


28.450 


PLACE400Q4I5 


117. 128 


42. M9 


42. 067 


13.307 


25.782 


58.009 


67. 901 


23.594 


PUCE4OO04I6 


155.173 


151.945 


41.224 


24.312 


34.852 


60. 268 


78.927 


60. 597 


PLACE4000424 


49.737 


20.815 


19.113 


10.882 


15.430 


26.353 


51.392 


21.253 


PLACE400O431 


94.197 


46. 298 


22.172 


18.259 


30.613 


23.575 


63. 647 


39.828 


PUCE4000443 


5.628 


10.390 


1.885 


3.662 


4.723 


4.338 


8. 728 


4. 152 


PLACE4000445 


112.063 


123.064 


82.212 


73. 969 


75.667 


71.847 


80. 872 


98. 196 


PUCE4000450 


236.301 


129. 164 


80. 479 


58.100 


59.886 


126. 244 


134. 749 


85. 784 


PLACE4000455 


48.423 


52.624 


22.324 


12.728 


17.652 


29. 121 


33. 876 


28. 299 


PUtE4600465 


106.01* 


96. 543 


76.272 


77. 100 


59.155 


46.270 


60. 646 


57. 534 


PUCE4000466 


291.255 


313.894 


141.390 


I4Z.098 


110.817 


145. 538 


179. 778 


235. 989 


PLACE4000472 


361.477 


283.612 


184. 390 


172.988 


162. 349 


205 973 


249. 573 


175. 977 


PLACE4000487 


71. 130 


60.554 


31.674 


34.491 


38. 357 


27.786 


47. 292 


39. 254 


PUCE4000489 


95.437 


42.543 


2llt7 


24. 559 


29. 344 


31. 561 


68. 977 


55. 815 


PLACE4000494 


88.573 


62. 176 


35. 502 


19.031 


26.845 


35. 819 


41. 938 


46. 527 


PLACE4000502 


149.633 


181. 173 


61.673 


64.434 


54. 907 


64. 869 


78. 120 


106. 317 


PLACE4000521 


204. 368 


56. 842 


53.769 


22.018 


39. 395 


90.039 


90. 251 


41 . 190 


PLACE4OO0522 


70. 773 


56. 092 


27.371 


16.069 


23. 518 


31.46) 


43. 466 


39. 760 


PUOUfltidStt 


155. 193 


45.421 


44. 392 


17.892 


44. 28) 


65. 488 


98. 332 


46. 179 


f*LAtE406flS48 


47.086 


28. 598 


16.763 


16.406 


16.740 


16 619 


38. 465 


30 778 


pUc£4d(Sd5« 


Id. 36^ 


12.539 


7.971 


S. 855 


5. 400 


4.652 


8.570 


10.74b 




70. 383 


51.427 


22.039 


21.955 


29.024 


23.682 


53. 726 


32.562 


PUCfe4OOO50O 


24. 623 


8.914 


5.754 






10.260 


10.943 


10. 189 


PUCE4000593 


72.087 


47.fi?.2 


23.674 


21.723 


iS.i& 


31. 598 


4?.M4 


27.961 


PUCE4OO0612 


363.116 


155.910 


113.800 


4LW 


124.093 


178.284 


193.620 


70.237 


PUCE4O00638 


77.534 


58.5;7 


30. 744 


28.131 


38.112 


34. 764 


51. 100 


28. 946 


PUCE4000650 


45. 331 


36.490 


20. 134 


15.928 


17.671 


20.345 


43.714 


24. 670 


PUCE40006S1 


81.785 


55. 3;i6 


31.545 


34. 295 


31.108 


38.514 


81.922 


45. 304 


PLACE4000654 


6. 383 


10.852 


2.069 


2.695 


5. 385 


0. 000 


8. 009 


5.077 


PUCE4000670 


26.614 


19. 086 


6.113 


5.853 


8. 977 


8.517 


6.611 


9.175 


PLACE400068S 


353. 509 


395.694 


218.442 


282.931 


172.870 


251.552 


212.919 


154. 500 


PLACE4000687 


6.072 


45.334 


*.252 


2.662 


3.323 


6.156 


15.595 


9.677 


PLACE5000003 


40.413 


19.7154 


16.619 


10.777 


8.559 


21.575 


38.678 


19.632 


PLACE5000005 


29. 397 


16.4)0 


10. 583- 


8.840 


8.662 


14.637 


23.435 


12.8J3 


PLACE5000019 


23.138 


11.436 


9.892 


8.427 


12.232 


11.988 


17.815 


11.445 


PUCE5000021 


11.535 


7.575 


5.665 


2.261 


3.314 


5. 302 


13.774 


6.297 


PLACE5000022 


46.567 


29.719 


16.482 


17. 005 


14.276 


21.478 


42.140 


22.462 


PU6E50W024 


41.449 


27.083 


21.424 


11. 180 


17.296 


33. 257 


43. 529 


32. 884 




70. 785 


39. 582 


20.917 


20. 141 


20.809 


27. 945 


49. 655 


22.062 


PLACeSO00O&9 


549.660 


916.568 


204. 531 


124. 489 


88.404 


320. 138 


300. 571 


165. 922 


PUCE5000076 


14.669 


19.597 


4.25s 


0.960 


4.723 


7.49* 


10.966 


10. 788 


PLACE5000117 


42.649 


51.048 


28.71* 


26. 359 


19.372 


24. 252 


35. 991 


32.282 


PLACE50OO143 


56.211 


38. 124 


31.388 


29.118 


16.931 


30. 201 


34.414 


32.265 


PLACE5000152 


7.979 


4.543 


4.880 


1.278 


1.829 


5.715 | 9.925 


4. 547 
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PUCHS000154 


70. 894 


26.982 


21.228 


26.625 


17. 971 


32.836 


43.570 


45. 054 


PLACE 5000155 


443. 969 


270.563 


174.040 1 


39.163 


137.024 


244.271 


195.771 


169.360 


PUCE5O0O165 


529. 207 


254.686 


202.448 1 


23.963 


145.432 


257.836 


242.614 


165.245 


SKNMC1000004 


20.836 


13. 305 


17.789 


33.557 


11.594 


10. 964 


6.648 


21.306 


SKNHC1 000011 


19. 687 


9. 046 


7.372 


8. 263 


7.296 


15.689 


11.182 


14.777 


SKNttltAOwt* 


9. 40? 


12.821 


9.287 


3.794 


5.931 


6.702 


10.997 


8.736 


SKNMC1000014 


49.003 


43.832 


32.008 


24. 681 


23. 480 


20. 065 


21.197 


18. 671 


SKNMC1000018 


33. 522 


17.298 


13.017 


4.236 


8.795 


16.555 


20.822 


IS. 790 


SKNMC1 000020 


41.784 


25.172 


10.947 


6.067 


6.258 


17.499 


22.243 


15. 547 


SKNMC1000046 


21.429 


19.675 


15.389 


7. 367 


8.974 


13.224 


14.566 


12.097 


SKM.C1000050 


22.145 


26.518 


10.065 


7. 977 


7.275 


14. 859 


11.644 


8.042 


SKNMC1 000062 


338.427 


274.434 


175.123 


32.052 


150.251 


235. 537 


155.269 


137. 370 


SKNMC1000075 


2ti. 756 


21.07* 


10.730 


10.756 


8.063 


10.684 


15.925 


10.454 


SKNMC 1000082 


24.604 


10.460 


9.4J5 


7.978 


7.660 


lUlft 


12.376 


12. MS 


SKNMC 1000091 


36.258 


20. 984 


12.691 


12. 987 


9.671 


18.161 


17.028 


15.150 


SKNMC1000099 


27. 554 


15.672 


10.331 


8.117 


8. 086 


17.003 


23.741 


6.484 


SKNMC 1000 104 


38.010 


34. 379 


9.892 


7.092 


9. 487 


18. 879 


"22.259 


6.010 


SKWC1000113 


39. 920 


26. 152 


14.548 


11.762 


15.067 


12.794 


17.603 


10.906 


SKWC1000119 


68. 128 


70. 122 . 


43.005 


35.267 


28. 955 


35.214 


34.073 


39. 116 


SKJfllC100D142 


32 190 


14.734 


11.314 


9. 644 


8.615 


13.750 


11.275 


II. 126 


SKNMC 1000 170 

*i*%IWW 1 WWW I I M 


27.87/ 


27.618 


13.752 


3:407" 


7. 172 


K.123 


19.815 


13.284 


SKKMC 1000 178 

vHnHW 1 WWW f 9 W 


70. 066 


63. 234 


33.059 


29.079 


25.498 


46. 5b9 


40. 085 


31.660 


SKNMC10QQ194 


49.613 


30.075 


14. 523 


13.545 


13.410 


19. 965 


25. 730 


19.940 


SKNMC 10001 98 


36. 190 


30.269 


18. 321 


16.365 


19.849 


22. 261 


23. 973 


21. 923 


SKJfUCI 000225 


20 577 


23.995 


7.702 


12. 589 


11.016 


9. 595 


24. 700 


19.639 


^kMJIC10OO24d 


" 35.318 


7.307 


2.999 


2.393 


1. 501 


10.815 


6.991 


7.735 


Spi fli] 000007 


17. 285 


35. 392 


16. 709 


18. 674 


6. 880 


10.787 


9.808 


21.699 


£PL FN 1 0000 1? 

viLUI 1 WWW 1 t 


79. 902 


26.456 


22. 780 


18.019 


22. 231 


32. 118 


34. 361 


44 355 


SPl FN1000014 


86 560 


12. 587 


39.565 


11. 907 


15. 132 


29. 061 


14. 109 


26.998" 


spI FHibbbfl^fi 


39. 586 


28. 908 


15. 910 


11. 331 


10.780 


20. 946 


21. 977 


20. 383 


ill LLH 1 UUUUJ3 


0. 000 


0.000 


0. 000 


0. 000 


0.000 


0. 000 


0. 000 


2. 428 


SM FH 1000068 


42. 216 


61. 333 


16.982 


24. 191 


14 315 


17. 337 


19. 640 


62.286 




80. 933 


51. 171 


18. 946 


13.264 


J4.37S 


3S. i\i 


43.609 


27.418 


orucn IUUU IU 1 


56. 109 


102. 035 


38.061 


51. 936 


36. 704 


44. 974 


32. 451 


43. 745 


*pi FMinnniflii 


28. 462 


16. 640 


8. 555 


5. 187 


16. 134 


1 1. 421 


13. 414 


8. 735 


tPt FM10flnil3 


51. 510 


25. 822 


25. 943 


12.637 


11. 070 


26. 855 


29.899 


18. 889 


SPl FN 10001 14 

wr LCH 1 www 1 1^ 


35. 034 


24. 235 


14. 342 


6. 652 


10. 171 


1 5. 802 


22.089 


21. 376 


SPLPN 1000132 

f\ Lkll 1 WW Idd 


49. 855 


38. 464 


20. 708 


19.052 


11.964 


26. 849 


30. 806 


43. 790 


SPLFM1QO0135 


69. 620 


36. 735 


26. 241 


10.036 


13.578 


35. 866 


51. 104 


20. 505 


SPLFN1 000136 

m Ltn i wwu i ww 


63. 959 


49. 187 


29. 950 


19. 924 


33. 180 


31. 548 


43. 178 


34. 511 


SPLEN10Q0141 


23. 876 


26. 906 


13. 071 


72. 200 


12. 564 


17. 177 


27.098 


35. 500 


SPLF-N 1000164 

wr Lbn i wwm i w . 


16. 339 


35.856 


IB. 324 


17. 346 


11.288 


11. 589 


21.271 


23.356 


iPLENitlioiw 

> 4 n t ww i ww 


24.814 


15. 925 


15. 170 


6. 132 


3.719 


14.352 


21.337 


12.600 


SPLEN 10001 75 


25.901 


21.258 


13.665 


11.257 


7.394 


16.665 


16.969 


14.377 


spiHiiwOiSz 


18.056 


12.663 


11.532 


12.004 


2.626 


8.556 


12.618 


37.351 


SPLfcNlOOOl85 


26. 100 


41.959 


17.505 


17.472 


10.054 


14.816 


18.440 


19.857 


THYMUI000004 


44.412 


116.214 


81.748 


45.350 


91.67* 


71.223 


64.954 


80. 324 


THYMU 1000009 


92. 202 


3i.74u 


24.767 


13.955 


2«. m 


46. m 


46.694 


1*3.3*7 


THYMU 10000 15 


119.421 


76. 777 


57. 343 


70. 294 


56. 242 


w. 116 


„S.!i2w 


70.762 


THYMUl0O0dl6 


74. 630 


122. 372 


55. 398 


55. 977 


36. 943 


34. 305 


35. 686 


44. 484 


THYMU1000023 


48.992 


17.205 


14.380 


8.168 


8.168 


17.212 


29. 149 


11.470 


THYMU1 000034 


23. 593 


20.349 


11.577 


29. 307 


1770 


14. 408 


18.502 


24. 353 


THY MU1 000035 


4. 371 


10.319 


4.870 


4.657 


3.211 


i 3.832 


10.406 


7.814 


THYMU1 000037 


20.625 


19.668 


15.919 


5. 609 


7.443 


10. 224 


15.344 


11.760 


THYMUS 666642 


26. 144 


27. 737 


22. 945 


14. 582 


17.170 


26.145 


15.958 


21.660 


THYMLM66647 


82.365 


77. 958 


47. 952 


65.513 


51.443 


41.986 


46.858 


56.202 


THYHUIwwOw 


61.757 


49. 927 


18.225 


18.738 


26.953 


26.454 


51.613 


35.091 


THYMU 1000094 


19.467 


u m 




40. 321 


30. 569 


39. 369 


33. 394 


96.550 


THYMU1OO0109 


149.316 


123.466 


67.776 


64. 336 


47. *W. 
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THYR01000852 


26. 571 


15.703 


9.149 


9.589 


4.965 


8.428 


10.204 


11.995 


THYROl 000855 


45. 596 


37.371 


20. 596 


42.732 


32.911 


16.694 


31.555 


30.260 


THYR01000865 


72.472 


80.181 


43.954 


56. 430 


21.283 


38. 134 


52.647 


49.076 


THYROl 000866 


136.754 


43. 702 


88. 564 


12.275 


34.870 


89. 966 


25.647 


39. 646 


WVMS1000881 


484.415 


303.533 


220. 883 


56.089 


149. 161 
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229.042 
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14. 132 
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36. 286 
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239. 935 
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25. 922 
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20. 225 
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40.030 
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1 1 574 

1 1 . 3( «♦ 
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15 911 
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34. 577 
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31.618 
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lb. ) I £ 


07 ICC 
Li . JOb 
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35.430 
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18. 774 


31.803 
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THYROl 001 t 21 


52. 621 


42.522 


27.046 


29.236 


28. 248 


24.648 


46. 988 


38. 643 


THYROl 00 1128 


136. 958 


100. 049 


61.329 


56 461 


53.098 


61. 066 


60. 358 


56. 767 


THYROtOOt 133 


94. 452 


101.822 


62.367 


57. &36 


40. 128 


46. 930 


37. 716 


49. 125 


THYROl 0011 34 


17. 941 


17. 461 


8.019 


4.846 


6.568 


9. 163 


14. 613 


12. 344 


THYR01001142 


10.016 


5.374 


4. 501 


1.699 


2.274 


4.180 


3. 267 


3.903 


THYRO1001173 


315. 863 


215. 361 


158. 303 


99.619 


143.648 


173. 339 


189.443 


126. 977 


TnYRflfdOliyS 


38.323 


13.237 


7.198 


6.214 


10. 354 


14.774 


23.098 


12.914 


THYROl 00 1177 


65.825 


73.170 


30. 535 


23.781 


36. 556 


23. 552 


39. 234 


27. 932 


THVftMoomi 


71.764 


109.415 


54. 057 


80.715 


51,976 


45.521 


44. 962 


108. 449 


THYR010D1194 


43.753 


58.316 


68. 460 


31.797 


22.784 


16.960 


16. 508 


31.677 


THYROl 001 204 


24. 393 


20. 084 


15.874 


17.477 


14. 104 


29.010 


29.959 


20.054 


THYROl 001 205 


444. 098 


372. 962 


225. 154 


217.033 


189.087 


246.605 


214.186 


193.594 


THYR0100I213 


59. 798 


77. 150 


45. 729 


51.526 


31.541 


26. 773 


25. 362 


35.040 


THYROl 001224 


53.123 


51.273 


33.830 


51.454 


44.844 


34.214 


24. 649 


47.409 


THYR01OO1237 


105. 442 


74.420 


27. 897 


20. 382 


32.686 


50.109 


49.913 


35.697 


THYRM01242 


742.882 


336.755 


278. 663 


173.174 


332.014 


438. 140 


525.417 


308. 380 
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7HYR01001258 


115. 192 


68. 322 


27. 962 


28. 447 


39. 496 


73. 140 


89.614 


50. 152 


THYR01001262 


29.592 


38. 992 


24.922 


22. 829 


20.191 


14. 595 


14.582 


19.309 


THYR01Q01266 


24.695 


23. 851 


16.014 


7. 968 


11. 573 


18.488 


19.268 


13.434 


THYR010D1271 


37.090 


37. 276 


12. 145 


11.215 


2.868 


19. 505 


17. 992 


11.460 


THTR01001287 


69.292 


40. 644 


17.033 


16.333 


18. 990 


24. 523 


40.591 


27.350 


THYR01001290 


38. 183 


9. 77K 


9.132 


6.909 


7.883 


17. 550 


22. 844 


10.046 


THYR01Q01291 


27.455 


31.200 


13.335 


8.894 


13.643 


16.343 


24.246 


14.305 


THYRO10O1297 


22.802 


40.193 


15.454 


24.356 


18. 908 


13.849 


19.636 


27.811 


THYRO10O13O2 


32.724 


25.03<J 


21.076 


11.586 


19.524 


23.410 


57.069 


22. 259 


THYR01001313 


54.483 


44.71(1 


22.791 


17.196 


22.860 


28. 535 


38.530 


26.619 


THYR01001320 


67.151 


79.3951 


38.582 


43. 377 


31.441 


31.488 


30. 487 


34.150 


THYROJ001321 


32.185 


46.76(1 


20.156 


31. 133 


26.936 


21.803 


17.729 


26.264 


THYR0I0D1322 


56. 040 


44.13 ( .l 


25. 288 


35.717 


2d\"?45 


19.900 


28.415 


30.093 


THYR01001327 


11.598 


12.117 


3.614 


3.130 


6.2B5 


5.136 


8.978 


9.997 


THYRO tOO 1336 


45. 342 


100.054 


38. 339 


43.663 


34.416 


23. 794 


31.249 


61.226 


THYR01001347 


8.316 


11.56!) 


4.451 


4.135 


3.827 


2.861 


6.260 


3.931 


THYR010O1358 


96. 749 


91.718 


27.513 


38.148 


45. 764 


39. 905 


54. 447 


48.267 


THYR010O1363 


76.229 


50. 596 


45.707 


32.563 


22.003 


40. 930 


35.965 


23.714 


THYR01001365 


63. 340 


44.75!i 


24.569 


15.278 


14.500 


31.255 


62.023 


22.216 


THYR0100I374 


80.359 


54.703 


28. 941 


21.895 


26.409 


86.809 


59.724 


67.154 


THYRO 100 1401 


138.528 


81.793 


116.025 


15.772 


62.059 


81.850 


81.710 


84. 369 


-mYR01001403 


75.077 


60.25* 


47.159 


43. 576 


31.391 


38. 040 


41.579 


34. 801 


THYR01001405 


75.788 


6192!) 


37.018 


66. 708 


25.398 


44. 268 


169.777 


92. 288 


THYR0I0O1406 


99.789 


119.681 


106.617 


11.553 


73.294 


82.322 


63. 741 


106.694 


THYR010D1411 


164.801 


15*. 374 


122.876 


01.156 


90.616 


97.554 


90. 344 


81.141 


THYR01001420 


467.850 


125.400 


141.742 


95.133 


79. 850 


256.705 


243. 974 


168.095 


THYR01001426 


179.694 


226. 744 


136.6tt. 


182.920 


57.915 


158.6U 


76.886 


79.382 


THYR010O1430 


42. 233 


36. 30S 


*4.26* 


13.334 


24. 942 


28. 220 


31.096 


31.763 


THYR01W1414 


101644 


40. 42 9 


23. 142 


v.ws 
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16.721 


46.&71 


13.694 


fHYR0lWt45fc 


86.810 


51.093 


28.872 


22.686 


29.334 


38. 972 


42.073 


32.789 


THYR010O1457 


98.410 


46.954 


51.922 


44.428 


26.365 


68.702 


73. 800 


71.948 


THYR01001458 


142.203 


61.648 


63.756 


91.611 


29.372 


63. 294 


57.491 


83.860 


THYRQ1Q01459 


98. 569 


70.732 


48. 940 


49. 572 


33. 394 


53.365 


59. 458 


61.428 


THYR0100I471 


29.011 


30. 922 


22.501 


12.339 


12.979 


11.855 


19.026 


15. 004 


THYRO I 001 478 


88. 744 


24. 933 


23.684 


23.261 


16.773 


41.417 


28. 941 


16. 857 


THYRQ1001480 


198. 549 


217.139 


159. 064 


171.096 


130.028 


161.021 


98. 977 


203. 804 


THYR01001481 


72.983 


76. 982 


51.877 


37.940 


41.871 


34. 1 56 


32. 190 


31.811 


TKYR01001487 


156.213 


112.142 


110.985 


77.310 


74.839 


88.309 


62. 208 


64. 884 


THYR01Q01495 


60.311 


64.175 


75.269 


57. 588 


39. 964 


22.882 


51.168 


78. 626 


THYR01001498 


60. 093 


50.240 


28. 962 


43.623 


28. 080 


27.349 


44.121 


57.310 


THYR01001510 


78. 106 


71. 131 


37. 969 


22.613 


29. 598 


45. 141 


25.613 


34.714 


tHYM!0O15l2 


146.930 


95.726 


82. 300 


47. 386 


70.311 


138. 360 


106. 274 


87.137 


THYR01001519 


143.411 


115. 340 


57.861 


92.182 


36. 860 


B9. 655 


54. 540 


72.487 


THYR010O1522 


86. 178 


52.213 


40. 302 


33.014 


26. 267 


48. 497 


38. 421 


32. 647 


THYR01001523 


42. 807 


21.996 


19.646 


7.023 


IS. 176 


31.304 


17.358 


26.586 


THYROlMlSi* 


28.272 


36.470 


18.141 


20. 984 


18.220 


25.059 


22.056 


22. 382 


THYR0I001529 


56. 422 


40.050 


50.636 


49.921 


36.172 


38.431 


43.929 


41.984 


THYR01OO1534 


79.983 


41.665 


36.130 


45.070 


31.736 


27. 199 


39.647 


22.708 


THYR01O0J537 


266. 845 


336. 357 


127.186 


167.167 


121.366 


235.919 


269.119 


105. 552 


THYR01001541 


184. 924 


142.434 


89.266 


94. 007 


73. 101 


77.708 


42.435 


36.282 


THYR01001545 


4$. 721 


26.807 


17.637 


23. 355 


11.596 


33.223 


26.025 


32.640 


THYR0106155* 


30.285 


28. 0!i0 


27. 503 


21.583 


24. 440 


18.855 


21.731 


20.280 


THYR01001S63 


81. 147 


53. 590 


40. 132 


34. 989 


31. 762 


54. 315 


46. 120 


51. 808 
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1 53.241 


43.074 


13.542 


48.479 


91.833 


66. 191 


35.765 


tmmmmwtiam 


40.8115 


58.993 


29. 240 


41.403 


54.710 


52.876 


28.623 


THYR01001584 


69. 312 


78. 135 


36.886 


44. 973 


43.785 


43.480 


40. 786 


52. 141 


THYR01001593 


44.626 


47. 2M 


1544 


35.805 


8. 587 


5.74/ 


5.738 


4. 447 


THYR01001595 


86.656 


61.3IS3 


41.727 


44. 260 


36.433 


28. 946 


28. 668 


31.638 


THYROlOOIfttS 


68.810 


32.126 


33. 747 


19.824 


25.437 


33.051 


41.347 


20. 355 


THYR01001602 


83. 486 


75.5:27 


45. 307 


63.834 


30.332 


45.771 


44. 672 


49.010 


THYR01001665 


44. 557 


32.876 


26. 697 


55. 092 


18.403 


5.627 


17.556 


16.576 


THYR01001608 


155. 484 


67.359 


43.850 


31.079 


31.843 


58.215 


58. 920 


39. 494 


7HYR01O0161? 


84. 35* 


72. 661 


68.377 


48.198 


S4.691 


37.282 


30.097 


54. 744 


THYR01001834 


61.852 


- 39.793 


24. 126 


16.827 


22.530 


35.972 


34.077 


28. 775 
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THYROI 001637 


114.477 


126.686 


100.621 


17.604 


62. 577 


74. 963 


57.380 


70.174 


THYR01001641 


56.288 


37.515 


23. 987 


22.669 


22.635 


47.096 


31.301 


36. 440 


TWYR01001656 


46.272 


34. 075 


24.272 


14.259 


16. 135 


20.671 


23.336 


16.130 


THYR01Q01658 


38.715 


35. 384 


15.215 


12.669 


11.948 


23.345 


31.267 


21.631 


THYR01Q01661 


32. 296 


22.714 


17.431 


15.015 


9.537 


9.794 


20. 777 


17.147 


THYR01001671 


50.011 


59. 547 


50. 424 


34. 364 


50. 747 


38.082 


34. 858 


41.054 


tMRdlCdtSte 


174.047 


48.626 


52. 990 


17. 925 


41.361 


103.416 


95.249 


37.062 


THYRO1O01673 


84. 547 


78. 591 


41.886 


44.045 


40. 533 


34.065 


30.562 


33.114 


THYRO1O01677 


115.789 


184.195 


53. 250 


75.184 


37.282 


129. 575 


60.337 


112.501 


THYR01001683 


38.015 


42. 900 


56. 368 


26. 898 


58. 930 


62.855 


51.341 


29. 701 


THYR01001700 


96.033 


45.482 


30. 258 


16.461 


15. 124 


50. 006 


58.501 


25.463 


THYRdl(JfllW2 


104.525 


90. 670 


66.901 


45.679 


27. 558 


56. 203 


56.767 


54.824 


THYR01001703 


130.645 


112.852 


65.413 


39.114 


40. 388 


88.732 


101.241 


68. 988 


THYR01001706 


91.082 


82.049 


58. 522 


50. MO 


37.126 


36. 387 


37.2>7 


63.203 


THYR01Q01721 


34.852 


21.558 


20. 543 


5. 921 


22. 162 


9.493 


31.475 


17.215 


THYR0100I725 


49.609 


39.621 


22.513 


28. 557 


23.707 


34.262 


31.779 


30.693 


THYR01 001730 


401.603 


145.337 


161.719 


64.173 


142. 140 


284.093 


229.429 


104.416 


THYR01001738 


89.896 


75.892 


33.629 


38.777 


22.430 


45. 582 


54.154 


54.913 


THVft01001^43 


49.231 


21.758 


27. 130 


12.056 


9. 553 


33.154 


29. 680 


20.832 


THYRO 100 1745 


34. 753 


17.745 


12.052 


5.144 


9. 946 


20. 567 


17.357 


15. 138 


THYR01001746 


41.44* 


J?. 766 


23.995 


18.634 


16. 249 


24.636 


33. 799 


27. 306 


THYR01O0177O 


103.357 


62.531 


51.786 


43. 073 


39. 785 


55. 980 


54. 332 


47. 446 


THYR01O01772 


129.127 


129.155 


79.515 


82.371 


76. 101 


53.649 


49. 368 


77. 136 


THYR01001778 


384.882 


146.526 


97. 702 


61.349 


90.096 


136.302 


175. 998 


86.458 


TMYR01001793 


105.591 


94. 089 


51.614 


51.310 


47. 627 


57.471 


55.262 


69.224 


THYRO1Q01796 


218.755 


90.413 


86.089 


46. 396 


63. 339 


153.810 


148.699 


63.431 


THYR01001800 


89.126 


64. 948 


37. 534 


20.212 


33. 235 


41.405 


36. 130 


25.761 


THYR01001803 


272.135 


195.625 


179.931 


121. 130 


156. 151 


183. 032 


218. 545 


154.914 


THYR01001809 


58.170 


31.728 


28. 593 . 


29. 699 


25.633 


36.9S4 


29.839 


25. 467 






26.089 


15.924 


19.828 


34. 567 


51. 140 


43. 878 


THYROI 001S19 


190. 982 


76.509 ! 


54. 579 


22.923 


63. 162 


79.239 


96. 822 


48. 339 


THYR01001828 


234. 551 


180.238 


92. 244 


80. 148 


104. 168 


85. 912 


160.310 


122. 500 


THYROI 001 854 


219. 242 


211.323 


112.250 


150.918 


95.727 


100. 608 


75. 437 


109. 696 


THYROI 001 895 


44. 632 


35. 971 


20.836 


14.220 


19. 503 


17. 351 


23.442 


22. 241 


THYR01001907 


93.660 


85.352 


41.680 


44. 441 


40.868 


38. 888 


56. 595 


43. 717 


TRACH 1000006 


33.077 


27.517 


13. 610 


11 659 


11 195 


23. 390 


21.396 


13 582 


TRACH1004dl3 


26.029 


19.365 


8 037 


11 958 


5.076 


14 402 


20 496 


12 167 


TRACH1 066074 


86. 302 


70.850 


32.892"" 


34.317 


28. 366 


44.067 


58.165 


52. 228 


TRACH1 000095 


48. 021 


44.110 


17.672 


16. 895 


20. 410 


35. 389 


47.442 


40. 607 


TRACH1000102 


160. 667 


128.745 


55.282 


64. 147 


57.430 


67.455 


96. 519 


73. 638 


TRACH1000108 


25. 597 


37.670 


13.402 


14. 907 


16. 504 


16. 136 


17. 158 


22. 858 


TRACH1000126 


77.681 


74.516 


36.350 


26. 803 


33. 821 


49.762 


65.600 


50. 277 


TRACH1000146 


73. 548 


74.493 


25.762 


17.947 


22.979 


32.054 


38.447 


25. 115 


TRACH1000160 


48.076 


58.220 


20.043 


15. 138 


20.069 


33. 175 


33.858 


10.911 


TRACH1000184 


91.686 


86. 638 


74.932 


279.361 


88.220 


48. 252 


53.846 


52.975 


VESEM000004 


62.054 


51.690 


18. 581 


21.964 


17.610 


25. 122 


42.606 


29. 900 


VESEM 1000007 


99.131 


44.516 


29. 577 


21.187 


27.518 


43. 145 


68. 086 


49.423 


VESBiliftddU 


171.250 


57.002 


40.813 


26. 552 


35.545 


51.737 


104.132 


45. 994 


VESfeNld0602i 


154.863 


100. 292 


99.295 


65.620 


64.165 


105.318 


97.599 


79.474 


VESEN 1000059 


144. 402 


97. 274 


74. 579 


50.603 


39.182 


86.619 


98.065 


63.442 


YESEfilflddlOO 


189.864 


121.300 


76.817 


72. 933 


34.794 


116.439 


77.465 


65. 031 


VESEN1000107 


86.037 


54. 735 


41.418 


35.034 


31.521 


66.067 


66.041 


39. 378 


VESEN10MU7 


*6. 67* 


47.432 


28. 526 


16. 406 


24. 766 


41.803 


57.926 


29.302 


VESEN1000122 


58.990 


42.673 


43.051 


39. 986 


31.414 


56.718 


73.186 


51.792 


VESENldOdW 


28.827 


12.637 


7.708 


3.164 


il-SU 


19. Add 


24.445 


12.J13 


VESEH1000195 


163.283 


63.672 


50. 465 


38.118 


37. 080 


54. 086 


101.701 


58. 407 


VESENI000215 


9.881 


2.089 


6.413 


1.074 


! 2.285 


0.000 


7.414 


9. 842 


^Nioddi7d 


402.741 


271.057 


182.622 


118.097 


169.914 


225.654 


188.843 


101.819 


VESEN1000363 


302.568 


148.812 


122.811 


95.469 


86.731 


148. 698 


141,113 


78.717 


VESEN10O0388 


162.477 


40. 549 


65. 388 


30. 129 


37.997 


96.063 


69.144 


56. 497 


VESEN1000394 


142.530 


93. 533 


77.611 


46. 922 


58.268 


86. 276 


96.211 


70. 505 


VESEN1000410 


136, 126 


38.001 


29. 774 


12.727 


26.741 


68. 366 


54.097 


'M.*37 


VESEN1000411 


95.259 


49. 542 


42.301 


40. 898 


26.132 


46. 132 


57.517 


59.117 


VESEM1000415 


97.225 


63.935 


46.211 


36.640 


29. 907 


51.713 


51.249 


62.215 
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YESEH1000440 


101.690 


47. 149 


49. 195 


32.607 


27. 881 


49.154 


46.485 


40. 340 


VESEN1 000452 


188.242 


75.844 


67.851 


21.929 


49. 688 


101.557 


105.023 


55. 625 


YESEN1000539 


393.622 


128.413 


233.289 


55. 268 


285. 073 


217.892 


156.970 


106.498 


VESEK1 000554 


44.150 


40. 448 


28. 459 


17.920 


17.204 


20. 338 


40.271 


30. 185 


VESEN1000557 


108.763 


50.564 


47.257 


21.505 


36. 349 


59.158 


68. 956 


34.611 


VESEN1O0O575 


151.228 


53.084 


39.503 


26.612 


41.610 


59.636 


65. 502 


37.895 


VESEHI000585 


106.127 


43.069 


41.516 


30.022 


40. 857 


51. 129 


80.130 


52. 937 


VESEH1000592 


3.732 


4.371 


1.727 


2.763 


2.784 


4.336 


0.000 


0.000 


VESEN1000658 


122.632 


54. 799 


53.689 


27.783 


41.778 


66. 943 


69. 146 


46.823 


VESEN1000669 


454. 284 


184. 969 


184.094 


116.303 


152.848 


275.995 


209.035 


150.917 


VESEM1000743 


93.271 


66.577 


38.667 


37.030 


25. 203 


47.385 


47.073 


46. 048 


VESEM1000752 


132.397 


105. 539 


71.129 


71.113 


67. 050 


96. 768 


63.315 


77. 177 


YESEN1000761 


58.860 


37.210 


39.232 


28.055 


41.286 


48.665 


37.844 


25. 644 


VESEM20QQ039 


610. 708 


423.257 


575.130 


281.845 


514.008 


1029. 335 


742.044 


261.643 


VESEN2000102 


157.000 


So. 371 


47.526 


31.817 


43. 466 


78.881 


87. 904 


46.756 


VESEN20O0164 


67.615 


99.316 


47. 555 


50.732 


57. 545 


101.472 


141.913 


60.455 


VESEN20O0175 


11.198 


3.920 


4.227 


2.329 


1.446 


2.820 


3.186 


3.710 


VESEN2000186 


302.893 


166.977 


128.067 


01.481 


89. 845 


151.983 


136. 632 


157.737 


VESEN2000199 


364.016 


262.765 


186. 502 


152.072 


152. 565 


198. 826 


191.332 


195. 186 


VESEN2000200 


61.361 


28.617 


25. 760 


13.454 


12.471 


25.754 


39. 784 


31. 121 


VESEN2000204 


59.937 


29.170 


19.088 


10.312 


16.203 


30.641 


51.987 


24. 109 


VESEN2000218 


46. 156 


34.497 


30. 351 


21.300 


IS- 6^5 


31.656 


29.879 


27. 886 


VESEN2000230 


87.277 


57.160 


38.252 


30.651 


31. 117 


44.365 


42. 098 


43. 558 


V£SEN2tMotf2 


id. 3*6 


25.046 


id. 526 


14. 701 


21.471 


15.146 


23. 503 


20.851 


VESEN2OO0299 


81.003 


29. oes 


28. 969 


16.886 


22.798 


37.073 


38. 504 


23. 627 


VESENiOO0i23 


102. 974 


73.231 


65.632 


62.476 


64.170 


44. 083 


52.687 


53. 681 


VESEN2O00327 


273. 358 


190.4*3 


102.117 


60.523 


95.669 


114.144 


160.249 


65. 341 


VESEN2Q00328 


52. 003 


27. m 


15.775 


9.884 


11.945 


24.112 


26.254 


20.997 


VESEN2OO033O 


109.315 


77. 876 


36. 393 


27.267 


44.428 


48.237 


51.597 


44. 132 


YESEN2OO0336 


55.020 


22.112 


15.818 


14.036 


11.558 


21.687 


27.119 


27.342 


VES&i«(W354 


157. 246 


74. 8!S2 


37.950 


19.235 


42. 182 


51.559 


45.485 


29. 194 


VESEN2000378 


66. 998 


66.140 


23. 647 


15.673 


16.217 


28. 709 


41.497 


35. 393 


VESEN2OO0379 


54. 007 


68. 2(13 


27. 636 


45.302 


17.881 


35.928 


44. 060 


55. 125 


VESEN2000397 


27. 834 


20.615 


10.624 


8.727 


4.818 


15.386 


21. 163 


18. 688 


VESENZ0O0416 


32. 241 


18. 712 


9.8Z5 


8.843 


5. 474 


H.'fcsS' 


17.453 


16. 485 


VESEN2000420 


26. 334 


9.41)9 


7.013 


2.363 


5. 104 


8.281 


2. 634 


1.015 


VESEH2000430 


18.312 


20. 459 


ft. 183 


1 til 


4.975 


13.610 


17.050 


19. 805 


VESEN2000448 


39. 040 


15. 1113 


13.638 


4.769 


9.693 


14.334 


26. 387 


13. 923 


YESENZ000449 


130.475 


60. 437 


47.055 


28.198 


46.8>8 


64. 756 


79. 751 


49. 763 


VESEN2000456 


54.149 


49.6/6 


24.294 


20.921 


18.957 


24.771 


39.745 


38,640 


VESEN2000562 


96. 176 


59. 785 


49. 030 


22.452 


26:43* 


54. 420 


70. 890 


46. 405 


VESEN2DQ0573 


9.8D5 


2.3;>6 


1.730 


0.480 


0.850 


3.785 


3. 113 


2.414 


VESEN2Q006Q4 


89.021 


25. 246 


24.495 


10.300 




40. 448 


47.664 


24.062 


VESEN2000614 


309.658 


310. 143 


158. 396 


121.428 


98.306 


193. 176 


285. 544 


193.901 


VESEN2000638 


20. 825 


13.750 


9. 472 


3.518 


6.018 


8.616 


15. 565 


14.136 


VESEN2000641 


48. 159 


26.214 


12.211 


7.625 


12.728 


19.489 


34. 963 


19.847 


VESEM2000645 


59. 209 


24.195 


14.955 


7.186 


18. 507 


28.178 


34. 263 


17.733 


T79AA1000013 


157. 258 


82.237 


47.630 


29.858 


46. 920 


77. 296 


68. 488 


40. 042 


Y79AAJ00Q030 


243. 192 


141.007 


106.937 


74. 649 


80. 890 


166.613 


137.379 


98.647 


Y79AA1 000033 


49. 439 


83.718 


30. 433 


22. 365 


22. 376 


31.534 


35.936 


31.220 




41.732 


23.5S4 


14.154 


16. 224 


15.348 


13.136 


21.199 


16.632 


Y79AA1000041 


32.341 


27.270 


14.230 


18.610 


9.838 


21.052 


16.336 


19. 147 


Y79AA1000059 


153.140 


85.760 


57.915 


58. 738 


48. 608 


73. 595 


69.769 


54.893 


Y79AA166MS5 


29.024 


32.383 


43.083 


35.688 


53.004 


14.961 


23.027 


24.640 


Y7*AA10to081 


173.505 


497.689 


138.675 


253.938 


133.917 


128.427 


148.052 


120.067 


Y79AA1000127 


103.173 


80.281 


69. 484 


68. 351 


62.524 


80.674 


36.808 


76.356 


Y79AA1000130 


69.80) 


86.217 


30.512 


44, 271 


38. 125 


34.801 


24.913 


36. 307 


Y79AAI000131 


153.662 


1161.128 


226.879 


579. 469 


215.457 


854. 176 


483. 175 


1147.374 


Y79AA100Q134 


127.126 


50.652 


49. 040 


26. 779 


39. 721 


89. 186 


71.223 


41.628 


Y79AA1O00143 


3d. 064 




a. tat 


31.888 


43. 450 


26.885 


22.084 


33.064 


Y79AA1000144 


20.785 


16.047 


11.172 


9.422 


12.441 


12.606 


10. 549 


17. 382 


Y79AA1O001S0 


70.908 


50.343 


31.433 


31.813 


43. 554 


44.314 


68.333 


45. 702 


Y79AA1OO0153 


473.493 


498.355 


203.636 


356.247 


217. 748 


319. 244 


390. 823 


511.885 


Y79AAI000166 


75. 693 


64.809 


33.184 


43. 509 


28. 975 


33.094 


32.512 


48. 232 
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Y79AA1O00179 



Table 180. 



779AA10P0131 
779AA1000202 



86. 164 



80. 781 
306.822 



94. 446 



67.2)5 



49. 3S6 



32. 483 



55. 296 



29. 549 



56.791 



31.500 



60. 147 



35. 404 



47.613 



49. 327 



T79AA1OOO207" 



gjMflgjjgg" 
Y79AA1O00222 



105.429 



216.805 



T2T9FT 



147.425 



103.426 



383.142 
22. 954 



209. 292 



53. 587 



137.718 



152, 641 



73.034 



171.835 



183.832 



70. 343 



204. 38* 



147.889 



43.214 



45. 289 



192.552 



228.518 



T79AA1O00226 



Y79AA 1000227 



132. 385 



77.693 



Y79AA1000230 



1)5.766 



43.017 



61.846 



4S.896 
89. 296 



115.677 



67.073 



23. 388 



15.816 



40.474 



17.716 



61.011 



43.039 



19. 929 



TTTlT 



55.085 



16.881 



51.041 



16.837 



132. 959 



60. 149 



19.738 



67. 002 



28.415 



54. 778 



82.032 



TT998 



48. 803 



54. 529 



17 9AA 1 000258 



50. 494 
45.676 



47. 587 



29. 697 



53.770 



jTfjggjjggl 



Y79AA10Q0270 



16.499 
36. 988 



28. 305 



28. 552 



61.766 



21.170 



35. 684 



779AA1000280 



70. 349 



41.536 



30.031 



27.158 



32.631 



21.854 



40.259 



24. 070 



52. 901 
37. 272 



65.424 



53. 162 



33.771 
47. 984 



18.345 



65.427 



62. 953 
38.214 



24.490 



26. 984 



65. 925 



89. 369 



"5O05 



36.913 



29.457 



20. 903 



74.183 



"38. 891 



37.014 



42. 331 



f79AA 1000295 
Y79AA 1000307 



10. 340 

67. 533 



,42.207 
10.594 



25. 179 



11.909 



14. 304 



14.336 



7. 559 



12. 902 



34. 801 



24.865 



S.O40 



7. 052 



64.757 
107.870 



61,969 



'f 9AAIUUUJ 14 



Y79AA1O00328" 
Y79AAIOOQ334" 



1 50. 954 



25. 270 
70. 086 



88.811 



95. 224 



64, 592 



21.003 
48.685 



114.139 
21.314 
34. 036 



36.178 



31.101 



65.836 



55.127 



15.992 
IT394 



U8.725 



94. 564 



56. 928 



13.358 
T066 



106. 102 



146.279 



17.078 



94. 884 



25.728 



445. 189 
44. 966 



140.651 
28. 105 



"207.066 



mm 



170.033 



25,485 
280. 562 



44. 339 
201.342 



25.613 



13.811 



7074 



38.613 



18.724 



163. 577 
180. 947 



87.476 
135.094 



90. 030 



102. 606 
"54.018 



89.865T 



92.069 
5T56T 



36.284 



66.005 
141-347 



83.081 



137.226 



92.665 



121.401 



V79AA1000388 



34. 856 



f79AA1OOO405 



>79AA1OOO410~ 



274. 040 
^T78? 



29.318 



25.612 



169.752 



53. 178 



35.417 



Y79AA1Q0042Q" 



J67.438 



38.000 



96. 625 



46. 283 



19.321 
54. 384 



401.406 



27. 665 



109.904" 



64. 992 



46.383 
35. 299 



216.699 



15.987 



62. 391 



15.602 



37. 961 
20. 395 



19.430 



"If. 167 



2947505" 



21.983 



137. 141 



18.384 



169. 645 



34.628 



143.707 



13.307 



215.009 



36. 536 



17.286 



99. 999 



11.353 



V7$AA1ftdQ4*S 
Y79AA1O0O432 



51.920 



38.233" 



32.060 



27. 489 



39.005 



35. 194 



16.208 



18. 993 



25.311 



28. 308 



19.482 
30.801 



Y79AA100fl45> 



Y79AA 1000465 



100.064 



32.600 



106.207 



18. 505 



64.195 



77033 



,97.006 
49. 123 



20. 760 



89.211 
43.661 



8.375 



87.842 



17.684 



57.4)5 



9.114 



32.741 



39. 971 



35.705 



19. 534 
43.951 



11.349 



51. 138 



78. 959 



19. 307 



69. 898 
"32. 1 1 1 



Y79AA1QP0S0r 



n9AA1000521 
Y79AA1000S34" 



29. 200 



T 79 AA 1000538 



165.752 
40. 465 



23.820 



36. 763 



60. 574 



10. 903 



32.840 



"6477*4" 



19. 340 



25. 674 



37.392 



J79AAtO(to$4Q 
E7MA1000SM 



90.033 
97.472 



71.661 



35. 797 



29. 500 



27. 684 



164.490 



118.331 



?7^AAl600574 
Y79AA1O0OS84 



281. 384 



95.071 



68.241 
63. 966 
40.165 



27. 278 



44. 981 



19.819 



72. 553" 
95. 779 



27. 637 



81.691 



9. 990 



53.051 



22.639 



94. 837 



78. 679 



55. 445 



17.299 



52.065 



17.439 
23.181 



285. 257 



43.390 



20.S51 



233. 113 



40. 045 



64.022 



40. 270 
67. 204 



12.249 



463.011 



16.138 



163.460 



19.256 



Y9. 2$8 
137. 130 



27. 792 
8.373 



Y79AA100059r 



Y79AA1000600" 
Y79AA1000609 



£6.202 



9.124 
100.432 



T76T 



33.205 



70. 853 



41.902 



TiTMB 



22.835 



JJK 
66. 366 



1.074 



r79AA1000S18 
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25. 062 


43.179 


39.080 


Y79AA 1001 750 


294.250 


240. 534 


123.295 


13.859 


147.591 


113.999 


151.389 


151.480 


Y79AA1001760 


186.817 


180.985 


65.822 


68.036 


91.745 


92. 228 


144.742 


103.455 


Y79AA1001777 


125.250 


87. 579 


38. 902 


31.498 


34. 787 


51.175 


61.299 


47.365 


Y79AA10017B1 


0.000 


o.ooc 


0.000 


3.210 


1.473 


0.000 


0.000 


0.000 


Y79AA1001787 


114.565 


61. 16& 


49.706 


30.708 


31.661 


57.179 


72.608 


56.355 


Y79AA1001793 


186.933 


88. 77C 


84. 898 


59.826 


48.463 


74. 105 


167.655 


89. 090 


Y79AA1001795 


17.050 


21.582 


20.234 


15.314 


13.998 


18.815 


13.699 


16.861 


Y79AA1Q01799 


86.419 


58.330 


51.694 


35.379 


30.638 


47.701 


71.948 


46.535 


Y79AA1Q01800 


511.812 


97.958 


354.971 


49.190 


235. 401 


413.230 


490. 565 


73. 961 


Y79AA1001801 


67. 645 


45.550 


11.683 


27. 943 


20.138 


30. 425 


sUJi 


SS.2&J 


Y79AA1001803 


57. 387 


56.011 


59. 286 


17.563 


64. 207 


39. 997 


39.216 


36.149 


Y79AA1001805 


146.263 


170.531 


125.538 


76.023 


66.375 


74, 500 


58.882 


68.354 


Y79AA1001807 


112.057 


63.466 


54. 660 


28. 588 


34. 253 


46. 384 


86. 296 


39.426 


Y79AA1001827 


70.024 


30. 424 


44.198 


33.684 


23.703 


26. 135 


51.859 


17.610 


Y79AA1001846 


25.975 


42.461 


56.527 


62.241 


32. 960 


50. 520 


20.001 


36. 949 


Y79AA1 001848 


35.746 


22.982 


23.160 


9.894 


16.543 


12.462 


26. 092 


21.091 


Y79AA1001853 


281.071 


150.082 


159.752 


107.770 


164.169 


199.036 


174.168 


111.109 


Y79AA1001863 


190.420 


108. 799 


96. 407 


63. 758 


66.145 


100.694 


163.628 


77.595 


Y79AA1001866 


24. 530 


46.991 


37.466 


28. 167 


24. 388 


28.450 


20.721 


74.899 


Y79AA1 001874 


1.221 


5. 46 V 


0.848 


1.231 


0.291 


0. 598 


1.506 


1.497 


Y79AA1001875 


63.952 


58. 462! 


47. 436 


35. 846 


24.593 


39.313 


45.106 


40.636 


Y79AA1001907 


124.410 


250. 09(1 


50.333 


92.943 


49. 772 


74. 402 


107.811 


194. 562 


Y79AA1001908 


12.574 


13.54 V 


9.612 


6.931 


5.169 


7. 911 


11.534 


9.867 


Y79AA1001923 


33.859 


14.234 


14.248 


5.718 


8.352 


12.798 


25. 326 


7.829 


Y79AA1001927 


186.717 


76. 97ii 


44.024 


41.115 


46.490 


154.336 


107.236- 


39.239 


Y79AA100193D 


33. 259 


33. 470 


18.855 


24.382 


15.694 


32.271 


26.423 


29.042 


Y79AAI00193Z 


27.741 


23. 277 


12.768 


9.914 


14.699 


8. 522 


10. 994 


25.644 


Y79AA1001933 


34. 948 


36.160 


27. 478 


18.608 


18.230 


17. 284 


30.314 


30.361 


Y79AA1001942 


28. 803 


28.25:i 


22.497 


11.034 


11.547 


51.771 


43.263 


5.042 


Y79AA1001963 


68. 323 


43.8711 


42.080 


36. 240 


33. 736 


26. 445 


62.945 


56. 785 


Y79AA1001968 


55. 189 


120. 287 


31.107 


72.431 


32. 780 


37.209 


52.124 


87. 863 


Y79AA1001983 


91. 447 


44. 245 


40. 209 


17.481 


29.219 


49.886 


55. 561 


26.162 


Y79AM002000 


78. 569 


42.344 


37.253 


28.054 


28. 700 


41.938 


31.511 


26.090 


V79AA16M004 


135.629 


61.297 


55. 308 


50.333 


46.897 


62.884 


62. 767 


36. 527 


Y79AA10020Q8 


151.334 


65.665 


44.780 


33.954 


37.173 


46.166 


78.471 


49.925 


Y79AM002012 


140. 300 


132. 533 


88. 285 


105.977 


78.145 


59. 701 


57.183 


104.179 


Y79AMQQ2Q17 


36.327 


28.859 


17.564 


7.197 


8.297 


22. 866 


39.108 


18.179 


Y79AA1002022 


197.012 


109.640 


111.812 


71. 115 


58.794 


122.840 


108.973 


82.258 


Y79AA1002O27 


7.861 


6. 80/ 


5. 719 


3.405 


5. 503 


3.619 


4.935 


6.690 




52.645 


57. 007 


34. 182 


49. 101 


29.451 


26. 571 


25. 198 


32. 168 


Y79AA10020S8 


162.814 


86.786 


63.856 


46.043 


84.452 


92. 949 


131.501 


99. 159 


Y79AA1 002060 


74.517 


43.157 


38.911 


33.852 


57.622 


27.031 


33.624 


43. 906 


Y79AA40d20$2 


163.546 


122.645 


81.975 


88. 856 


64.753 


92.455 


75.321 


73.162 


Y79AA1 002065 


72. 537 


83.880 


24.771 


44. 298 


22.044 


30.756 


35. 287 


75.559 


iHfl.MMti-tMHHH 


1 16.681 


8.5S1 


6.098 


4. 972 


7.855 


26.231 


10.844 


. Y79AA 1002069 


153. 130 


40.843 


44.030 


9.535 


26.886 


75.515 


76.585 


29.038 


Y79AA1 002070 


255. 333 


63.953 


64.787 


58.175 


89. 400 


172.062 


64.355 


62.998 


Y79AA1002074 


168. 399 


367. US 


81.099 


265. 515 


107.873 


170. 520 


153.058 


388. 635 


Y79AA 1002076 


36. 931 


26.463 


13.779 


8. 886 


11.642 


20. 354 


19.122 


14.650 


Y79AM002083 


100.267 


39. 527 


25.359 


13.076 


27.519 


42.095 


30. 686 


16.092 


Y79AA1002084 


31.602 


37. 320 


24.313 


14.210 


13.535 


21.829 


27. 098 


16.412 


Y79AA1 002086 


43.060 


38.449 


21.971 


18.749 


10. 203 


19.023 


17.056 


19.318 
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Table 185 

Expression of each cDNA in human pulmonary arterial endothelial cells cultured in a 
medium containing bovine serum albumin, glycated bovine serum albumin or advanced 
glycation endproduct of bovine serum albumin (This table also contains clones without 
description in Examples). 

In the table, EC_G_B/EC_BSA and EC_A_B/ECJBS A represent the ratios 
EC_glycated_BSA/EC_BSA and EC_AGE_BSA/EC _BSA, respectively. 



EC_glycated_BSA EC_G_B EC_A_B 
Clone_name ECBSA EC_AGE_BSA /EC_BSA /EC_BSA 



GAPDH(Crl) 100.81 134.21 115.16 1.33 1.14 
|3actin(Cr2) 1101.9 1092.57 997.36 0.99 0.91 



ADRGL1000005 26.88 38.27 36.13 1 i 

ADRGL1000007 117.89 127.25 133.21 108 1 13 
ADRGL1000009 29.18 25.65 26.05 1 l 

ADRGL1000011 88.9 117.33 142.9 1.32 1 61 
ADRGL1000027 33.24 40.53 43.02 1 01 1 08 
ADRGL1000058 153.41 208.84 180.05 1.36 1 17 

ADRGL1000069 16.8 21.77 29 81 1 1 
ADRGL1000077 25.74 24.72 32.86 1 1 
ADRGL1000092 84.52 84.15 121.76 1 144 
ADRGL1000099 76.19 91.53 106.01 1 2 1 39 
ADRGL1 000136 52.34 44.76 63.06 0.86 1 2 
ADRGL1000147 46.08 45.18 52.15 0.98 1 13 
ADRGL1000159 31.52 40.24 42.72 1 01 107 
ADRGL1000160 52.34 60.37 62.29 1.15 1 19 
ADRGL1000171 21.46 16.78 25.59 1 [ 
ADRGL1000181 37.44 45.71 43.65 1 14 1 09 
BGGI11000015 52.42 71 65.47 1 35 1 25 
BGGI1 1000016 127.44 . 122.93 147.57 0.96 1 16 

BGGI11000017 25.65 25.74 31.33 1 1 

BGGI1 1000022 32.82 35.19 25.56 1 1 

BGGI1 1000031 44.42 43.8 40.25 0.99 0 91 

BGGI1 1000042 120.38 146.44 165.42 1.22 1 37 

BGGI1 1000046 74.72 58.85 84.95 0.79 1 14 

BNGH4 1000020 4286.08 3584.67 4330.96 0 84 1 01 

BNGH41000025 216.67 223.74 257.06 1 03 1 19 

BNGH41000026 25.76 28.16 35.52 1 | ' 

BNGH41000027 29.23 23.83 17 86 1 I 

BNGH41000035 280.32 238.34 305.66 0.85 1 09 

BNGH41000037 59.14 54.86 54 58 0 93 0 92 

BNGH41000042 356.1 324.08 411.07 0.91 1 15 
BNGH41000048 1201.37 869.03 739.91 0 72 0 62 
BNGH41000056 33.94 31.4 40.01 1 l 

BNGH41000087 77.58 81.76 91.07 105 1 17 

BNGH41000091 21.05 21.23 26 82 1 1 

BNGH41000157 81.11 57.28 77.46 0.71 0 95 

BNGH41000169 21.1 17.59 22.53 1 1 

BNGH41000181 63.54 56.92 70.08 0 9 1 1 

BNGH41000198 32.53 26.38 34.37 1 1 
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BNGH41000219 114.67 161.09 142.46 1.4 1.24 

BNGH41000229 130.25 139.85 138.03 1.07 1.06 

BNGH41000237 94.54 91.81 114.21 0.97 1.21 

BNGH41000238 33.23 62.41 30.4 1.56 1 

BNGH4 1000243 90 78.6 84.17 0.87 0.94 

BNGH41000270 22.87 30.92 20.81 1 1 

BRAWH1000004 43.72 38.29 36.26 0.91 0.91 

BRAWH10O0018 28.94 , 43.05 31.38 1.08 1 

BRAWH1000021 33.89 36.68 36.1 1 1 

BRAWH1000027 26.95 26.48 21.83 1 1 

BRAWH10O0029 24.31 26.41 29.83 1 1 

BRAWH1000040 49.28 49.78 51.7 1.01 1.05 

BRAWH1000050 1118.27 957.41 645.63 0.86 0.58 

BRAWH1000051 21.81 14.16 15.84 1 1 

BRAWH1000060 902.17 1021.85 719.09 1.13 0.8 

BRAWH1000075 40.92 36.18 34.01 0.98 0.98 

BRAWH1000081 49.31 40.89 33.79 0.83 0.81 

BRAWH1000084 452.29 521.35 444.54 1.15 0.98 

BRAWH1000095 28.02 33.29 35.65 1 1 

BRAWH1000096 37.75 32.39 37.8 1 1 

BRAWH1000097 175.7 181.58 129.9 1.03 0.74 

BRAWH1000100 339.32 252.86 326.18 0.75 0.96 

BRAWH1000101 189.56 197.54 190.15 1.04 1 

BRAWH1000104 45.36 23.5 26.12 0.88 0.88 

BRAWH1000107 33.73 27.7 30.64 1 1 

BRAWH1000110 202.56 258.75 198.95 1.28 0.98 

BRAWH 10001 11 52.23 52.14 54.17 1 1.04 

BRAWH1000135 44.7 32.7 48.5 0.89 1.09 

BRAWH1000190 55^01 54.64 53.49 0.99 0.97 

HEMBA1000005 106.84 99.81 118.59 0.93 1.11 

HEMBA1000006 31.35 30.25 31.42 1 1 - 

HEMBA1000012 934.52 1045.19 733.9 1.12 0.79 

HEMBA1000020 1097.31 1001.42 782.76 0.91 0.71 

HEMBA1000030 39.47 59.22 55.57 1.48 1.39 

HEMBA1000034 41.06 33.37 49.9 0.97 1.22 

HEMBA1000042 87.29 119.44 105.36 1.37 1.21 

HEMBA1000045 38.05 29.97 32.61 1 1 

HEMBA 1000046 65.78 48.47 56.5 0.74 0.86 

HEMBA1000047 29.76 29.69 27.26 1 1 

HEMBA1000048 51.59 87.03 74.56 1.69 1.45 

HEMBA1000050 21.48 22.41 21.31 1 1 

HEMBA10OOO53 33.83 52.08 36.54 1.3 1 

HEMBA1000060 62.61 80.35 72.27 1.28 1.15 

HEMBA1000072 3213.18 3346.83 2534.89 1.04 0.79 

HEMBA1000073 144.08 131.01 135.47 0.91 0.94 

HEMBA1000076 99.2 101.77 108.05 1.03 1.09 

HEMBA1000084 903.59 1021.18 662.19 1.13 0.73 

HEMBA1000087 18.74 18.51 17.49 1 1 

HEMBA1000088 37.63 34.06 39.73 1 1 

HEMBA1000091 92.91 124.08 81.28 1.34 0.87 

HEMBA1000111 163.95 175.93 142.8 1.07 0.87 

HEMBA1000121 50.2 57.75 63.78 1.15 1.27 
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HEMBA1000I28 34.23 
HEMBA1000129 33.74 

HEMBA1000141 36.57 

HEMBA1000146 31.61 

HEMBA1000150 111.76 

HEMBA1000154 2582.73 

HEMBA1000156 22.76 

HEMBA 1000 158 31.91 

HEMBA1000I68 27.29 

HEMBA 1000 180 16.55 

HEMBA1000185 54.11 

HEMBA100O188 22.16 

HEMBA1000193 29.19 

HEMBA1000194 74.29 

HEMBA1000201 44.41 

HEMBA100O213 18.92 

HEMBA1000216 44.41 

HEMBA1000227 19.08 

HEMBA1000231 92.39 

HEMBA1000237 131.14 

HEMBA1000243 46.86 

HEMBA 1000244 28.69 

HEMBA1000251 23.37 

HEMBA1000254 39.22 

HEMBA1000264 18.83 

HEMBA 1000269 121.83 

HEMBA1000275 64.89 

HEMBA 1000280 65.73 

HEMBA1000282 105.2 

HEMBA1000287 46.9 

HEMBA1000288 67.58 

HEMBA 1000290 21.81 

HEMBA1000296 43.01 

HEMBA1000300 154.13 

HEMBA1000302 23.88 

HEMBA 1000303 30.84 

HEMBA1000304 65.17 

HEMBA1000307 25.08 

HEMBA1000312 100 

HEMBA1000318 36.68 

HEMBA1000327 68.96 

HEMBA10O0333 19.33 

HEMBA1000338 65.33 

HEMBA1000343 42.36 

HEMBA1000349 38.2 

HEMBA1O0O351 58.7 

HEMBA1000355 52.26 

HEMBA1000356 113.54 

HEMBA1000357 75.26 

HEMBA1000366 49.39 

HEMBA1000369 41.69 

HEMBA1000370 60.27 



34.25 42.68 1 1.07 

28.61 24.49 1 1 

47.8 40.55 1.2 1.01 

44.77 38.28 1.12 1 

125 148.83 1.12 1.33 
2694.12 2957.38 1.04 1.15 

29.51 27.87 1 1 

30.83 33.72 1 1 

54.84 26.38 1.37 - 1 
23.17 20.44 1 1 
55.35 62.93 1.02 1.16 
17.94 24.29 1 1 
30.72 31.9 1 1 
109.54 90.59 1.47 1.22 
42.96 41.08 0.97 0.93 
23.15 25.11 1 1 
51.86 60.06 1.17 1.35 
20.17 23.3 1 1 
114.3 97.34 1.24 1.05 
122.38 164.59 0.93 1.26 
51.21 51.31 1.09 1.09 
28.57 27.29 1 J 
20.93 28.68 1 1 
33.08 37.71 1 1 
25.13 20.86 1 1 

115 125.85 0.94 1.03 

81.4 85.29 1.25 1.31 

70.12 60.96 1.07 0.93 

131.6 139.11 L25 1.32 

50.39 50.11 1.07 1.07 

54.81 56.33 0.81 0.83 

14.64 20.96 1 1 

31.79 35.93 0.93 0.93 

175.41 162.51 1.14 1.05 



23.25 


20.97 


1 


1 


27.88 


28.97 


3 " 


1 


86.05 


75.31 


1.32 


1.16 


25.46 


32.48 


1 


1 


94.17 


96.06 


0.94 


0.96 


23.56 


27.9 


1 


1 


56.6 


58.95 


0.82 


0.85 


18.46 


16.81 


1 , 


1 


57.64 


46.83 


0.88 


0.72 


42.76 


49.07 


1.01 


1.16 


41.83 


42.42 


1.05 


1.06 


63.38 


68.21 


1.08 


1.16 


49.25 


44.91 


0.94 


0.86 


100.53 


104.48 


0.89 


0.9: 


72.98 


62.46 


0.97 


0.83 


53.33 


53.55 


1.08 


1.08 


32.76 " 


33.42 


0.96 


0.96 


38.59 


48.09 


0.66 
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HEMBA1000376 


269.5 


380.28 


280.75 


1.41 


1.04 


HEMBA1000387 


1 15.48 


129.72 


143.84 


1.12 


1.25 


HEMB A 1000389 


84.34 


74.09 


82.22 


0.88 


0.97 


HEMBA1000390 


50.59 


42.57 


43 0.84 


0.85 


HEMBA1000392 


30.49 


24.36 


25.8 


1 


1 


HEMBA1000396 


38.04 


34.93 


5.49 


1 


1 


HEMBA1000411 


24.38 


26.12 


21.56 


1 


1 


HEMBA1000418 


53.35 


55.65 


45.78 


1.04 


0.86 


HEMBA1000422 


52.12 


55.38 


50.6 


1.06 


0.97 


HEMBA1000428 


41.83 


51.83 


53.7 


1.24 


1.28 


HEMBA1000434 


26.6 


21.14 


19.16 


1 


1 


HEMBA1000442 


17.91 


15.95 


17.89 


1 


1 


HEMBA1000443 


29.35 


30.74 


21.95 


1 


1 


HEMBA1000446 


137.88 


138.56 


105.44 


1 


0.76 


HEMBA1000456 


65.85 


62.49 


62.58 


0.95 


0.95 


HEMBA1000459 


71.27 


102.26 


90.46 


1.43 


1.27 


HEMBA 1000460 


87.46 


121.45 


95.24 


1.39 


1.09 


HEMBA1000462 


47.38 


53.02 


59.12 


1.12 


1.25 


HEMB Al 000464 


31 


27.2 23.24 


1 


1 


HEMBA 1000468 


22.65 


20.8 


20.61 


1 


1 


HEMBA1000469 


108.4 


98.04 


114.56 


0.9 


1.06 


HEMB Al 000477 


76.26 


97.91 


104.48 


1.28 


1.37 


HEMB Al 000481 


38.13 


55.72 


54.22 


1.39 


1.36 


HEMBA 1000488 


39.74 


38.01 


34.67 


1 


1 


HEMB Al 000490 


27.88 


38.67 


26.23 


1 


1 


HEMBA1000491 


76.44 


80.75 


85.28 


1.06 


1.12 


HEMBA1000498 


70.62 


94.63 


79.72 


1.34 


1.13 


HEMBA1000501 


72.34 


93.27 


71.72 


1.29 


0.99 


HEMBA 1 000504 


289.25 


223.77 


239.18 


0.77 


0.83 


HEMBA10005O5 


46.46 


59.02 


42.59 


1.27 


0.92 


HEMBA1000507 


3.52 


6.32 


2.87 


1 


1 


HEMBA1000508 


100.98 


98.46 


85.91 


0.98 


0.85 


HEMBA1000518 


15.29 


22 


17.22 


1 


1 


HEMBA1000519 


244.28 


240.35 


263.5 


0.98 


1.08 


HEMBA1000520 


45.29 


40.73 


41.2 


0.9 


0.91 


HEZvffiA1000523 


41.96 


42.19 


47.23 


1.01 


1.13 


HEMBA1000531 


28.88 


27.65 


31.93 


1 


1 


HEMBA1000534 


184.35 


208.6 


162.25 


1.13 


0.88 


HEMBA1000538 


55.07 


68.48 


58.35 


1.24 


1.06 


HEMBA 1000540 


69.86 


63.99 


53.76 


0.92 


0.77 


HEMBA 1000542 


1136.67 


1043.18 781.85 0.92 0.69 


HEMBA1000545 


47.67 


83.58 


45.47 


1.75 


0.95 


HEMBA1000547 


48.66 


29.71 


42.82 


6.82 


0.88 


HEMBA 1000551 


152.66 


129.31 


158.66 


0.85 


1.04 


HEMBA1000555 


56.69 


55.1 


65.05 


0.97 


1.15 


HEMBA1000557 


70.04 


74.77 


75.46 


1.07 


L08 


HEMBA1000561 


27.53 


30.1 


36.95 


1 


1 


HEMBA1000563 


29.94 


30.44 


35.81 


1 


1 


HEMBA100O567 


37.42 


52.71 


52.15 


1.32 


1.3 


HEMBA1000568 


33.53 


66.35 


52.95 


1.66 


1.32 


HEMBA 1000569 


19.3 


19.66 


26.71 


1 


1 


HEMBA1000575 


77.27 


97.68 


130.99 


1.26 


1.7 
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HEMBA1000588 51.14 72.83 69.37 1.42 1 36 

HEMBA1000590 14.36 21.42 21.1 1 l 

HEMBA1000591 49.54 60.78 62.83 1.23 1 27 

HEMBA1000592 41.05 62.94 66.76 1.53 1 63 

HEMBA1000594 41.92 40.88 43.67 0.98 1 04 

HEMBA1000604 97.84 100.14 100.21 1 02 1 02 

HEMBA1000607 166.06 135.73 178.09 0 82 1 07 

HEMBA1000608 13.74 17.99 22.45 1 1 

HEMBA1000622 80.02 70.53 75.9 0.88 0 95 

HEMBA1000634 134.21 140.93 196.17 1.05 1 46 

HEMBA1000636 89.36 95.81 115 1.07 1 29 

HEMBA1000637 24.25 23.2 29.58 1 1 

HEMBA1000655 96.89 122.14 110.13 1.26 1 14 

HEMBA1000657 32.97 33.06 36.13 1 1 

HEMBA1000662 20.73 22.9 23.6 1 l 

HEMBA1000664 40.6 29.02 34.76 0 99 0 99 

HEMBA1000671 77.45 72.87 81.36 0.94 1.05 

HEMBA1000673 83.06 114.02 98.74 1 37 1 19 

HEMBA1000675 54.52 49.37 67.88 0.91 1 25 

HEMBA1000678 25.37 26.1 35.37 1 1 

HEMBA1000682 119.73 138 129.96 1.15 1 09 

HEMBA1000686 54.39 56.38 72.79 1 04 1 34 

HEMBA1000702 56.39 55.46 53.93 0 98 0 96 

HEMBA10007O5 27.41 22.4 26.81 1 1 

HEMBA1000713 69.05 62.08 69.75 0 9 1 01 

HEMBA1000718 93.98 62.97 81.6 0.67 087 

HEMBA1000719 26.13 21.62 25.73 1 1 

HEMBA1 000722 29.02 25.27 32.96 1 1 

HEMBA1000726 117.55 153.37 143.95 1.3 1 22 

HEMBA1000727 67.77 72.78 74.89 1 07 111 

HEMBA1000732 61.56 51.31 53.93 0.83 0 88 

HEMBA1000736 38.55 46.78 24.16 1 17 l 

HEMBA1000743 32.49 36.94 42.85 1 1 07 

HEMBA1000745 57.36 47.79 52.26 0 83 0 91 

HEMBA1000747 22.29 18.39 22.12 1 l 

HEMBA1000748 36.46 28.26 36.84 1 1 

HEMBA1000749 74.95 85.11 86.02 1 14 1 15 

HEMBA1000752 39.73 44.73 54.37 1.12 1 36 

HEMBA1000753 40.75 48.69 46.01 1 19 l 13 

HEMBA1000757 35.64 44.44 40.91 1.11 1*02 

HEMBA1000760 69.3 67.6 93.08 0.98 134 

HEMBA1000769 54.76 52.63 53.06 0 96 0 97 

HEMBA1000773 20.96 13.95 22.38 1 1 

HEMBA1000774 116.55 94.14 94.73 0 81 0 81 

HEMBA1000780 31.69 25.83 27.67 1 l" 

HEMBA1000783 28.5 36.63 26.55 1 l 

HEMBA1000791 99.64 107.65 83.39 1 08 0 84 

HEMBA1000793 91.87 96.91 85.78 1 05 0 93 

HEMBA1000802 23.17 14.63 15.44 1 i 

HEMBA1000813 253.32 254.92 342 09 1 01 1 35 

HEMBA1000817 37.46 38.22 41.77 1 1 04* 

HEMBA1000822 34.66 27.08 34.38 1 1 
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HEMBA1000327 


68.99 


39.78 


47.79 


0^58 


0.69 


HEMBA1000833 


25.58 


25.52 


30.57 


1 


1 


HEMBA1000835 ! 


2111.65 


1497.9 


1485.01 


0.71 


0.7 


HEME Al 000843 


56.27 


54.43 


55.21 


0.97 


0.98 


HEMBA1000851 . 


31.69 


22.56 


26.81 


1 


1 


HEMBA1000852 


56.96 


54.44 


50.55 


0.96 


0.89 


HEMBA1000867 


48.67 


43.93 


29.75 


0.9 


0.82 


HEMBA1O00869 


41.88 


38.24 


35.91 


0.96 


0.96 


HEMB A 1000870 


43.48 


40.06 


36.77 


0.92 


0.92 


HEME A 1000872 


104.68 


84.86 


91.41 


0.81 


0.87 


HEMBA1000875 


48.86 


58.31 


55.26 


1.19 


1.13 


HEMBA1000876 


67.93 


78.45 


71.48 


1.15 


1.05 


HEMBA1000907 


70.99 


54.09 


74.56 


0.76 


1.05 


HEMB Al 000908 


23.07 


15.94 


19.03 


1 


1 


HEMBA1000910 


32.2 


27.08 


30.5 


1 


1 


HEMBA1000918 


111.32 


116.33 


81.06 


1.05 


0.73 


HEMBA1000919 


22.07 


24.98 


22.53 


1 


1 


HEMBA1000934 


26.39 


32.83 


28.03 


1 


1 


HEMBA1000935 


46.11 


38.81 


46.64 


0.87 


1.01 


HEMBA 1000940 


85.36 


71.35 


78.33 


0.84 


0.92 


HEMBA 1000942 


70.42 


56.83 


79.23 


0.81 


1.13 


HEMBA1000943 


12.93 


13.15 


10.61 


1 


1 . 


HEMB Al 000946 


29.7 


42.14 


32.79 


1.05 


1 


HEMBA1(XX)960 


190.41 


190.99 


180.48 


1 


0.95 


HEMBA 1000962 


46.12 


59.9 


54.5 


1.3 1 


.18 


HEMBA1000968 


33.79 


36.55 


39.28 


1 


1 


HEMBA 1000971 


48.24 


49.1 


51.91 


1.02 


1.08 


HEMBA 1000972 


38.3 


40.09 


39.66 


1 


1 


HEMBA 1000974 


51.97 


56.82 


49.75 


1.09 


0.96 


HEMBA1000975 


46.25 


43.7 


33.71 


0.94 


0.86 


HEMBA 1000979 


63.82 


70.71 


68.55 


1.11 


1.07 


HEMBA1000981 


64.65 


86.95 


94.68 


1.34 


1.46 


HEMBA1000983 


51.37 


48.15 


51.7 


0.94 


1.01 


HEMBA1000985 


27.69 


27.02 


30.11 


1 


1 


HEMBA 1000986 


53.93 


49.72 


49.93 


0.92 


0.93 


HEMBA 1000991 


52.24 


42.47 


50.43 


0.81 


0.97 


HEMBA1001007 


27.01 


24.05 


28.85 


1 


1 


HEMBA1001008 


20.98 


17.62 


20.17 


1 


1 


HEMBA1001009 


20.84 


18.86 


22.39 


1 


1 


HEMBA1001014 


135.14 


164.28 


150.39 


1.22 


1.11 


HEMBA1001017 


34.86 


39.24 


67.82 


1 


1.7 


HEMBA1001019 


37.17 


35.97 


39.91 


1 


1 


HEMBA1001020 


53.82 


62.13 


66.28 


1.15 


1.23 


HEMBA1001021 


26.14 


29.34 


40.37 


I 


1.01 


HEMBA1001022 


41.99 


46.11 


37.15 


1.1 


0.95 


HEMBA 1001024 


15.72 


18.6 


18.46 


I 


1 


HEMBA1001026 


17.94 


15.49 


20.39 


1 


I 


HEMBA1001043 


25.75 


20.78 


29.85 


I 


I 


HEMBA1001051 


259.05 


315.04 


343.57 


1.22 


L33 


HEMBA1001052 


26.16 


30.4 


30.36 


1 


1 


HEMBA1001059 


214.68 


230.87 


246.86 


1.08 


1.15 


HEMBA1001060 


67.75 


78.09 


75.1 


1.15 


1.11 
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HEMBA1001064 25.42 26.4 '(2 27 1 1 
HEMBA1001071 21.34 32.81 30 6 1 l 
HEMBA1001077 34.87 36.52 45.31 1 1 13 
HEMBA1001078 209.41 158.37 287.22 0 76 1 37 
HEMBA1001080 89.83 97.65 206.07 1 09 1 18 
HEMBA1001084 62.53 60.01 63.93 0 96 1 02 
HEMBA1001085 54.78 46.69 53.3 085 097 
HEMBA1001088 48.42 43.37 46.47 09 0 96 
HEMBA1001093 49.68 39.8 55.42 0 81 1 12 
HEMBA1001094 20.97 21 59 19 98 1 i 
HEMBA1001099 21.58 23.52 26.87 1 l 
HEMBA1001104 29.79 37.22 32 3 1 l 
HEMBA1001109 156.85 194.24 223 99 1 24 1 43 
HEMBA1001114 417.97 357.72 505.7 0 86 1 21 
HEMBA1001121 3494 28.76 29 96 1 l' 

HEMBA1001122 67.22 71.48 43.07 1 06 0 64 

HEMBA1001123 68.59 45.79 49.75 0 67 0 73 
HEMBA1001133 26.76 19.02 27.29 1 i 

HEMBA1001137 40.48 30.55 37 31 099 0 99 

HEMBA1001140 47.02 45.97 47.6 0 98 1 01 

HEMBA1001144 289.44 310.11 365.12 1 07 1 26 

HEMBA1001 145 1034.55 1260.22 1691.61 122 1 64 

HEMBA1001158 66.38 61.98 48.42 093' 0 73* 

HEMBA1001172 53.49 53.98 48.67 1 01 0 91 

HEMBA1001174 29.2 20.8 2166 ] l 

HEMBA1001175 90.3 84.25 78.88 0 93 0 87 
HEMBA1001182 2256.31 1929.4 1478.23 ' 0 86 ' 066 

HEMBA1001184 24.69 17 33 21 37 1 1 

HEMBA1001192 23.55 , 23.79 26 37 1 1 

HEMBA1001196 74.6 73.23 78 22 0 98 1 05 
HEMBA1001197 1122.05 1102.8 1110.66 ' 0 98 ' 099 

HEMBA1001208 31.89 35.83 28 91 1 l ' 

HEMBA1001213 2340.3 1977.61 1520.51 0 85 065 

HEMBA1001214 32.13 33.1 3122 I 1 ' 

HEMBA1001221 16.36 19.33 16 96 1 l 

HEMBA1001225 16.5 18.96 18 59 l 1 

HEMBA1001226 184.05 160.45 175.94 0 87 0 96 

HEMBA1001228 47.7 51.37 42.2 1.08 0 88 

HEMBA1001229 2013.58 2065.33 1644.74 1 03 0 82 

HEMBA1001235 127.3 117.6 147.13 092 1 16 

HEMBA1001238 93.08 83.89 64.54 09 0 69 

HEMBA1001242 1928.41 1561.31 1343.98 081 0 7 

HEMBA1001247 84.13 78.26 71.14 0 93 ' 0 85 " 

HEMBA1001253 1657.88 1315.21 940.34 0 79 ' 0 57 

HEMBA1001257 40.62 28.56 45.16 0 98 1 ll" 

HEMBA1001261 41.19 36.59 33.36 0 97 097 

HEMBA1001262 28.33 20.98 26 6 1 1* 

HEMBA1001265 63.91 58.2 61.44 0 91 0 96 

HEMBA1001266 83.23 75.57 83.48 0 91 1 

HEMBA1001269 116.72 87.43 124.08 075 1 06 

HEMBA1001272 29.45 23.23 24.56 ] l" 

HEMBA1001279 362.45 336.61 230.89 093 0 64 
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HEMBAI001281 380.63 

HEMBA1001286 184.88 

HEMBA1001289 25.32 

HEMBA1001291 135.14 

HEMBA1001294 66.23 

HEMBA1001296 66.45 

HEMBA1001297 38.2 

HEMBA1001299 145.18 

HEMBA1001302 91.92 

HEMBA1(X)1303 50.14 

HEMBA1001306 76.54 

HEMBA1001308 162.05 

HEMBA1001310 35.02 

HEMBA1001312 115.41 

HEMBA1001319 31.87 

HEMBA1001322 26.44 

HEMBA1001323 29.88 

HEMBA10O1326 74.38 

HEMBA1001327 33.18 

HEMBA1001330 126.71 

HEMBA100134S 38.8 

HEMBA1001350 41.43 

HEMBA1001351 111.33 

HEMBA1001352 42.75 

HEMBA1001353 383.71 

HEMBA1001358 143.81 

HEMBA1001361 29.89 

HEMBA1001364 30.09 

HEMBA1001375 40.61 

HEMBA1001377 123.11 

HEMBA1O01383 24.75 

HEMBA1001387 133.99 

HEMBA1001388 16.86 

HEMBA1001390 162.95 

HEMBA1001391 28.95 

HEMBA1O01398 71.07 

HEMBA1001405 18.28 

HEMBA1001406 47.72 

HEMBA 100 1407 26.06 

HEMBA1001411 22.01 

HEMBA1001413 26.86 

HEMBA1001414 52.92 

HEMBA1001415 43.07 

HEMBA1001416 69.22 

HEMBA1001432 42.98 

HEMBA1001433 79.39 

IIEMBA1001435 78.79 

HEMBA1001442 - 19.58 

HEMBA1001446 87.71 

HEMBA1001450 73.99 
HEMBA1001454 86.61 

HEMBA1001455 34.36 



330.72 


267.19 


0.87 


0.7 


156.57 


159.52 


. 0.85 


0.86 


27.22 


27.13 


1 


1 


121.49 


137.23 


0.9 


1.02 


38.38 


63.36 


0.6 


0.96 


43.63 


35.03 


0.66 


0.6 


62.28 


59.53 


1.56 


1.49 


178.69 


152.2 


1.23 


1.05 


114.12 


122.61 


1.24 


1.33 


53.38 


45.68 


1.06 


0.91 


82.23 


86.06 


1.07 


1.12 


173.73 


151.85 


1.07 


0.94 


29.23 


32.29 


1 


1 


120.24 


124.38 


1.04 


1.08 


35.57 


28.57 


1 


1 


31.63 


29.19 


1 


1 


29.58 


36.66 


1 


1 


62.6 


81.26 


0.84 


1.09 


52.98 


44.45 


1.32 


1.11 


106.44 


132.86 


0.84 


1.05 


28.5 


36.52 


1 


1 


46.03 


43.08 


1.11 


1.04 


99.5 


89.31 


0.89 


0.8 


54.89 


55.25 


1.28 


1.29 


440.78 


378.96 


1.15 


0.99 


148 


158.17 


1.03 


1.1 


35.45 


46.23 


1 


1.16 


25.6 


38.53 


1 


1 


50.18 


55.42 


1.24 


1.36 


130.48 


138.05 


1.06 


1.12 


21.89 


25.34 


1 


1 


1 10.07 


119.25 


0.82 


0.89 


15.81 


19.96 


1 


1 


166.12 


229.96 


1.02 


1.41 


25.43 


34.84 


1 


I 


92.62 


94.61 


1.3 


1.33 


22.16 


27.71 


1 


1 


56.62 


52.03 


1.19 


1.09 


28.51 


42.35 


1 ' 


1.06 


23.93 


33.22 


1 


1 ■ 


28.89 


35.64 


1 


1 


88.49 


97.78 


1.67 


1.85 


56.61 


61.78 


1.31 


1.43 


70.23 


83.44 


1.01 


1.21 


46.16 


57.09 


1.07 


1.33 


93.43 


95.11 


1.18 


1.2 


81.88 


95.67 


1.04 


1.21 


18.75 


24.89 


1 


1 


99.2 


116.86 


1.13 


1.33 


60.97 


62.25 


0.82 


0.84 


101.22 


82.71 


1.17 


0.95 


33.8 


38.01 


1 


1 
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HEMBA1001459 36.34 
HEMBA1001461 32.17 
HEMBA1 001462 29.08 
HEMBA1001463 59.9 
HEMBA1001469 70.99 
HEMBA1001473 169.16 
HEMBA1001477 24.92 
HEMBA1001478 26.37 
HEMBA1001480 53.88 
HEMBA1001483 58.76 
HEMBA1001490 30.29 
HEMBA1001495 1054.77 
HEMBA1001497 67.32 
HEMBA1001510 164.19 
HEMBA1001515 41.31 
HEMBA1001517 112.81 
HEMBA1001522 29.69 
HEMBA1001526 47.88 
HEMBA1001533 76.1 
HEMBA1001547 82.24 
HEMBA1001552 149.34 
HEMBA1001553 464.14 
HEMBA1001557 92.63 
HEMBA1001563 63.54 
HEMBA1001566 82.82 
HEMBA1001569 128.2 
HEMBA1001570 155.44 
HEMBA1O01579 56.65 
HEMBA1001581 114.87 
HEMBA1O01582 41.6 
HEMBA1001585 47.86 
HEMBA1001589 41.81 
HEMBA1001595 62.62 
HEMBA1001604 28.63 
HEMBA1001608 185.33 
HEMBA1001615 751.08 
HEMBA1001620 143.66 
HEMBA1001621 26.51 
HEMBA1001635 54.68 
HEMBA1001636 31.94 
HEMBA1001640 86.56 
HEMBA1001647 2431.23 
HEMBA1001651 96.42 
HEMBA1001655 72.11 
HEMBA1001658 51.19 
HEMBA1001661 24.48 
HEMBA1001665 33.13 
HEMBA 100 1670 84.62 
HEMBA1001672 36.68 
HEMBA1001673 82.64 
IIEMBA1001675 33.32 
HEMBA1001676 500.75 



36.67 43.17 1 1.08 

38.47 33.2 1 l 

29.65 31.99 1 1 

67.79 69.08 1.13 1.15 

49.11 46.76 0.69 0.66 

148.99 167.31 0.88 0.99 

25.29 23.86 1 1 

24.36 30.89 1 1 

56.83 53.79 1.05 1 

52.6 67.18 0.9 1.14 

34.25 39.52 1 1 
1323.57 1231.86 1.25 1.17 

73.45 74.91 1.09 1.11 

193.22 183.1 1.18 1.12 

50.63 34.96 1.23 0.97 

108.99 110.39 0.97 0.98 



30.46 


22.06 


1 


1 


49.14 


54.08 


1.03 


1.13 


71.35 


81.79 


0.94 


1.07 


84.8 


90.33 


1.03 


1.1 


124.65 


127.65 


0.83 


0.85 


480.55 


526.67 


1.04 


1.13 


94.47 


76.06 


1.02 


0.82 


59.53 


45.05 


0.94 


0.71 


88.26 


79.39 


1.07 


0.96 


118.39 


122.68 


0.92 


0.96 


162.32 


161.01 


1.04 


1.04 


97.72 


71.55 


1.72 


1.26 


159.23 


140.29 


1.39 


1.22 


30.97 


50.61 


0.96 


1.22 


54.87 


46.66 


1.15 


0.97 


47.65 


37.92 


1.14 


0.96 


45.3 


48.48 


0.72 


0.77 


29.02 


33.97 


1 


1 


155.85 


151.37 


0.84 


0.82 


926.26 


957.18 


1.23 


1.27 


147.63 


174.25 


1.03 


1.21 


20.21 


24.38 


1 


1 


45.05 


34.75 


0.82 


0.73 


20.65 


28.41 


1 


1 


74.45 


107.35 


0.86 


1.24 


2251.04 2043.18 0.93 0.84 


110.51 


108.89 


1.15 


1.13 


77.88 


73 1.08 1.01 


33.83 


42.59 


0.78 


0.83 


27.02 


32.12 


1 


1 


33.84 


28.98 


1 


1 


69.39 


98.47 


0.82 


1.16 


36.31 


39.34 


1 


1 


87.42 


58.92 


1.06 


0.71 


36.24 


36.07 


I 


1 


567.16 


633.55 


1.13 


1.27 
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HEMBA1001678 291.29 
HEMBA1001680 59 

HEMBA1001681 43.9 

. HEMBA1001684 121.85 

HEMBA1001695 27.37 

HEMBA1001702 25.6 

HEMBA10O17O9 23.11 

HEMBA1001711 41.29 

HEMBA1001712 22.12 

HEMBA1001714 138.21 

HEMBA1001717 29.27 

HEMBA1001718 108.75 

HEMBA1001723 86.07 

HEMBA1001731 26.03 

HEMBA1001734 60.16 

HEMBA1001736 48.23 

HEMBA1001741 43.58 

HEMBA1001744 23.18 

HEMBA1001745 18.96 

HEMBA1001746 60.21 

HEMBA1001761 41.31 

HEMBA1001762 87.22 

HEMBA1001781 39.61 

HEMBA1001784 46.9 

HEMBA1001791 46.46 

HEME A100 1794 106.21 

HEMBA1001800 1613.94 

HEMBA1001803 25.79 

HEMBA1001804 142.96 

HEMBA1001808 33.67 

HEMBA1001809 89.79 

HEMBA10018U 91.99 

HEMBA1001815 44.4 

HEMBA1001816 21.82 

HEMBA10O1819 73.56 

HEMBA 1001 820 19.68 

HEMBA1001822 36.93 

HEMBA 100 1824 169.42 

HEMBA1001835 40.45 

HEMBA1001844 79.83 

HEMBA1001847 33.76 

HEMBA1001849 77.65 

HEMBA1001850 142.47 

HEMBA1001861 26.36 

HEMBA1001862 520.25 

HEMBA1001864 33.43 

HEMBA1001866 88.55 

HEMBA1001869 65.34 

HEMBA1001871 582.28 

HEMBA1001876 157.23 

HEMBA1001878 45.56 

HEMBA1001879 34.37 



282.33 287.87 0.97 0.99 
71.89 67.27 1.22 1.14 
53.31 69.16 1.21 1.58 

101.34 128.16 0.83 1.05 
28.18 28.49 1 1 
36.11 34.21 1 1 
23.23 24.21 1 1 
49.57 49.1 1.2 1.19 
21.69 26.49 1 1 
150.33 176.72 1.09 1.28 
28.98 29.74 I 1 
108.53 111.93 1 1.03 



96.41 


63.93 


1.12 


0.74 


27.17 


29.94 


1 


1 


66.91 


55.53 


1.11 


0.92 


61.31 


61.56 


1.27 


1.28 


39.35 


44.77 


0.92 


1.03 


17.43 


22.95 


1 


1 


20.05 


34.02 


1 


1 


60.61 


65.09 


1.01 


1.08 


48.07 


52.97 


1.16 


1.28 


82.14 


101.34 


0.94 


1.16 


36.99 


39.24 


1 


1 



54.9 68.72 1.17 1.47 

66.14 73.08 1.42 1.57 

133.9 156.75 1.26 1.48 
1898.36 1564.1 1.18 0.97 
35.11 28.19 1 1 
169.79 195.66 1.19 1.37 
33.25 41.14 1 1.03 

79.05 92.5 0.88 1.03 
100.48 102.21 1.09 1.11 
56.35 56.79 1.27 1.28 

19.93 29.04 1 1 

65.42 75.42 0.89 1.03 
22.61 21.88 1 1 

40.45 37.76 1.01 1 
187.12 202.26 1.1 1.19 

29.39 36.01 0.99 0.99 

89.37 81.98 1.12 1.03 

29.06 36.37 1 1 
116.04 94.33 1.49 1.21 
147.28 101.43 1.03 0.71 
23.37 20.95- 1 1 
506.65 561.78 0.97 1.08 
36.34 50.44 1 1.26 
103.03 113.87 1.16 1.29 
67.41 64.56 1.03 0.99 
492.28 509.64 0.85 0.88 
129.25 159.26 0.82 - 1.01 
47.78 44.75 1.05 0.98 
34.3 29.06 1 1 
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HEMBA1001884 41.39 38.01 37.87 0.97 0.97 

HEMBA1001886 49.65 48.62 51.77 0.98 1.04 

HEMBA1001888 110.87 124.27 117.94 1.12 1.06 

HEMBA1001890 42.99 43.36 39.58 101 0 93 

HEMBA1001896 27.32 28.53 28.11 i 1 

HEMBA1001899 448.8 458.41 380.57 1.02 0.85 

HEMBA100 1904 2489.05 2362 2247.7 0 95 0 9 

HEMBA1001910 32.16 21.39 18.7 1 1 

HEMBA1001911 102.05 84.21 89.81 0.83 0.88 

HEMBA1001912 753.72 615.96 496.77 0.82 0 66 

HEMBA1001913 56.58 69.81 74.33 1.23 1.31 

HEMBA1001915 26.54 25.2 30.07 1 1 

HEMBA1001918 66.46 78.62 61.54 1.18 0 93 

HEMBA1001921 37.68 40.38 33.39 1.01 1 

HEMBA1001931 17.26 20.51 14.88 1 1 

HEMBA1001939 34.9 29.42 29.03 1 1 

HEMBA100I940 67.23 55.22 56.02 0.82 0.83 

HEMBA1001942 28.65 19.95 24.59 1 1 

HEMBA1001944 850.15 917.16 769.79 1.08 0 91 

HEMBA1001945 29.67 29.26 33.14 I 1 

HEMBA1001950 33.98 37.1 38.34 1 1 

HEMBA1001951 168.24 149.14 144.1 0.89 0 86 

HEMBA1001958 30.76 28.04 28.27 1 1 

HEMBA1001960 117.72 104 125.36 0.88 1.06 

HEMBA1001962 21.33 21.92 20.74 1 1 

HEMBA1001964 41.27 36.48 40.09 0.97 0.97 

HEMBA1001967 56.3 61.72 58.17 1.1 1.03 

HEMBA1001979 37.7 31.5 32.33 1 1 

HEMBA1001987 157.73 155.43 158.33 0.99 1 

HEMBA1001991 115.83 119.27 118.39 1.03 1.02 

HEMBA1002003 145.52 124.44 174.33 0.86 1 2 

HEMBA1002005 95.84 82.27 75.78 0.86 0.79 

HEMBA1002008 93.11 93.59 67.04 1.01 0 72 

HEMBA1002018 30.7 31.56 29.3 1 1 

HEMBA10O2022 29.42 33.11 28.77 1 1 

HEMBA1002029 1143.01 788.12 855.8 0.69 0 75 

HEMBA1002030 37.21 35.38 36.56 1 1 

HEMBA1002035 32.58 39.5 34.54 1 1 

HEMBA1002037 35.32 25.71 34.06 1 1 

HEMBA1002038 80.78 95.24 87.43 1.18 1.08 

HEMBA1002039 29.27 41.94 45.05 1.05 1.13 

HEMBA1002042 69.56 82.26 75.06 1.18 1 08 

HEMBA1002043 94.56 132.79 125.69 1.4 1.33 

HEMBA1002048 27.06 23.59 27.16 1 1 

HEMBA1002049 98.28 115.71 107.64 1.18 1.1 

HEMBA1002053 109.41 96:4 115.83 0.88 1.06 

HEMBA1002055 94.18 84.55 102.03 0.9 1.08 

HEMBA 1002056 36.57 41.32 37.72 1.03 1 

HEMBA1002061 30.02 37.92 40.57 1 1.01 

HEMBA1002080 217.45 341.32 408.08 1.57 1.88 

HEMBA1002084 25.19 26.67 28.24 1 1 

HEMBA1002085 39.74 35.38 59.04 1 1.48 
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HEMBA1002465 24.06 

HEMBA1002469 1141.35 

HEMB A 1002475 50.7 

HEMBA1002477 72.48 

HEMBA1002480 66.92 

HEMB A 1002481 88.24 

HEMBA 1002486 65.78 

HEMBA1002490 62.02 

HEMBA1002495 28.09 

HEMBA1002498 31.63 

HEMBA 1002501 200.17 

HEMBA 1002503 60.15 

HEMBA1002504 71.66 

HEMBA1002508 96.31 

HEMBA1002513 25.15 

HEMBA1002515 28.62 

HEMBA1002524 17.75 

HEMBA1002538 23.56 

HEMBA1002542 100.57 

HEMBA1002544 36.36 

HEMBA1002546 233.93 

HEMBA 1002547 104.87 

HEMBA1002550 77.5 

HEMBA1002551 32.81 

HEMBA1002552 68.67 

HEMBA1002555 18.78 

HEMB A 1002558 89.84 

HEMBA 1002561 66.15 

HEMBA1002562 18.32 

HEMB Al 002568 37.87 

HEMBA1002569 42.87 

HEMB A 1002570 77.85 

HEMBA1002574 24.93 

HEMBA1 002583 53.05 

HEMBA1002587 156.82 

HEMBA1002590 128.54 

HEMBA1002592 77.18 

HEMBA1002595 31.08 

HEMBA 1002609 -700.66 

HEMBA 10026 17 108.51 

HEMBA1002619 53.7 

HEMBA1002621 25.77 

HEMBA1002624 122.93 

HEMBA 1002628 46.21 

HEMBA1002629 52.6 

HEMBA1002632 113.01 

HEMBA1002645 91.47 

HEMBA1002651 44.04 

HEMBA1002652 57.48 

HEMBA1002659 71.71 

HE MB A 1002661 45.57 

HEMBA1002666 31.14 
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1 


1.03 


HEMBA1003941 


39.11 


38.63 


32.44 


1 


1 


HEMBA1003942 


29.31 


36.49 


35.17 


1 


1 


HEMBA1003945 


101.81 


111.03 


153.5 


1.09 


1.51 


HEMBA1003949 


26.89 


23.59 


31.98 


1 


1 


HEMBA1003950 


108.43 


101.22 


111.88 


0.93 


1.03 


HEMBA1003953 


33.64 


26.45 


19.18 


1 


1 


HEMBA1003958 


172.27 


318.81 


393.92 


1.85 


2.29 


HEMBA1003959 


37.17 


45.76 


40.45 


1.14 


1.01 


HEMBA1003960 


41.6 


37.03 


46.77 


0.96 


1.12 


HEMBA1003966 


50.41 


56.91 


67.77 


1.13 


1.34 


HEMBA1003967 


35.26 


32.76 


36.11 


1 


1 


HEMBA1003968 


17.83 


15.7 


30.29 


1 


1 


HEMBA 1003974 


5265.07 


4839.83 4912.1 0.92 0.9: 


HEMBA1003976 


20.51 


33.59 


27.16 


1 


1 


HEMBA 1003977 


23.04 


26.84 


23.25 


1 


1 


HEMBA1003978 


37.27 


32.93 


40.15 


1 


1 
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HEMBA1003981 


108 


97.04 


117.19 


0.9 


1.09 


HEMBA1003982 


1665.9 


1749.33 1773.93 1.05 1.06 


HEMBA1003985 


26.77 


25.32 


36.45 


1 


1 


HEMBA1003987 


33.45 


37.68 


41.63 


1 


1.04 


HEMBA1003989 


63.17 


62.72 


76.11 


0.99 


1.2 


HEMBA1004000 


58.48 


80.61 


79.89 


1.38 


1.37 


HEMBA1004006 


88.99 


136.49 


109.66 


1.53 


1.23 


HEMBA1004007 


98.97 


105.35 


103.51 


1.06 


1.05 


HEMBA1004010 


777.44 


800.96 


1113.06 1.03 1.43 


HEMBA1004011 


23.51 


25.26 


29.93 


1 


1 


HEMBA1004012 


55.61 


56.63 


63.69 


1.02 


1.15 


HEMBA1004015 


67.35 


53.48 


69.58 


0.79 


1.03 


HEMBA1004024 


98.84 


120.03 


126.27 


1.21 


1.28 


HEMBA1004029 


23.09 


21.98 


27.27 


1 


1 


HEMBA1004038 


23.15 


29.19 


29.88 


1 


1 


HEMBA1 004042 


20.59 


28.59 


29.34 


1 


1 


HEMBA1004045 


30 


25.74 


41.36 


1 1 


.03 


HEMBA1004048 


87.48 


104.2 


129.71 


1.19 


1.48 


HEMBA 1004049 


46.55 


56.7 


79.44 


1.22 


1.71 


HEMBAI004051 


24.85 


23.39 


30.94 


1 


1 


HEMBA1004053 


83.24 


94.23 


123.5 


1.13 


1.48 


HEMBA1004055 


21.51 


22.83 


28.17 


1 


1 


HEMBA 1004056 


118.22 


132.94 


128.78 


1.12 


1.09 


HEMBA 1 004060 


21.47 


25.47 


26.19 


1 


1 


HEMBA1004061 


45.85 


35.4 


57.87 


0.87 


1.26 


HEMBA1004067 


2265.52 


2569.69 1924.71 1.13 0.85 


HEMBA1004071 


77.09 


62.79 


82.9 


0.81 


1.08 


HEMBA 1004074 


40.68 


72.63 


70.18 


1.79 


1.73 


HEMBA1004078 


40.24 


47.53 


55.41 


1.18 


1.38 


HEMBA1004085 


18.3 


21.25 


28.75 


1 


1 


HEMBA1004086 


35.29 


42.02 


43.85 


1.05 


1.1 


HEMBA1004097 


40.37 


31.39 


52.78 


0.99 


1.31 


HEMBA10O410O 


34.17 


46.53 


60.42 


1.16 


1.51 


HEMBA1004103 


68.55 


98.24 


83.29 


1.43 


1.22 


HEMBA1004110 


23.71 


32.68 


36.86 


1 


1 


HEMBA1004111 


284.54 


302.67 


319.82 


1.06 


1.12 


HEMBA1004124 


1302.54 


1284.27 1199.49 0.99 0.92 


HEMBA1004130 


58,56 


63.88 


69.1 


1.09 


1.18 


HEMBA1004131 


35.69 


32.82 


47.96 


1 


1.2 


HEMBA1004132 


55.08 


55.48 


67.89 


1.01 


1.23 


HEMBA1004133 


38.6 


44.72 


38.69 


1.12 


1 


HEMBA1004138 


23.71 


27.92 


36.47 


1 


1 


HEMBA 1004 143 


101.54 


113.63 


105.34 


1.12 


1.04 


HEMBA1 004146 


43.85 


45.09 


46.96 


1.03 


1.07 


HEMBA1004148 


23.02 


28.45 


29.41 


1 


1 


HEMBA1004149 


20.96 


23.07 


27.74 


1 


1 


HEMBA1004150 


14.64 


17.63 


22.2 


1 


1 


HEMBA 1004 154 


46.52 


40.02 


43.15 


0.86 


0,93 


HEMBA1004164 


86.6 


102.3 


136.34 


1.18 


1.57 


HEMBA 1004 168 


37.96 


42.06 


56.91 


1.05 


1.42 


HEMBA 1004 199. 


18.47 


19.61 


21.64 


1 


1 


HEMBA1004200 


38.51 


51.72 


53.71 


1.29 


1.34 
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HEMBA1004201 


287.85 


308.67 


253.09 


1.07 


0.88 


HEMBA1004202 


36.61 


30 


36.83 


1 


1 


HEMBA 1004203 


27.32 


31.45 


39.33 


1 


1 


HEMBA1 004207 


23.04 


26.05 


27.12 


1 


1 


HEMBA1004210 


22.18 


19.54 


24.88 


1 


1 


HEMBA1004225 


61.67 


92.92 


90.65 


1.51 


1.47 


HEMBA1004227 


77.96 


98.34 


88.73 


1.26 


1.14 


HEMBA1004235 


37.75 


53.13 


57.82 


1.33 


1.45 


HEMBA 1004237 


30.26 


30.64 


36.42 


1 


1 


HEMBA 1004238 


71.6 


81.63 


69.55 


1.14 


0.97 


HEMBA1004241 


19.88 


16.68 


17.35 


1 


1 


HEMBA 1004242 


176.71 


159.48 


236.75 


0.9 


1.34 


HEMBA 1004243 


35.34 


46.8 


43.58 


1.17 


1.09 


HEMBA1004246 


93.29 


98.73 


111.32 


1.06 


1.19 


HEMBA1004247 


27.47 


26.7 


24.25 


1 


1 


HEMBA1004248 


38.46 


46.23 


37.87 


1.16 


1 


HEMBA1004250 


17.87 


16 


20.26 


1 


1 


HEMBA1004252 


30.3 


36.55 


38.17 


i 


1 


HEMBA1004260 


47.34 


30.07 


51.36 


0.84 


1.08 


HEMBA 1004264 


19.37 


22.18 


22.53 


1 


1 


HEMBA1004267 


181.44 


213.87 


223.86 


1.18 


1.23 


HEMBA1004272 


17.52 


21.46 


26.5 


1 


1 


HEMBA1004274 


1989.44 


2038.01 1978.: 


* 1.02 0.99 


HEMBA 1004275 


33.93 


16.43. 


18.95 


1 


1 


HEMBA1004276 


25.68 


23.43 


34.9 


1 


1 


HEMBA 1004279 


29.84 


43.35 


34.99 


1.08 


1 


HEMBA1004284 


62.7 


66.83 


78.49 


1.07 


1.25 


HEMBA 1004286 


24.85 


23.45 


26.11 


1 


1 


HEMBA 1004289 


81.09 


94.81 


91.9 


1.17 


1.13 


HEMBA1004293 


351.58 


311.41 


478.13 


0.89 


1.36 


HEMBA10O4295 


25.46 


34.45 


34.22 


1 


1 


HEMBA 1004302 


21.24 


18.51 


23.69 


1 


1 


HEMBA1004306 


73 


62.96 


88.15 


0.86 


1.21 


HEMBA1004312 


45.15 


58.45 


45.47 


1.29 


1.01 


HEMBA 10043 14 


33.26 


38.47 


39.65 


1 


1 


HEMBA1004321 


68.15 


70.09 


57.87 


1.03 


0.85 


HEMBA1004323 


74.23 


99.88 


95.43 


1.35 


1.29 


HEMBA1004327 


23.63 


33.37 


30.8 


1 


1 


HEMBA1004329 


113.01 


94.45 


117.35 


0.84 


1.04 


HEMBA1004330 


39.91 


33.13 


43.35 


1 


1.08 


HEMBA1004334 


55.45 


36.72 


62.06 


0.72 


1.12 


HEMBA1004335 


67.79 


97.37 


82.86 


1.44 


1.22 


HEMBA 1004341 


10.43 


15.12 


14.1 


1 


I 


HEMBA 1004344 


239.01 


301.14 


269 


1.26 


1.13 


HEMBA1004347 


34.96 


28.93 


43.64 


1 


1.09 


HEMBA1004349 


72.96 


85.1 


92.18 


1.17 


1.26 


HEMBA1004352 


77.96 


87.43 


92.18 


1.12 


1.18 


HEMBA1004353 


193.95 


170.09 196.91 


0.88 


; 1.02 


HEMBA1 004354 


81.49 


96.77 


106.65 


1.19 


1.31 


HEMBA1 004356 


65.79 


77.83 


79.61 


1.18 


1.21 


HEMBA 1004360 


23.12 


23.99 


27.25 


1 


1 


HEMBA1004366 


28.22 


43.02 


37.58 


1.08 


1 
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HEMBA1004372 9.15 15.66 15.18 1 1 

HEMBA1004377 79.63 75.92 82.84 0 95 1 04 

HEMBA1004389 46.56 45.08 58.79 0 97 1 26 

HEMBA1004391 17.83 18.26 20.23 1 1 
HEMBA1004393 387.04 382.7 478.71 099 124 

HEMBA1004394 14.25 16.28 19.75 1 1 

HEMBA1004396 31.93 37.55 33.79 1 1 

HEMBA1004401 63.61 56.1 64.07 0 88 1 01 

HEMBA1004405 60.61 75.08 64.19 1 24 1 06 

HEMBA1004408 61.03 61.54 75.75 1 01 1 24 

HEMBA1004414 73.58 85.01 90.29 1 16 1 23 

HEMBA1004429 57.83 50.69 77.84 0 88 1*35 

HEMBA1004433 51.59 56.5 69.01 1.1 1 34 

HEMBA1004440 42.17 44.03 61.04 1 04 1 45 

HEMBA1004444 58.82 67.68 71.11 1 15 1 21 

HEMBA1004446 21.24 27.74 26 9 1 1 

HEMBAI00445 I 202.16 185.25 309.86 0 92 1 53 

HEMBA1004452 37.69 35.29 51.92 1 1 3 

HEMBA1004454 36.68 41.6] 60.58 104 1 51 

HEMBA1004460 51.62 74.7 ] 90.25 1 45 1 75 

HEMBA1004461 15.58 19.08 18.45 1 1 

HEMBA1004468 97.94 110.45 134.63 1 13 1 37 

HEMBA1004479 54.01 60.48 65.38 1 12 1 21 

HEMBA1004482 24.3 22.13 36.54 1 i 

HEMBA1004491 25.87 27.15 37.91 1 ] 

HEMBA1004499 1360.16 1727.41 1510 19 1 27 111 

HEMBA1004502 23.53 36.65 37.04 1 1 

HEMBA1004505 25.58 32.28 39.37 i i 

HEMBA1004506 29.27 32.76 32.25 1 1 

HEMBA1004507 761.04 756.3 944 55 0 99 1 24 

HEMBA1004509 30.03 33.56 38.25 1 l' 

HEMBA 1004523 19.89 27.93 39.2 1 1 

HEMBA1004528 1640.03 1746.66 1685.13 1 07 1 03 

HEMBA1004534 129.91 154.42 179.78 1 19 1 38 

HEMBA1004536 28.89 48.11 31.06 1 2 1 

HEMBA1004538 82.07 62.79 83.14 0 77 1 01 

HEMBA 1004542 186.75 193.13 171.45 1 03 0 92 

HEMBA1004552 18.5 23.69 33.11 1 I 

HEMBA1004554 17.02 20.01 22.23 1 1 

HEMBA1004558 206.56 234.05 278.21 1 13 1 35 

HEMBA10O4560 24.49 30.95 31.65 1 l 

HEMBA1004564 105.15 118.21 94.09 1 12 0 89 

HEMBA1004566 308.77 338.48 296 3 1 1 0 96 

HEMBA1004573 23.31 14.9 26.08 1 1 

HEMBA1004576 125.61 120.34 138.15 096 1 1 

HEMBA1 004577 46.19 59.63 51.44 1 29 111 

HEMBA1004586 78.7 67.86 74.8 0 86 0 95 

HEMBA1 004596 544.79 585.43 619.1 1 07 1 14 

HEMBA1 004604 683.5 780.45 593.75 1 14 0 87 

HEMBA1004607 33 37.86 37.58 1 l 

HEMBA1004610 30.83 29.88 29.51 l l - 

HEMBA1004617 31.85 36.77 34.63 1 l 
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HEMBA 1004622 61.18 

HEMBA1004626 30.36 

HEMBA 1004629 54.48 

HEMBA 1004631 34.23 

HEMBA 1004632 24.4 

HEME Al 004633 56.35 

HEMBA1004636 18.09 

HEMBA1004637 41.52 

HEMBA 1004638 13.24 

HEMBA1004645 62.08 

HEMBAI004656 35.26 

HEMBA10O4657 175.89 

HEMBA1004666 18.42 

HEMBA1004669 60.89 

HEMBA1004670 31.16 

HEMBA1004672 50.37 

HEMBA1004689 612.96 

HEMBA 3 004690 237.25 

HEMBA1004693 96.88 

HEMBA1004697 34.51 

HEMBA1004702 107.99 

HEMBA1004704 46.93 

HEMBA1004705 24.38 

HEMBA 1004706 27.49 

HEMBA 1004709 123.5 

HEMBA1004711 32.7 

HEMBA 1004723 146.46 

HEMBA 1004725 66.54 

HEMBA1004730 41.03 

HEMBA1004733 13.34 

HEMBA1004734 33.38 

HEMBA1004736 62.63 

HEMBA1004748 33.98 

HEMBA1004749 159.81 
HEMBA 1004751 67 

HEMBA 1004752 40.19 

HEMBA1004753 1005.78 

HEMBA1004755 89.86 

HEMBA1004756 39.38 

HEMBA 1004758 37.57 

HEMBA1004763 65.79 

HEMBA1004768 18.03 

HEMBA1004770 18.4 

HEMBA 1004771 35.9 

HEMBA1004775 29.97 

HEMBA1004776 39.58 

HEMBA1004778 62.86 

HEMBA1004784 59.8 

HEMBA 1004785 47.08 

HEMBA1004789 22.43 

HEMBA1004795 23.46 

HEMBA 1004797 69.02 



64.79 


65.54 


1.06 


1.07 


31.68 


36.7 


1 


1 , 


51.45 


55.65 


0.94 


1.02 


33.96 


35.95 


1 


I 


17.93 


26.26 


1 


1 


62.95 


61.62 


1.12 


1.09 


17.86 


15.51 


1 


1 


45.54 


42.59 


1.1 


1.03 


11.19 


11.18 


1 


1 


62.36 


59.64 


1 


0.96 


33.9 


35.28 


1 


1 


240.84 


247.24 


1.37 


1.41 


26.24 


24.05 


1 


1 


63.21 


62.26 


1.04 


1.02 


44.91 


39.7 


1.12 


1 


48.32 


44.51 


0.96 


0.88 


746.44 


665.62 


1.22 


1.09 


229.52 


180.85 


0.97 


0.76 


85.44 


79.45 


0.88 


0.82 


37.98 


31.43 


1 


1 


91.25 


129.2 


0.84 


1.2 


56.01 


58.17 


1.19 


1.24 


25.69 


26.15 


1 


1 


21.87 


23.6 


1 


1 


132.22 


135.32 


1.07 


1.1 


17.62 


26.81 


1 


1 


95.76 


140.47 


0.65 


0.96 


67.24 


63.13 


1.01 


0.95 


28.45 


38 0.97 


0.97 


14.69 


13.37 


1 


1 


28.45 


32.83 


1 ' 


1 


55.95 


71.48 


0.89 


1.14 


34.08 


31.99 


1 


1 


193.55 


206.24 


1.21 


1.29 


87.32 


78.24 


1.3 


1.17 


50.19 


43.88 


1.25 


1.09 


865.26 931.03 


0.86 0.93 


115.77 


119.47 


1.29 


1.33 


24.19 


23.93 


1 


1 


36.02 


43.25 


1 


1.08 


75.15 


63.16 


1.14 


0.96 


27.83 


26.53 


1 


1 


20.53 


18.48 


1 


1 


45.95 


39.86 


1.15 


1 


34.82 


37.03 


1 


1 


37.62 


29.97 


1 


1 


64.6 


53.56 


1.03 


0.85 


62.34 


60.65 


1.04 


1.01 


48.99 


46.13 


1.04 


0.98 


35.09 


34.19 


1 


1 


23.62 


28.22 


1 


1 


75.8 


68.09 


1.1 


0.99 
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HEMBA1 004803 


139,28 


172.03 


148.1 


1.24 


1.06 


HEMBA1004806 


20.24 


18.76 


19.51 


1 


1 


HEiMBA1004807 


25.93 


24.82 


28.08 


1 


1 


HEMBA1004816 


66.84 


72.32 


80.51 


1.08 


1.2 


HEMBA10O4820 


20.72 


27.49 


22.78 


1 


1 


HEMBA1004833 


58.77 


77.82 


68.76 


1.32 


1.17 


HEMB A 1004847 


55.11 


54.09 


68.09 


0.98 


1.24 


HEMBA1004850 


41.24 


94.77 


74.52 


2.3 


1.81 


HEMBA1O04863 


17.09 


30.6 


32.89 


1 


1 


HEMBA1004864 


47.54 


48.72 


67.61 


1.02 


1.42 


HEMB A 1004865 


37.45 


42.36 


43.32 


1.06 


1.08 


HEMBA1004880 


67.85 


83.27 


79.43 


1.23 


1.17 


HEMBA 1004882 


55.71 


59.71 


71.5 


1.07 


1.28 


HEMBA1004885 


5.26 


5.42 


10.69 


1 


1 


HEMBA1004889 


39.97 


53.79 


59.53 


1.34 


1.49 


HEMBA1 004900 


24.64 


37.16 


35.42 


1 


1 


HEMBA1004909 


37.38 


55.77 


52.81 


1.39 


1.32 


HEMBA 10049 18 


52.56 


69.3 


75.53 


1.32 


1.44 


HEMBA1004923 


66.42 


56.65 


57.91 


0.85 


0.87 


HEMBA 1004929 


14.53 


20.24 


16.08 


1 


1 


HEMBA 1004930 


64.2 


73.28 


84.98 


1.14 


1.32 


HEMBA1004933 


25.53 


28.37 


38.67 


1 


1 


HEMBA 1004934 


34.74 


34.56 


31.42 


1 


1 


HEMBA1004937 


30.99 


32.44 


39.53 


1 


1 


HEMBA1004943 


26.88 


32.39 


33.5 


1 


1 


HEMBA1004944 


47.48 


54.15 


57.28 


1.14 


1.21 


HEMBA 1 004946 


110.22 


99.09 


106.8 


0.9 


0.97 


HEMBA1004952 


18.65 


22.44 


23.74 


1 


1 


HEMBA1004954 


51.59 


56.66 


59.07 


1.1 


1.14 


HEMBA1004956 


24.4 - 


30.29 


25.59 


1 


1 


HEMB Al 004960 


50.95 


69.7 


77.84 


1.37 


1.53 


HEMBA1004971 


147.9 


185.55 


169.84 


1.25 


1.15 


HEMBA1004972 


25.23 


21.63 


24.54 


1 


1 


HEMB A 1004973 


29.7 


24.12 


26.9 


1 


1 


HEMBA1004977 


68.37 


56.37 


65.48 


0.82 


0.96 


HEMBA1004978 


87.36 


98.52 


102.09 


1.13 


1.17 


HEMB Al 004980 


64.46 


65.18 


58.56 


1.01 


0.91 


HEMBAI004982 


19.91 


18.27 


24.85 


1 


1 


HEMBA1004983 


48.65 


57.05 


55.03 


1.17 


1.13 


HEMBA1004995 


54.11 


50.11 


50.53 


0.93 


0.93 


HEMBA1005004 


35.78 


37.22 


37.94 


1 


1 


HEMBA1005008 


56.93 


57.2 


46.58 


1 0.82 


HEMB Al 005009 


60.37 


59.99 


53.66 


0.99 


0.89 


HEMBA1005019 


52.03 


55.66 


59.82 


1.07 


1.15 


HEMBA1005021 


75.62 


83.62 


95.86 


1.11 


1.27 


HEMBA1005029 


36.58 


36.57 


46.56 


1 


1.16 


HEMBA1005035 


133.62 


207.34 


190.82 


1.55 


1.43 


HEMBA1005036 


135.49 


137.85 


151.71 


1.02 


1.12 


HEMBA1005039 


39.73 


46.17 


37.99 


1.15 


1 


HEMBA1005047 


43.76 


40.29 


30.12 


0.92 


0.91 


HEMBA1005050 


39.18 


50.59 


44.99 


1.26 


1.12 


HEMBA1005062 


28.28 


45.6 


26.45 


1.14 


1 
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HEMBA1005066 33.83 32.74 34.07 1 1 

HEMB A 1005067 64.14 45.18 73.75 0.7 1.15 

HEMBA 1005070 54.68 77.81 71.9 1.42 1.31 

HEMBA1005075 37.34 61.27 56.48 1.53 1.41 

HEMBA1005078 113.49 116.87 127.98 1.03 1.13 

HEMBA1005079 160.59 122.85 152.75 0.76 0.95 

HEMBA1005083 18.35 16.81 17.58 1 1 

HEMBA1005084 46.51 54.54 42.84 1.17 0.92 

HEMBA1005088 43.64 60.51 45.16 1.39 1.03 

HEMB Al 005089 61.74 51.52 61.56 0.83 1 

HEMBA1005090 105.63 138.47 121.67 1.31 1.15 

HEMBA1005096 42.07 33.65 49.45 0.95 1.18 

HEMBA1005101 26.09 26.59 25.34 1 1 

HEMBA1005107 21.42 19.81 20.4 1 1 

HEMBA1005113 18.23 16.65 19.32 1 1 

HEMBA1005123 113.26 124.65 121.19 1.1 1.07 

HEMBA1005133 52.66 72.24 58.53 1.37 1.11 

HEMBA 1005 135 20.53 27.86 28.87 1 , 1 

HEMBA1005145 129.53 185.54 139.75 1.43 1.08 

HEMBA1005149 105.14 107.37 128.13 1.02 1.22 

HEMBA10O5152 40.94 51.64 44.14 1.26 1.08 

HEMBA1005159 19.64 30.68 23.8 1 1 

HEMBA1005172 549.33 423.49 522.02 0.77 0.95 

HEMBA1005185 27.83 32.13 29 1 1 

HEMBA1005186 31.44 40.67 40.41 1.02 1.01 

HEMBA1005195 30.45 27 25.61 1 1 

HEMBA1005201 49.29 58.3 63.02 1.18 1.28 

HEMBA1005202 70.57 63.53 80.67 0.9 1.14 

HEMBA1005204 1441.07 1471.8 1504.01 1.02 1.04 

HEMBA1005206 1267.17 1396.64 1098.21 1.1 0.87 

HEMBA1005219 92.71 99.01 97.94 1.07 1.06 

HEMBA1005223 35.53 49.33 39.97 1.23 1 

HEMBA1005229 17.39 21.61 24.91 1 1 

HEMBA1005230 44.26 41.7 42.03 0.94 0.95 

HEMBA1005232 18.52 24.8 21.23 1 1 

HEMBA1005238 98.46 92.2 118.11 0.94 1.2 

HEMBA1005241 95.82 77.58 102.25 0.81 1.07 

HEMBA 1005244 25.28 24.01 39.17 1 1 

HEMBA1005246 40.93 31.04 30.37 0.98 0.98 

HEMBA1005251 58.46 66.35 54.93 1.13 0.94 

HEMBA1005252 31.06 40.09 35.67 1 1 

HEMBA1005267 64.34 68.6 48.93 1.07 0.76 

HEMBA1005274 41.67 51.95 41.77 1.25 1 

HEMBA1005275 48.94 74.69 58.63 1.53 1.2 

HEMBA1005288 80.5 85.35 109.87 1.06 1.36 

HEMBA1005293 17.13 15.88 21.11 1 1 

HEMBA1005296 5061.4 5395.06 4099.51 1.07 0.81 

HEMBA1005301 580.58 663.26 578.44 1.14 1 

HEMBA1005304 98.73 113.81 117.71 1.15 1.19 

HEMBA1005305 26.2 26.45 41.46 1 1.04 

HEMBA1005311 14.17 16.88 20.79 1 1 

HEMBA1005313 27.1 29.72 29.8 1 1 . 
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HEMBA1005314 10.04 

HEMBA10O5315 45.17 
HEMBA1 005317 13.57 

HEMBA 10053 18 22.82 

HEMBA1005324 631.71 

HEJV1BA10O5331 480.23 

HEMBA1005337 1129.37 

HEMBA1005338 124.75 

HEMBA 1005 344 23.29 

HEMBA 1005353 49.48 

HEMBA1005359 76.32 

HEMBA1005362 22.69 

HEMBA1005364 18.21 

HEMBA1005367 22.29 

HEMBA1005372 22.19 

HEMBA1005374 65.46 

HEMBA1005379 40.77 

HEMBA1005382 1299.7 

HEMBA 1005384 18.14 

HEMBA1 005386 32.14 

HEMBA1005389 34.53 
HEMBA1 005394 30.2 

HEMBA1O054O3 58.22 

HEMBA1005408 79.24 

HEMBA 10054 10 26.31 

HEMBA1005411 58.66 

HEMBA 1005423 27.68 

HEMBA 1005426 15.55 

HEMBA1005427 100.39 

HEMBA 1005430 19.95 

HEMBA1005438 21.96 

HEMBA1005443 184.65 

HEMBA1005447 36.34 

HEMBA 1005449 27.11 

HEMBA1005452 1749.5 

HEMBA1005454 57.35 

HEMBA1005468 39.84 

HEMBA1005469 52.33 

HEMBA1005472 67.91 

HEMBA1005474 76.28 

HEMBA1005475 82.29 

HEMBA1005489 2U 

HEMBA1005497 14.01 

HEMBA 1005500 108.69 

HEMBA 1005506 16.1 

HEMBA 1005508 77.23 

HEMBA1005511 44.44 

HEMBA1005513 320.36 

HEMBA1005517 50.25 

HEMBA1O05518 37.38 

HEMBA1005520 128.78 

HEMBA1005522 13.55 
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HEMBA1005526 66.47 

HEMBA1005528 121.39 

HEMBA1005530 48.31 

HEMBA1005538 51.11 

HEMBA1005539 61.9 

HEMBA1005545 21.26 

HEMBA1005548 73.2 

HEMBA1005552 155.17 

HEMB A 1005558 36.74 

HEMBA1005568 68.03 

HEMBA1005570 29.68 

HEMBA1005576 87.86 

HEMBA1005577 14.59 

HEMBA1005581 43.92 

HEMBA1005582 30.93 

HEMBA1005583 25.05 

HEMBA1005588 75.46 

HEMBA1005593 48.89 

HEMBA1005595 37.81 

HEMB Al 005597 56.7 

HEMB Al 005606 96.79 

HEMBA 1005609 50.11 

HEMBA1005616 57.75 

HEMBA 1005621 22.52 

HEMBA1005627 128.53 

HEMBA1005628 91.12 

HEMBA1005631 70.72 

HEMBA1005632 56.14 

HEMBA1005634 94.99 

HEMB Al 005662 15.74 

HEMBA 1005666 68.78 

HEMBA1005670 54.67 

HEMBA1005671 60.32 

HEMBA1005679 75.85 
HEMBA1005680 78.6 

HEMBA1O05685 31.53 

HEMBA1005698 81.18 

HEMBA1005699 43.73 

HEMBA1005703 22.98 

HEMBA1005705 80; 17 

HEMBA 10057 12 27.91 

HEMBA1005717 26.32 

HEMBA 10057 18 75.65 

HEMBA1005721 143.77 

HEMBA1005722 175.35 

HEMBA1005724 22.96 

HEMBA1005732 39.59 
HEMBA1005737 13.7 

HEMBA1005742 21.96 

HEMBA 1005746 30.47 

HEMBA1O05747 26.08 

HEMBA1005749 75.71 



79.4 72.29 1.19 1.09 
128.02 143.91 1.05 1.19 
43.23 40.68 0.89 0.84 
32.89 51 0.78 1 
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HEMBA1006292 108.84 123.22 111.42 1.13 1 02 

HEMBA1006293 18.72 17.29 23.98 1 1 ' 

HEMBA1006299 68.22 77.05 71.76 1.13 1.05 

HEMBA1006309 48.02 55.3 55.94 1 15 1 16 

HEMBA1006310 36.57 39.01 45.25 1 1.13 

HEMBA1006311 45.43 36.61 42.9 0 88 0 94 

HEMBA1006313 38.11 36.61 33.79 1 1 

HEMBA1006316 42.07 50.95 43.14 1.21 103 

HEMBA1006328 215.04 266.07 216.01 1.24 1 

HEMBA1006334 23.97 20.16 23.11 1 l 

HEMBA1006335 231.03 212.95 229.29 0 92 0 99 

HEMBA1006344 126.42 147.5 102.66 1.17 0 81 

HEMBA1006347 31.39 29.8 39.13 1 1 

HEMBA1006349 55.67 48.81 56.87 0.88 1 02 

HEMBA1006352 36.85 37.05 36.62 1 1 

HEMBA1006357 114.26 119.16 119.11 1.04 104 

HEMBA10Q6358 62.64 58.47 47.39 0.93 0.76 

HEMBA1006359 64.09 54.69 62.96 0 85 0 98 

HEMBA1006360 30.97 21.85 25.81 1 1 

HEMBA1O06364 42.86 42.92 38.82 1 0 93 

HEMBA1006377 127.2 113.19 117.55 0.89 0 92 

HEMBA1006380 86.73 104.08 102.67 12 1 18 

HEMBA1006381 96.01 83.46 72.37 0.87 0 75 

HEMBA1006385 122.36 148.43 124.74 1.21 1 02 

HEMBA1006390 162.49 159.79 141.6 0.98 0 87 

HEMBA1006391 45.71 36.54 40.84 0.88 0 89 

HEMBA1006398 40.34 35.01 26.12 0 99 0 99 

HEMBA1006405 99.45 95.46 107.31 0.96 1 08 

HEMBA1006410 66.36 38.84 64.23 0 6 0 97 

HEMBA1006416 65.22 81.33 69 04 1 25 1 06 

HEMBA1006418 95.02 125.03 122.14 1.32 129 

HEMBA1006419 146.03 164.04 167.75 1.12 1 15 

HEMBA1006421 42.14 42.91 39.72 1.02 095 

HEMBA1006424 29.97 26.24 20.79 1 1 

HEMBA1006426 84.9 95.57 85.37 1.13 101 

HEMBA1006430 88.74 93.74 81.66 1.06 0 92 

HEMBA1006438 58.04 60J3 58.13 1 04 1 

HEMBA1006445 52.68 37.55 35.41 0.76 0 76 

HEMBA1006446 28.35 26.35 32.68 1 1 

HEMBA10O6456 249.97 219.38 229.78 0.88 0 92 

HEMBA1006461 87.29 85 88.5 0.97 1 01 

HEMBA 1006467 30.4 28.63 31.38 1 1 

HEMBA1006470 347.33 351.67 353.51 1 01 1 02 

HEMBA1006471 137.42 87.18 88.67 0.63 0 65 

HEMBA1006474 1789.81 1430.88 1232.25 0.8 0 69 

HEMBA1006476 2257.25 2770.26 2078.83 1 23 0 92 

HEMBA1006482 2300.52 1981.59 2335.39 0 86 1 02 

HEMBA1006483 57.11 64.18 55.52 1.12 0 97 

HEMBA1006485 112.67 77.55 77.34 0 69 0 69 

HEMBA1006486 137.38 90.05 136.42 0.66 0 99 

HEMBA 1 006489 28.55 29.64 25.22 1 J 

HEMBA1006492 74.33 84.86 79.89 1.14 1 07 



324 



EP1 130 094 A2 



HEMBA1006494 35.87 

HEMBA1006497 28.48 

HEMBA1006501 1322.88 

HEMBA1006502 203.78 

HEMBA10065O7 1257.69 

HEMBA1006517 47.07 

HEMBA1O06521 38.97 

HEMBA1006529 53.22 

HEMBA1006530 23.56 

HEMBA1O06535 21.7 

HEMB A 1006536 38.77 

HEMBA1006540 35.87 

HEMBA1006544 46.98 

HEMB A 1006546 82.24 

HEMBA1006549 31.4 

HEMB A 1006559 26.52 

HEMBA1006562 53.07 

HEMBA1006566 16.88 

HEMBA 1006569 44.85 

HEMB A 1006572 24.35 

HEMBA1006579 333.02 

HEMBA1006583 106.57 

HEMBA1006595 58.49 

HEMBA1006597 74.88 

HEMBA 1006606 58.51 

HEMBA1006612 53.34 

HEMBA1006617 51.61 

HEMBA 1006624 190.29 

HEMBA 1006631 125.49 

HEMBA1006635 35.22 

HEMBA1006639 34.73 
HEMBA1006643 20.9 

HEMBA1006648 58.04 
HEMBA1006652 84.3 

HEMBA 1006653 23.23 

HEMBA1006658 84.91 

HEMBA 1006659 941.83 

HEMBA 1006665 30.47 

HEMBA 1006666 28.07 

HEMBA 1006671 74.34 

HEMBA1006674 79.53 

HEMBA 1006676 58.58 

HEMBA1006682 40.43 

HEMBA1006688 59.27 

HEMBA1006695 179.01 

HEMBA1006696 38.89 

HEMBA1006702 35.75 

HEMB Al 006707 50.69 
HEMBA1006708 39 

HEMBA1006709 70.68 

HEMBA1006717 38.12 

HEMBA1006724 71.57 



31.77 38.16 1 1 

33.13 35.42 1 1 
1464.09 1151.57 1.11 0.87 

205.79 199.07 1.01 0.98 
1335.71 929.85 1.06 0.74 
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41.48 
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0.88 


0.85 


58.56 


71.79 


0.71 


0.87 


28.54 


26.48 


1 


1 


29.33 ' 28.36 


1 


1 


57.38 


54 


1.08 


1.02 



19.7 20.05 1 1 
41.2 45.4 0.92 1.01 
16.83 24.86 1 1 
301.87 401.53 0.91 1.21 
90.73 118.88 0.85 1.12 
65.44 72.77 1.12 1.24 

99.8 90.56 1.33 1.21 

50.93 64.23 0.87 1.1 
56.72 71.12 1.06 1.33 
69.96 67.99 1.36 1.32 
188.59 254.65 0.99 1.34 
105.71 113.21 0.84 0.9 
49.25 41.72 1.23 1.04 
39.02 61.08 1 1.53 
15.82 39.18 1 1 
95.64 112.81 1.65 1.94 

114.62 98.96 1.36 1.17 

26.41 39.21 1 1 

105.27 118.94 1.24 1.4 
1067.73 1010.69 1.13 1.07 

32.49 29.34 1 1 

28.01 32.6 1 1 

97.94 97.83 1.32 1.32 
108.22 92.41 1.36 1.16 
44.49 61.1 0.76 1.04 
23.36 41.75 0.99 1.03 
57.62 50.54 0.97 0.85 
229.55 180.8 1.28 1.01 
45.82. 40.59 1.15 1.01 
41.1 41.39 1.03 1.03 
49.87 48.91 0.98 0.96 

38.05 42.03 1 1.05 

83.(K 78.31 1.17 1.11 

36.77 49.45 1 1.24 

63.58 53.66 0.89 0.75 
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HEMBA1006731 47.63 

HEMBA1006737 37.34 

HEMBA1006742 46.8 

HEMBA1006743 79.64 

HEMB A 1006744 97.31 

HEMBA1006749 37.6 

HEMBA 1006752 262.94 

HEMBA1006754 50.01 

HEMBA1006758 31.72 

HEMBA1006767 32.59 

HEMBA1006770 45.76 

HEMBA1006779 110.56 

HEMBA1006780 103.83 

HEMBA1006789 31,72 

HEMBA1006795 74.38 

HEMBA1006796 33.73 

HEMBA 1006805 49.79 

HEMBA1006807 548.33 

HEMBA1006813 8.39 

- HEMBA1006819 48.81 

HEMBA 1006821 67.17 

HEMBA1006824 134.05 

HEMBA1006832 879.78 

HEMBA1006834 214.89 

HEMBA10O6835 - 76.09 

HEMBA 1006843 178.51 

HEMB A 1006849 97.85 

HEMBA1006850 70.16 

HEMBA1006861 194.04 

HEMBA 1006 865 386.56 

HEMBA1006867 79.38 

HEMBA1006873 52.52 

HEMBA 1006877 27.89 

HEMBA1006878 49.79 

HEMBA 1006879 81.48 

HEMBA1006884 75.59 

HEMBA1006885 108.4 

HEMB Al 006886 214.12 

HEMBA1006889 34.16 

HEMBA1006896 220.54 

HEMBA1006900 107.14 

HEMB Al 006902 36.24 

HEMBA1006912 131.15 

HEMBA1006914 146.34 

HEMBA1006916 52.95 

HEMBA1006921 36.5 

HEMBA1006926 77.03 

HEMBA1006927 44.25 

HEMBA1006929 69.53 

HEMB Al 006936 55.75 

HEMBA 1006938 23.46 

HEMBA1006941 120.09 



40.89 39.82 0.86 0.84 

28.54 25.67 1 1 

59.11 50.27 1.26 1.07 

78.41 96.22 0.98 1.21 

123.15 112.9 1.27 1.16 

26.96 34.75 1 1 
259.84 207.32 0.99 0.79 
56.58 38.66 1.13 0.8 
39.79 30.71 1 1 
28.24 27.59 1 1 
36.32 39.83 0.87 0.87 
97.17 106.18 0.88 0.96 
138.11 127.08 1.33 1.22 
31.4 43.61 1 1.09 
86.15 67.66 1.16 0.91 
30.14 26.67 1 1 
62.87 59.15 1.26 1.19 
590.98 647.3 1.08 1.18 
11.05 8.41 1 1 
41.74 53.15 0.86 1.09 
58.94 65.94 0.88 0.98 
123.87 134.81 0.92 1.01 

794.16 837.41 0.9 0.95 
195.31 233.74 0.91 1.09 
66.54 70.44 0.87 0.93 
145.01 204.76 0.81 1.15 
90.86 92.39 0.93 0.94 
62.71 77.59 0.89 1.11 
239.06 193.48 1.23 1 
391.92 347.27 1.01 0.9 

60.98 80.49 0.77 1.01 
56.67 65.26 L08 1.24 
25.52 34.04 1 l 

52.97 52.03 1.06 1.04 
83.18 87 1.02 1.07 

78.05 49.54 1.03 0.66 
116.23 124.06 1.07 1.14 
109.45 199.57 0.51 0.93 
36.64 43.52 1 1.09 
199.25 269.98 0.9 1.22 

70.06 100.64 0.65 0.94 
30.36 46.46 1 1.16 
168.96 176.75 1.29 1.35 
169.19 176.67 1.16 1.21 

56.07 60.34 1.06 1.14 
34.51 36.7 1 1 

69.9 74.35 0.91 0.97 

40.49 39.14 0.92 0.9 

57.01 84.15 0.82 1.21 

51.71 50.1 0.93 0.9 

22.99 33.94 1 1 
148.4 171.2 1.24 1.43 
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HEMBA1007194 92.89 

HEMBA1007200 61.75 

HEMBA1007203 40.29 

HEMBA1007206 116.15 

HEMBA1007224 81.68 

HEMBA1007226 739.66 

HEMBA100724O 30.85 

HEMBA1007241 25.15 

HEMBA1007242 20.95 

HEMBA1007243 1590.76 

HEMBA1007251 23.4 

HEMBA1007256 61.3 

HEMBA1007267 83.81 

HEMBA1007273 40.69 

HEMBA1 007279 67.04 

HEMBA1007281 25.38 

HEMBA1007283 51.41 

HEMBA1007288 51.91 

HEMBA1007291 38.95 

HEMBA1007299 111.39 

HEMBA1007300 92.24 

HEMBA1007301 37.69 

HEMBA1007319 41.53 

HEMBA1007320 35.6 

HEMBA1O07322 530.56 

HEMBA1O07323 22.91 

HEMBA1007326 157.13 

HEMBA1007327 92.05 

HEMBA1007332 63.18 

HEMBA1007341 92.22 

HEMBA 1007342 19.93 

HEMBA 1007347 81.68 

HEMBA1007353 51.19 

HEMBB 1000005 57.19 

HEMBB 1000008 109.3 

HEMBB 10000 18 167.05 

HEMBB 1000024 94.57 

HEMBB 1000025 37.67 

HEMBB 1000030 137.19 

HEMBB1000036 68.1 

HEMBB 1000037 59.06 

HEMBB1000039 51.06 

HEMBB 1000044 60.18 

HEMBB 1000048 42.59 

HEMBB 1000050 52.62 

HEMBB 1000054 83.36 

HEMBB 1000055 1317.19 

HEMBB 1000059 298.73 

HEMBB 1000072 1530 

HEMBB 1000081 76.48 

HEMBB 1000083 72.67 

HEMBB 1000089 77.88 
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46.9 71.59 0.69 1.05 
51.17 62.08 0.87 1.05 
58.76 53.76 1.15 1.05 
71.4 78.13 1.19 1.3 
46.3 51.73 1.09 1.21 
59.79 62.1 1.14 1.18 
101.52 82.18 1.22 0.99 
1091.88 1374 0.83 1.04 
247.82 268.67 0.83 0.9 
1479.03 1077.07 0.97 0.7 
76.79 72.27 1 0.94 
77.6 92.07 2.07 1.27 
93.51 103.34 1.2 1.33 
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HEMBB 1000094 
HEMBB 1000097 
HEMBB 1000099 
HEMBB 1000103 
HEMBB 1000106 
HEMBB 10001 13 
HEMBB 10001 19 
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HEMBB 1000144 
HEMBB1000147 
HEMBB1000152 
HEMBB 1000154 
HEMBB 10001 55 
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HEMBB1000307 
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HEMBB 10003 12 
HEMBB1000317 
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HEMBB 1000358 19.65 
HEMBB 1000369 34.71 
HEMBB 1000373 32.63 
HEMBB 1000374 190.18 
HEMBB 1000376 95.05 
HEMBB 1000383 32.16 
HEMBB 1000391 108.55 
HEMBB 1000399 35.8 
HEMBB 1000402 61.34 
HEMBB 1000404 19.22 
HEMBB 1000407 53.68 
HEMBB1000420 89.38 
HEMBB 1000430 321.41 
HEMBB 1000434 136.61 
HEMBB1000438 . 21.68 
HEMBB 1000441 121.63 
HEMBB 1000447 232.61 
HEMBB 1000449 32.55 
HEMBB1O00453 116.82 
HEMBB1000455 119.59 
HEMBB 1000472 57.39 
HEMBB 1000480 71.36 
HEMBB 1000486 134.75 
HEMBB 1000487 40.78 
HEMBB 1000490 232.23 
HEMBB 1000491 77.18 
HEMBB 1000492 51.12 
HEMBB 1000493 43.28 
HEMBB 10005 10 102.58 
HEMBB 10005 16 32.96 
HEMBB 10005 18 27.52 
HEMBB1000523 91.19 
HEMBB 1000530 47.75 
HEMBB 1000542 64.84 
HEMBB1000550 29.41 
HEMBB 1000554 197.92 
HEMBB 1000556 35.02 
HEMBB 1000564 79.26 
HEMBB 1000567 49.89 
HEMBB 1000569 712.18 
HEMBB100O573 141.98 
HEMBB1000575 120.37 
HEMBB 1 000579 32.88 
HEMBB1000585 57 
HEMBB 1000586 77.21 
HEMBB 1000589 56.79 
HEMBB 1000591 66.42 
HEMBB1000592 19.28 
HEMBB 1000593 1619.69 
HEMBB 1000595 116.22 
HEMBB 1000598 73.47 
HEMBB 10006 11 22.29 



18.45 17.79 1 1 

38.3 37.92 1 1 

25.25 42.46 1 1.06 

222.71 190.88 1.17 1 

116.77 117.74 1.23 1.24 

31.74 35.34 1 1 

84.34 90,98 0.78 0.84 

25.8 28.35 1 1 

35.9 38.85 0.65 0.65 
19.32 23.67 1 1 
45.64 42.74 0.85 0.8 
82.19 78.12 0.92 0.87 
266.82 280.69 0.83 0.87 

152 155.43 1.11 1.14 

29.13 29.65 1 l 

122.62 145.02 1.01 1.19 

183.92 234.47 0.79 1.01 

23.71 35.9 1 1 

93.5 121.29 0.8 1.04 

104.77 79.92 0.88 0.67 

60.37 66.17 1.05 1.15 

80.49 88.4 1.13 1.24 

137.81 154.53 1.02 1.15 

42.41 42.74 1.04 1.05 

188.11 395.85 0.81 1.7 

109.79 92.42 1.42 1.2 

52.24 47.41 1.02 0.93 
58.21 61.51 1.34 1.42 
139.75 126 1.36 1.23 
43.33 44.13 1.08 1.1 

27.41 22.29 1 1 
84.79 101.27 0.93 1.11 
38.91 45.32 0.84 0.95 
47.56 63.01 0.73 0.97 

33.42 39.1 1 1 
218.42 242.94 1.1 1.23 
38.6 53.74 1 1.34 
72.47 58.63 0.91 0.74 

48.25 53.66 0.97 1.08 
479.07 738.28 0.67 1.04 
154.34 162.6 1.09 1.15 
123.61 125.81 1.03 1.05 
29.62 29.89 1 l 

50.39 59.8 0.88 1.05 

82.02 93.03 1.06 1.2 

59.99 75.39 1.06 1.33 

70.78 95.55 1.07 1.44 

13.47 21.28 1 1 

1589.1 1454.16 0.98 0.9 

132.44 159.52 1.14 1.37 

85.73 105.19 1.17 1.43 

21.4 32.86 1 1 
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HEMBB1O01095 64.85 66.69 68.18 1.03 1.05 

HEMBB1001096 35.36 34.3 47.52 1 1.19 

HEMBB1001101 70.64 76.12 108.45 1.08 1.54 
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HEMBB1001117 17.26 18.96 19.58 1 1 

HEMBB1001119 21.66 26.01 29.87 1' 1 

HEMBB 1001 126 19.77 28.11 24.45 1 1 
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HEMBB1001145 109.76 160.03 153.65 1.46 1.4 



HEMBB1001151 


86.89 


104.79 


83.56 


1.21 


0.96 


HEMBB 1001 153 


58.18 


70.9 


76.77 


1.22 


1.32 


HEMBB 100 11 58 


90.29 


81.21 


81.82 


0.9 


0.91 


HEMBB 100 1169 


60.62 


CO 1 "J 

58.13 


A C O O 

45.38 


0.96 


f\ >-} c 

0.75 


HEMBB 1001 170 


14.32 


18.12 


14.61 


1 


1 


HEMBB 1001 175 


38.59 


38.42 


37.59 


1 


1 


Y TT7X /TOT) 1 AA1 1 T7 

HEMBB 1001 1 77 


11. lis 


00 O/l 

iSo.34 


on ai 

87.47 


1.14 


1.12 


HEMBB 1UU1 loz 


Jz.oZ 


4Z.0Z 


O/l CSA 

Z4.V4 


1.0/ 


1 


HEMBB 1001 192 


on 10 

80.28 


76.99 


77.01 


n r\£. 

0.96 


0.96 


tjttx /coxy 1 nr» i inn 
HEMBB 1 00 1 1 y 9 


n 10 

1 /.zo 


1 O 

10. / J 


zl.z4 


1 


1 


HEMBB1001200 


26.94 


35.48 


20.73 


1 


1 


HEMBB1001208 


44.06 


56.77 


48.01- 


1.29 


1.09 


HEMBB1001209 


63.56 


67.06 


62.58 


1.06 


0.98 


HEMBB1001210 


71.99 


103.26 


94.81 


1.43 


1.32 


HEMBB 1001215 


73.3 


58.01 


87.59 


0.79 


1.19 


HEMBB 1001217 


27.5 


24.28 


23.56 


1 


1 


HEMBB1001218 


73.09 


74.04 


61.15 


1.01 


0.84 


HEMBB1001221 


15.99 


14.74 


11.54 


1 


1 


HEMBB 1001224 


67.43 


59.78 


51.21 


0.89 


0.76 


HEMBB 1001230 


15.17 


18.56 


16.93 


1 


1 


HEMBB1001234 


174.88 


139.37 


127.94 


0.8 


0.73 


HEMBB1001235 


89.51 


128.87 


1 14.32 


1.44 


1.28 


HEMBB1001237 


111.1 


109.23 


147.82 


0.98 


1.33 


HEMBB1001242 


33.34 


27.71 


36.97 


1 


1 


HEMBB1001244 


13.8 


13.89 


25.16 


1 


1 


HEMBB1001249 


37.6 


39.46 


46.29 


1 


1.16 


HEMBB1001253 


38.5 


21.7 


24.93 


1 


1 


HEMBB1001254 


28.55 


27.23 


28.37 


1 


1 


HEMBB1001266 


16.64 


22.02 


23.99 


1 


1 


HEMBB1001267 


149.8 


192.98 


138.61 


1.29 


0.93 


HEMBB1001271 


88.15 


79.26 


86.96 


0.9 


0.99 


HEMBB 1001282 


32.03 


31.05 


30.41 


1 


1 


HEMBB1001287 


419.44 


318.76 


i 528.38 


0.76 


, 1.26 


HEMBB1001288 


38.98 


33.86 


42.84 


1 


1.07 


HEMBB1001289 


70.66 


73.29 


75.6 


1.04 


1.07 



333 



EP1 130 094 A2 



HEMBB1001290 31.62 
HEMBB 1001294 91.96 
HEMBB1001299 96.72 
HEMBB1001302 29.26 
HEMBB1001304 14.82 
HEMBB1001314 15.41 
HEMBB1001315 14.94 
HEMBB1001317 58.3 
HEMBB1001326 16.42 
HEMBB1001331 45.9 
HEMBB 1001 335 25.08 
HEMBB1001337 66.68 
HEMBB1001339 34.17 
HEMBB 1001344 16.27 
HEMBB1001346 85.3 
HEMBB 1001348 36.51 
HEMBB1001350 15.34 
HEMBB1001356 22.63 
HEMBB1001364 20.61 
HEMBB 1001366 50.22 
HEMBB 1001 367 69.9 
HEMBB1001369 26.44 
HEMBB 1001380 171.26 
HEMBB10O1381 73.48 
HEMBB1001384 44.03 
HEMBB 1001387 20.53 
HEMBB 1001394 42.51 
HEMBB 1001407 15.57 
HEMBB1001410 14.03 
HEMBB 1001413 47.83 
HEMBB1001419 64.89 
HEMBB 1001421 66.7 
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HEMBB 1001463 72.24 
HEMBB1001464 23.46 
HEMBB 1001466 16.1 
HEMBB 1001482 17.83 
HEMBB 100 1500 15.7 
HEMBB 1001505 94.04 
HEMBB1001521 103.43 
HEMBB1001527 131.08 
HEMBB10O153O 36.09 
HEMBB1001531 33.37 
HEMBB1001532 28.14 
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EP1 130 094 A2 



HEMBB 1001535 57.33 

HEMBB1O01536 70.64 

HEMBB1001537 74.37 

HEMBB1O01542 40.51 

HEMBB1001543 43.2 

HEMBB1001547 18.22 

HEMBB1001548 88.24 

HEMBB 1001551 36.53 

HEMBB1001555 94.63 

HEMBB1001562 42.29 

HEMBB1001564 2416.11 

HEMBB 100 1565 47.78 

HEMBB 1001 569 40.38 

HEMBB1001573 91.13 

HEMBB 1001 585 58.7 

HEMBB1001586 34.52 

HEMBB1001588 130.12 

HEMBB 1001595 39.93 

HEMBB 1001596 21.79 

HEMBB 1001599 20.62 

HEMBB 1001603 28.41 

HEMBB1001606 19.58 

HEMBB 1001612 104.65 

HEMBB 1001618 53.27 

HEMBB1001619 185.35 

HEMBB 1001623 26.47 

HEMBB 1001625 22.27 

HEMBB 1001630 29.24 

HEMBB 1001635 27.09 

HEMBB 1001637 54.41 

HEMBB 1001 641 19.29 

HEMBB1001653 73.78 

HEMBB1001665 16.57 

HEMBB1O01666 31.84 

HEMBB1001667 38.86 

HEMBB 1001668 21.49 

HEMBB 100 1669 28.36 

HEMBB1001670 51.71 

HEMBB1001673 37.71 

HEMBB1001675 28.06 

HEMBB1001679 24.36 

HEMBB1001684 34.74 

HEMBB1001685 50.59 

HEMBB1001695 13.35 

HEMBB1001703 60.44 

HEMBB 1001704 82.46 

HEMBB1001706 83.37 

HEMBB1001707 61.04 

HEMBB1001717 39.68 

HEMBB1001731 227.77 
HEMBB1001734 85.8 

HEMBB1001735 35.46 



59.45 67.05 1.04 1.17 
87.3 85.56 1.24 1.21 
83.2 97.94 1.12 1.32 
31.55 41.06 0.99 1.01 

62.46 50.41 1.45 1.17 
16.49 23.58 1 1 
78.53 93.21 0.89 1.06 
30.82 31.09 1 1 
117.35 103.49 1.24 1.09 
46.25 50.21 1.09 1.19 
2403.39 2489.42 0.99 1.03 
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EP 1 130 094 A2 

HEMBB1001736 111.13 114.46 99.96 1.03 09 

HEMBB1001747 28.25 30.44 34.85 1 1 

HEMBB1001749 108.55 128.31 133.78 1.18 1 23 

HEMBB1001753 174.76 181.17 163.68 1.04 0 94 

HEMBB1001756 53.47 55.22 43.62 1.03 0 82 

HEMBB1001757 33.26 33.55 33.65 1 1 

HEMBB1001760 29.47 27.29 21.28 1 1 

HEMBB1001762 24.71 24.07 23.26 1 1 

HEMBB1001780 101.85 121.84 104.01 1.2 1 02 

HEMBB1001785 19.76 25.8 20.32 1 1 

HEMBB1001788 71.19 76.95 91.78 1.08 1 29 

HEMBB1001793 107.24 130.17 151.56 1 21 141 

HEMBB1001797 31.63 35.13 38.46 1 1 

HEMBB1001802 582.82 495.71 564.82 0.85 0 97 

HEMBB1001812 130.02 154.31 156.09 1.19 1 2 

HEMBB1001815 329.05 251.94 348.74 0 77 1 06 

HEMBB1001816 87.87 108.75 117.81 1.24 1 34 

HEMBB1001831 24.56 22.28 25.02 1 1 

HEMBB1001834 4642.6 3710.98 3077.01 0.8 0 66 

HEMBB1001836 155.09 188.11 192.34 1.21 1.24 

HEMBB1001839 13.4 10.71 14.97 1 1 

HEMBB1001841 128.1 101.32 161.52 0.79 1 26 

HEMBB1001844 64.7 67.28 95.48 1.04 1.48 

HEMBB 1001847 100.34 97.67 105.69 0.97 1 05 

HEMBB1001848 159.62 172.01 173.93 1.08 1 09 

HEMBB1001850 48.27 54.22 57.24 1 12 1 19 

HEMBB1001859 92.79 111.95 122.61 1.21 1.32 

HEMBB1001863 107.69 137.37 149.04 1.28 138 
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EP 1 130 094 A2 



HEMBB10O1953 74.15 
HEMBB1001957 36.9 

HEMBB1001959 30.03 

HEMBB 1001962 42.35 

HEMBB 1001967 83.92 

HEMBB1001973 152.67 

HEMBB 1001978 45.74 

HEMBB1001983 258.71 

HEMBB1001987 31.95 

HEMBB 100 1988 20.41 

HEMBB 1001990 64.25 

HEMBB1001996 16.43 

HEMBB 1001997 76.92 

HEMBB1001999 180.01 

HEMBB 1002002 31.88 

HEMBB 1002005 99.52 

HEMBB 1002009 22.42 

HEMBB 10020 13 22.19 

HEMBB1002015 38.57 

HEMBB 1002024 243.3 

HEMBB 1002035 37.52 

HEMBB 1002039 47.67 

HEMBB 1002041 127.13 

HEMBB 1002042 154.54 

HEMBB 1002043 72.46 

HEMBB 1002044 17.24 

HEMBB 1002045 98.34 
HEMBB1002049 32.4 

HEMBB 1002050 54.46 

HEMBB 1002051 33.04 

HEMBB 1002068 15.75 

HEMBB 1002069 131.41 

HEMBB 1002075 46.06 

HEMBB1002079 15.66 

HEMBB 1002080 52.15 

HEMBB 1002082 31.89 
HEMBB 1002084 62.5 

HEMBB 1002088 197.89 

HEMBB1002092 66.56 

HEMBB 1002094 91.56 

HEMBB 1002103 61.83 

HEMBB 1002 109 48.27 

HEMBB1002115 857.39 

HEMBB 1002 120 22.84 
HEMBB1002121 14.42 

HEMBB1002134 3160.47 

HEMBB1002136 32.71 

HEMBB 1002 138 104.95 

HEMBB 1002139 60.25 

HEMBB1002141 65.38 

HEMBB 1002142 62.23 
HEMBB 1002 145 16.46 



84.35 68.08 1.14 0.92 

41.13 47.59 1.03 1.19 
29.41 28.99 1 1 
42.73 45.14 1.01 1.07 
92.43 100.36 1.1 1.2 
174.78 199.04 1.14 1.3 
65.26 65.19 1.43 1.43 
323.73 294.81 1.25 1.14 
46.82 41.53 1.17 1.04 
35.61 26.45 1 1 
52.7 66.13 0.82 1.03 
14.96 15.12 1 1 
97.16 85.13 1.26 1.11 

173.11 234.29 0.96 1.3 
40.79 40.58 1.02 1.01 
121.19 111.38 1.22 1.12 
22.96 24.92 1 1 
20.11 12.6 1 1 

32.14 52.41 1 1.31 
254.6 284.25 1.05 1.17 
44.6 40.17 1.12 1 
58.57 48.53 1.23 1.02 
143.91 152.63 1.13 1.2 
163.56 178.51 1.06 1.16 
75.82 97 1.05 1.34 
15.51 18.1 1 1 
87.64 102.2 0.89 1.04 
37.78 33.9 1 1 
75.81 73.59 1.39 1.35 

38.18 42.06 1 1.05 
31.23 28.8 1 1 

166.12 180.05 1.26 1.37 
43.3 54.43 0.94 1.18 

14.19 21.42 1 1 
37.47 68.67 0.77 1.32 
25.21 29.19 1 1 
72.46 56.82 1.16 0.91 

188.34 224.69 0.95 1.14 
87.6 82.43 1.32 1.24 

127.86 111.14 1.4 1.21 

54.9 60.97 0.89 0.99 

43.16 49.47 0.89 1.02 

822.35 823.07 0.96 0.96 
31.18 14.06 1 1 
28.53 17.26 1 1 
2063.94 1503.86 0.65 0.48 
34.06 29.63 1 1 
97.39 111.19 0.93 1.06 
63.72 74.93 1.06 1.24 
51.79 81.86 0.79 1.25 
77.64 79.89 1.25 1.28 
17.63 21.94 1 1 
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HEMBB1002152 54.41 

HEMBB1002162 61.42 

HEMBB 1002173 68.41 

HEMBB 1002189 136.72 

HEMBB1002190 139.28 

HEMBB1002193 24.18 

HEMBB 1002217 56.58 

HEMBB 1002218 94.72 

HEMBB 1002228 47.66 

HEMBB 1002232 48.01 

HEMBB 1002245 11.99 

HEMBB 1002247 16.26 

HEMBB 1002249 100.78 

HEMBB1002254 61.71 

HEMBB 1002255 43.98 

HEMBB1002266 9.14 

HEMBB 1002271 508.25 

HEMBB 1002280 24.18 

HEMBB 1002296 86.16 

HEMBB 1002300 17.71 

HEMBB 1002302 30.05 

HEMBB1002306 40.13 

HEMBB 10023 16 16.69 

HEMBB 1002326 81.83 

HEMBB 1002327 35.54 

HEMBB1002329 30.07 

HEMBB 1002340 24.11 

HEMBB 1002342 129.57 

HEMBB1002358 61.43 

HEMBB1002359 58.57 

HEMBB 1002364 54.51 

HEMBB 1002366 214 

HEMBB1002371 14.46 

HEMBB1002381 52.02 

HEMBB 1002383 49.37 

HEMBB 1002387 23.32 

HEMBB 1002409 506.66 

HEMBB1002413 149.03 

HEMBB1002415 35.44 

HEMBB 1002424 22.24 

HEMBB1002425 135.36 

HEMBB1002427 46.13 

HEMBB 1002442 99.28 

HEMBB 1002447 77.99 

HEMBB 1002453 82.49 

HEMBB 1002457 73.38 

HEMBB 1002458 19.51 

HEMBB 1002463 116.77 

HEMBB 1002465 33.87 

HEMBB 1002477 27.07 

HEMBB 1002479 2900.82 

HEMBB 1002489 35.79 



64.9 49.38 1.19 0.91 

78.05 69.51 1.27 1.13 
64.52 53.57 0.94 0.78 
167.57 164.55 1.23 1.2 

145.12 157.03 1.04 1.13 
31.41 40.95 1 1,02 

64.06 69.33 1.13 1.23 

110.13 105.73 1.16 1.12 
54.29 54.62 1.14 1.15 
43.11 53.29 0.9 1.11 
15.52 21.46 1 1 
18.68 16.94 1 1 
117.71 157.81 1.17 L57 
51.83 73.55 0.84 1.19 
23.05 26.61 0.91 0.91 
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HEMBB 1002492 22.69 

HEMBB 1002495 74.11 

HEMBB 1002502 35.08 

HEMBB1002509 19.41 

HEMBB1002510 14.26 

HEMBB1002520 101.31 

HEMBB 1002522 36.29 

HEMBB 1002527 77.04 

HEMBB 1002530 26.36 

HEMBB1002531 11.96 
HEMBB1002534 83.5 

HEMBB 1002536 464.77 

HEMBB1002544 58.71 

HEMBB1002545 54.36 

HEMBB1002550 21.32 

HEMBB 1002556 170.5 

HEMBB 10025 71 150.91 

HEMBB 1002579 6L93 

HEMBB 1002582 76.28 

HEMBB 1002584 27.06 

HEMBB1002587 126.78 

HEMBB1002590 77.71 

HEMBB 1002596 79.69 

HEMBB 1002600 48.29 

HEMBB 1002601 76.17 

HEMBB1002603 63.58 

HEMBB1002607 50.88 

HEMBB1002610 40.81 

HEMBB 1002613 v 84.13 

HEMBB 1002614 55.77 
HEMBB1002615 32.1 

HEMBB 1002617 43.98 

HEMBB 1002623 61.69 

HEMBB 1002624. 114.08 

HEMBB1002631 26.27 

HEMBB 1002635 59.87 

HEMBB 1002644 139.11 

HEMBB1002654 52.89 

HEMBB 1002661 70.84 

HEMBB 1002663 81.54 

HEMBB 1002664 100.14 

HEMBB1002677 21.57 

HEMBB 1002683 108.83 

HEMBB1002684 39.36 
HEMBB1002686 24.6 

HEMBB1002692 35.51 

HEMBB 1002693 174.54 

HEMBB 1002697 34.66 

HEMBB 1002699 90.85 

HEMBB 1002702 35.47 

HEMBB 1002705 82.62 
HEMBB 10027 12 34.6 
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1.03 


1.17 


IMR32 1000039 


137.21 


86.65 


176.38 


0.63 


1.29 


1MR32 1000044 


5.53 


5.51 


9.28 


1 


1 


IMR32 1000063 


449.64 


312.4 


473.91 


0.69 


1.05 


IMR32 1000085 


228.02 


247.44 


291.45 


1.09 


1.28 


IMR32 1000089 


26.07 


22.18 


35.91 


1 


1 


IMR32 1000091 


8221 


68.33 


89.36 


0.83 


1.09 


LIVER 1000004 


789.21 


977.7 


936.93 


1.24 


1.19 


LIVERi000008 


11.78 


16.57 


20.04 


1 


1 


LIVER1000011 


193.38 


153.19 


255.98 


0.79 


1.32 


LIVER1000022 


78.18 


73.59 


.116.09 


0.94 


1.48 


LIVER1000025 


91.35 


117.4 


141.4 


1.29 


1.55 


LIVER 1 000030 


20.21 


20.08 


20.87 


1 


1 


LIVER1000045 


19.25 


18.24 


28.01 


1 


1 


LIVER1000046 


16.05 


22.11 


31.24 


1 


1 


LIVER1000072 


66.61 


60.53 


67.94 


0.91 


1.02 


LIVER100O077 


30.05 


33.76 


50.02 


1 


1.25 


LIVER1000080 


25.97 


34.88 


44.41 


1 


1.11 


LIVER1000086 


1565.31 


1521.72 1599.4 0.97 1.02 


LIVER1000092 


38.68 


48.54 


49.31 


1.21 


1.23 


UVER1 000095 


14.08 


10.56 


25.15 


1 


1 


LIVER1000097 


51.26 


31.34 


52.84 


0.78 


1.03 


UVER1000098 


24.13 


24.78 


31.17 


1 


1 


UVER1000100 


42.58 


45.39 


52.33 


1.07 


1.23 


UVER1 000101 


18.77 


13.86 


19.76 


I 


I 


UVER1000106 


9.93 


7.64 


11.86 


1 


1 


LIVER1000108 


81.22 


77.63 


106.3 


0.96 


1.31 


LIVER1000115 


63.17 


81.27 


65.78 


1.29 


1.04 


LIVER1000120 


24.34 


20.44 


29.34 


1 


1 


UVER1000138 


22.43 


16.05 


23.85 


1 


1 


LIVER1000146 


75.52 


89.3 


103.41 


1.18 


1.37 


LIVER1000148 


■ 15.97 


20.61 


22.81 


1 


1 


LIVER1000157 


292.6 


254.48 


264.66 


0.87 


0.9 


LIVER1 000161 


18.02 


17.63 


18.27 


1 


1 


LIVER1000167 


136.18 


116.28 


107.84 


0.85 


0.79 


LIVER1000174 


17.38 


20.25 


15.52 


1 


1 


LIVER1000185 


25.51 


26.27 


35.78 


1 


1 


LIVER1000187 


32.1 


20.92 


31.14 


1 


1 


LIVER 1000190 


22.76 


21.48 


25.48 


1 


1 


LIVER1000192 


24.43 


19.22 


24.96 


1 


1 



MAMMA1000009 69.7 85.49 89.43 1.23 1.28 

MAMMA1000015 60.76 69.14 62.3 1.14 1.03 

MAMMA1000019 48.99 44.67 46.39 0.91 0.95 

MAMMA1000020 96.56 91.16 88.5 0.94 0.92 

MAMMA1000024 25.06 26.11 27.75 1 ■ 1 

MAiMMA1000025 99.11 110.53 110.71 1.12 1.12 

MAMMA1000043 121.02 170.89 142.18 1.41 1.17 

MAMMA1O00O45 28.59 32.78 35.67 1 1 

MAMMA1000046 44.13 42.12 42.99 0.95 0.97 

MAMMA1Q00055 40.22 41.24 36.01 1.03 0.99 
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EP 1 130 094 A2 



MAMMA1000057 161.73 

MAMMA1000060 291.4 

MAMMA1000069 35.81 

MAMMA1000084 114.03 

MAMMA1000085 43.33 

MAMMA1000092 57.19 

MAMMA1000096 42.82 

MAMMA1000097 42.53 

MAMMA1000102 81.65 

MAMMA1000103 42.11 

MAMMA1000106 62.58 

MAMMA1000117 66.99 

MAMMA 10001 18 25.07 

MAMMA1000129 38.75 

MAMMA1000133 32.65 

MAMMA1000134 63.77 

MAMMA1000139 44.14 

MAMMA1000141 43.18 

MAMMA1000143 41.08 

MAMMA1000150 38.43 

MAMMA1000155 108.1 

MAMMA1000163 52.95 

MAMMA1000171 85.1 

MAMMA1000173 83.44 

MAMMA1000175 47.92 

MAMMA1000183 70.5 

MAMMA1000191 182.99 

MAMMA1000192 84.79 

MAMMA1000193 14.45 

MAMMA1000198 91.45 

MAMMA 1000204 113.18 

MAMMA1000207 40.29 

MAMMA1000214 69.38 

MAMMA1000220 149.2 

MAMMA1000221 25.6 

MAMMA1 000226 17.74 

MAMMA1000227 80.09 

MAMMA1000230 56.5 

MAMMA1000241 144.42 

MAMMA1000245 2016.84 

MAMMA1000248 211.46 

MAMMA 1000251 71.02 

MAMMA1000254 43.16 

MAMMA1000257 348.53 

MAMMA1000262 149.97 

MAMMA 1000264 50.09 

MAMMA 1 000266 42.19 

MAMMA1000270 110.29 

MAMMA1000271 65.91 

MAMMA1000277 31.88 

MAMMA1000278 27.39 

MAMMA1000279 76.59 



194.84 175.78 1.2 1.09 
210.32 271.7 0.72 0.93 

33.15 36.22 1 I 
106.93 111.12 0.94 0.97 
58.01 75.93 1.34 1.75 
75.89 64.44 1.33 1.13 
40.28 49.85 0.94 1.16 
33.83 38.68 0.94 0.94 

99.16 83.23 1.21 1.02 
37.74 47.16 0.95 1.12 

61.22 63.47 0.98 1.01 
39.66 34.24 0.6 0.6 
29.4 30.08 1 1 
39.15 52.64 1 1.32 
39.44 37.83 1 1 
64.83 88.01 1.02 1.38 
39.4 40.55 0.91 0.92 
34.69 38.35 0.93 0.93 
31.74 52.28 0.97 1.27 
39.44 37.59 1 1 

136.51 115.14 1.26 1.07 
43.36 48.01 0.82 0.91 
94.99 106.68 1.12 1.25 
81.65 108.07 0.98 1.3 
24.82 29.47 0.83 0.83 
79.77 55.11 1.13 0.78 
198.74 232.45 1.09 1.27 
90.13 71.73 1.06 0.85 
14.31 18.14 1 1 
124.27 126.6 1.36 1.38 

114.52 133 1.01 1.18 
27.8 25.73 0.99 0.99 
52.25 88.97 0.75 1.28 

142.85 157.09 0.96 1.05 

29.23 25.67 1 1 
17.54 16.59 1 I 

88.2 92.52 1.1 1.16. 
49.07 55.35 0.87 0.98 

164.35 199.06 1.14 1.38 
1292.45 1737.36 0.64 0.86 

211.41 221.96 1 1.05 

75.25 69.37 1.06 0.98 

44.31 43.38 1.03 1.01 

336.17 304.96 0.96 0.87 

155.35 172.25 1.04 1.15 

69.7 77.41 1.39 1.55 

53.01 62.54 1.26 1.48 

123.04 119.59 1.12 1.08 

71.69 92.57 1.09 1.4 

41.41 51.95 1.04 1.3 

28.41 31.86 1 1 

72.3 86.05 0.94 1.12 
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EP1 130 094 A2 



MAMMA100O283 12.23 
MAMMA1000284 61.7 

MAMMA1000287 117.81 

MAMMA1000294 51.27 

MAMMA1000298 19.88 

MAiMMA1000302 43.09 

MAMMA1000303 22.93 

MAMMA1000305 56.48 

MAMMA1000307 122.05 

MAMMA 1000309 26.05 

MAMMA1000312 20.73 

MAMMA1000313 21.37 

MAMMA10OO331 38.08 

MAMMA1000335 53.67 

MAMMA1000339 10.22 
MAMMA 1000340 43.7 

MAMMA1000348 61.54 

MAMMA1000356 130.69 

MAMMA100O358 51.48 

MAMMA1000360 54.55 

MAMMA1000361 117.23 
MAMMA1000363 28.7 

MAMMA1000370 23.94 

MAMMA1 000371 69.05 

MAMMA1000372 159.51 

MAMMA1000385 102.13 

MAMMA1 000388 75.01 

MAMMA1000395 22.37 

MAMMA1000402 72.36 

MAMMA 1000403 72.37 

MAMMA1000410 33.58 

MAMMA1000413 57.45 

MAMMA1000414 20.57 

MAMMA1000416 158.25 

MAMMA1000421 188.05 

MAMMA1000422 73.61 

MAMMA1000423 94.51 
MAMMA1000424 15.4 

MAMMA1000429 83.68 

MAMMA1000431 98.85 

MAMMA1000432 24.16 

MAMMA 1000437 124.16 

MAMMA 1000444 136.7 

MAMMA 1000446 19.46 

MAMMA1000449 71.54 

MAMMA 3 000457 35.29 

MAMMA1000458 29.28 

MAMMA1000468 12.04 
MAMMA1000472 56.4 

MAMMA100O473 42.04 

MAMMA1000477 209.43 

MAMMA1000478 171.46 



1 Q TX 


OiC A/I 


1 


1 


Qf\ /CO 




1.31 


1 A £. 

l.4o 


l jy.y^. 


1 7£ /C< 


l.Jo 


1.5 


/CO O/C 


OA TO 

84.78 


1.22 


1.65 




29 


1 


l 


AO T7 

48.77 


59.12 


1.13 


1.37 


O^ AA 


35.42 


l 


l 


AO A A 

48.44 


66.38 


0.86 


1. 18 


123.68 


154.96 


1.01 


1.27 


29.95 


34.22 


1 


1 


19.63 


24.38 


1 


1 


27.58 


41.71 


1 


1.04 


36.14 


40.81 


1 


1.02 


64.05 


83.91 


1.19 


1.56 


10.27 


17.3 


1 


1 


42.93 


51.78 


0.98 


1.18 


66.76 


90.8 


1.08 


1.48 


145.54 


158.44 


1.11 


1.21 


56.3 


60.81 


1.09 


1.18 


61.19 


64.51 


1.12 


1.18 


145.09 


161.91 


1.24 


1.38 


40.47 


42.91 


1.01 


1.07 


21.88 


25.41 


1 


1 


56.2 


78.4 


0.81 


1.14 


211.06 


195.86 


1.32 


1.23 


124.35 


133.16 


1.22 


1.3 


86.34 


84.4 


1.15 


1.13 


19.56 


19.84 


1 


1 


76.1 


78.86 


1.05 


1.09 


70.33 


78.58 


0.97 


1.09 


33.5 


34.11 


I 


1 


51.95 


64.59 


0.9 


1.12 


22.19 


40.1 


1 


1 


149.38 


193.05 


0.94 


i.22 


211.01 


182.22 


1.12 


0.97 


67.23 


76.18 


0.91 


1.03 


71.44 


79.7 


0.76 


0.84 


17.71 


20.58 


1 


1 


91.15 


103.56 


1.09 


1.24 


87.11 


96.03 


0.88 


0.97 


28.51 


31.19 


1 


1 


164.26 


174.14 


1.32 


1.4 


182.7 


147A8 


1.34 


1.08 


14.8 


13.08 


1 


1 


67.04 


67.59 


0.94 


0.94 


33.26 


37.36 


1 


1 


23 


26.05 


1 


1 


8.94 


8.92 


1 


1 


74.66 


80.11 


1.32 


1.42 


44.75 


42.13 


1.06 


1 


261.33 


217.02 


1.25 


1.04 


137.3 


142.48 


0.8 


0.83 
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EP1 130 094 A2 



MAMMA1000483 173.33 

MAMMA1000490 27.98 

MAMMA1000496 21.15 

MAMMA1000500 30.34 

MAMMA1000501 200.89 

MAMMA1000503 20.19 

MAMMA 1000506 249.78 

MAMMA1000510 89.34 

MAMMA1000515 99.62 

MAMMA1000516 58.39 

MAMMA1 000522 40.02 

MAMMA1000524 82.61 

MAMMA1000528 41.23 

MAMMA1000534 21.88 

MAMMA1000541 98.56 

MAMMA1000550 28.38 

MAMMA1000556 29.7 . 

MAMMA1000559 65.27 

MAMMA1000565 43.64 

MAMMA1000567 59.61 

MAMMA1000576 252.37 

MAMMA1000582 34.27 

MAMMA 1000583 38.51 

MAMMA1000585 70.54 

MAMMA1000587 31.89 

MAMMA1000591 31.83 

MAMMA1000594 95.96 

MAMMA1000597 112.71 

MAMMA1000605 227.96 

MAMMA1000612 50.29 

MAMMA1000614 105.01 

MAMMA1000616 28.23 

MAMMA1000621 48.19 

MAMMA1000623 16.15 

MAMMA1000625 476.24 

MAMMA1000635 22.75 

MAMMA1000643 61.07 

MAMMA1000646 103.03 

MAMMA1000652 80.37 

MAMMA1000657 67.99 

MAMMA1000664 69.53 

MAMMA1000667 44.02 

MAMMA1000668 25.86 

MAMMA1 000669 32.4 

MAMMA1000670 42.16 

MAMMA1000672 46.46 

MAMMA1000681 16.87 

MAMMA 1000684 305.51 

MAMMA 1 000696 81.12 

MAMMA 1000702 33.08 

MAMMA1000706 16.07 

MAMMA1000707 15.71 



130.85 175.19 

34.31 36.95 

23.28 19.05 
24.81 24.96 
257.95 251.06 

19.29 25.03 
268.35 237.02 

85.46 95.59 
98.07 114.14 

53.74 62.5 
48.31 39.29 
76.55 71.62 

50.62 46.62 

22.24 31.94 
97.52 145.81 

24.01 30.73 
33.84 22.71 
58.52 51.21 
52.38 50.91 

51.2 53.35 
347.25 302.1 

45.25 37.74 
42.54 53.91 
69.89 89.76 
29.28 30.16 
38.96 36.66 
108.1 103.51 
119.49 115.95 
309.33 345.3 

57.92 62.96 
111.54 146.23 

16.94 25.27 

38.93 40.79 
20.37 14.71 
434.14 591.82 
16.99 27.2 

69.63 70.89 
97.67 111.43 
88.11 98.22 
54.13 63.05 
91.36 91.87 
42.24 43.86 
31.44 31.04 

23.75 38.33 

45.95 68.34 
51.31 62.93 
17.54 34.21 
315.27 468.25 
110.65 105.52 

38.47 56.72 

17.64 26.71 
9.39 11.75 



0.75 1.01 

1 1 

1 1 

1 1 

1.28 1.25 

1 1 

1.07 0.95 

0.96 1.07 

0.98 1.15 

0.92 1.07 

1.21 1 

0.93 0.87 

1.23 1.13 

1 1 

0.99 1.48 

1 1 

1 1 

0.9 0.78 

1.2 1.17 

0.86 0.89 

1.38 1.2 

1.13 1 

1.06 1.35 

0.99 1.27 

1 1 

1 1 

1.13 1.08 
1.06 1.03 
1.36 1.51 

1.15 1.25 
1.06 1.39 

1 1 

0.83 0.85 

1 1 

0.91 1.24 

1 1 

1.14 1.16 
0.95 1.08 
1.1 1.22 
0.8 0.93 
1.31 1.32 
0.96 1 

1 1 

1 1 

1.0? 1.62 

1.1 1.35 

1 1 
1.03 1.53 

1.36 1.3 

1 1.42 

1 1 

1 1 
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EP1 



130 094 A2 



MAMMA1000713 47.84 
MAMMA1000714 44.22 
MAMMA1OO0718 77.39 

MAMMA1OO072O 106.05 
MAMMA1000723 80.22 

MAMMA1O00731 37.93 

MAMMA1000732 76.66 

MAMMA1O00733 24.26 

MAMMA1000734 76.35 

MAMMA10O0736 93.07 

MAMMA1000738 22.99 

MAMMA1000744 61.59 

MAMMA1000746 34.62 

MAMMA1000748 94.62 

MAMMA1000751 334.01 

MAMMA1000752 172.02 

MAMMA1000757 127.85 

MAMMA1000760 124.78 

MAMMA1000761 86.33 

MAMMA1000775 54.85 

MAMMA1000776 173.91 

MAMMA1000778 91.05 

MAMMA1 000781 63.26 

MAMMA1 000782 39.83 

MAMMA1 000784 28.48 

MAMMA1 000788 31.29 

MAMMA 1000798 42.43 

MAMMA1000802 204.67 

MAMMA1000810 181.51 
MAMMA 10008 13 69.7 

MAMMA1000814 161.77 

MAMMA1000824 426.4 

MAMMA1000827 33.46 

MAMMA1000831 25.86 

MAMMA1000838 76.35 

MAMMA1000839 216.78 

MAMMA1000841 34.24 

MAMMA1O00842 43.49 

MAMMA1000843 18.06 

MAMMA1000845 30.07 

MAMMA1000851 68.26 

MAMMA1000854 50.96 

MAMMA1000855 21.13 

MAMMA1 000856 29.86 

MAMMA1000859 210.87 

MAMMA1000862 25.4 

MAMMA1000863 133.72 

MAMMA1000865 8.05 

MAMMA1000867 40.13 

MAMMA1000875 80.24 

MAMMA 1000876 39.02 

MAMMA1000877 235.29 



58.17 69.33 1.22 1.45 

51.16 63.18 1.16 1.43 

105.19 113 1.36 1.46 
102.56 143.39 0.97 1.35 

89.12 106.97 1.11 1.33 

41.02 42.13 1.03 1.05 
75.96 89.16 0.99 1.16 

21.73 27.58 1 1 
77.56 87.95 1.02 1.15 
91.84 103.02 0.99 1.11 
26.49 33.75 1 1 
73.7 72.42 1.2 1.18 
35.33 39.65 1 1 
85.38 106.73 0.9 1.13 
360.17 399.46 1.08 1.2 
164.07 214.33 0.95 1.25 
148.73 157.88 1.16 1.23 
124.43 142.19 1 1.14 

79.3 87.55 0.92 1.01 
44.33 57.63 0.81 1.05 
164.83 163.92 0.95 0.94 
95.45 94.19 1.05 1.03 
51.61 53.06 0.82 0.84 
31.75 40.39 1 1.01 
29.6 29.08 1 1 
37.38 42.21 1 1.06 
39.93 36.22 0.94 0.94 
220.69 236.34 1.08 1.15 
178.05 161.35 0.98 0.89 
53.3 75.76 0.76 1.09 
141.29 176.21 0.87 1.09 
265.37 303.66 0.62 0.71 
41.83 43.11 1.05 1.08 

20.61 24.91 1 1 
66.41 79.25 0.87 1.04 
217.48 209.61 1 0.97 
33.58 34.14 1 1 

37.62 46.94 0.92 1.08 

15.02 20.55 1 l 

23.03 21.66 1 1 
91.68 101.42 1.34 1.49 
37.12 52.14 0.78 1.02 
26.08 16.44 1 l 
26.37 27.71 1 1 
235.81 245.69 1.12 1.17 
18.52 20.07 1 1 
117.26 123.5 ' 0.88 0.92 
7.46 11.88 1 1 

53.74 45.08 1.34 1.12 
74.31 83.92 0.93 1.05 
30.27 35.95 1 1 
224.62 274.3 0.95 1.17 
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EP1 130 094 A2 



MAMMA1000878 125.27 

MAMMA10O088O 58.45 

MAMMA 1000881 59.96 

MAMMA1000883 26.98 

MAMMA1 000897 14.38 

MAMMA1000898 39.29 

MAMMA1000905 148.77 

MAMMA1000906 34.31 

MAMMA 1000908 44.43 

MAMMA1000911 16.94 

MAMMA1000914 20.53 

MAMMA1000920 56.31 

MAMMA1000921 109.2 

MAMMA10OO931 103.32 

MAMMA1000940 127.64 

MAMMA1000941 271.5 

MAMMA1000942 152.89 

MAMMA1000943 127.01 

MAMMA1000952 94.17 

MAMMA1000956 31.86 

MAMMA1000957 72.13 

MAMMA 1000962 252.41 

MAMMA1000966 156.85 

MAMMA1000968 93.54 

MAMMA1000972 45.33 

MAMMA1000973 26.23 

MAMMA1000975 36.47 
MAMMA1000976 120 

MAMMA 1000979 81.81 

MAMMA1000986 158.57 
MAMMA 1000987 57.4 

MAMMA 1000988 75.15 

MAMMA1000994 27.63 

MAMMA1000998 78.87 

MAMMA1001003 66.74 
MAMMA1001007 6.88 

MAMMA1001008 206.14 

MAMMA 100101 3 97.67 

MAMMA1001014 35.56 

MAMMA1001021 61.57 
MAMMA1001024 30.2 

MAMMA1001025 35.75 

MAMMA1001028 22.44 

MAMMA1001030 18.75 

MAMMA1001035 167.06 

MAMMA1001036 86.15 
MAMMA1001037 ■ 65.76 

MAMMA1001038 46.07 
MAMMA1001041 38.7 

MAMMA1001043 19.96 
MAMMA1001050 80.2 

MAMMA1001054 118.17 



150.03 140.88 1.2 1.12 

71.34 62.54 1.22 1.07 
63.04 60.23 1.05 1 
21.14 23.42 1 1 

18.53 10.3 1 1 
43.51 45.49 1.09 1.14 
169.61 174.87 1.14 1.18 

39.55 42.69 1 1.07 

36.38 41.1 0.9 0.93 
19.46 21.06 1 1. 
38.29 25.07 1 1 

40.07 48.77 0.71 0.87 
135.38 126.4 1.24 1.16 

107 98.57 1.04 0.95 

155.71 158.21 1.22 1.24 

295.28 308.87 1.09 1.14 

177.91 161.87 1.16 1.06 

163.61 158.89 1.29 1.25 

106.13 98.04 1.13 1.04 

41.02 39.77 1.03 1 

98.94 103.59 1.37 1.44 

298.31 262.27 1.18 1.04 

159.16 190.9 1.01 1.22 

91.83 103.73 0.98 1.11 

70.56 49.25 1.56 1.09 

35.54 23.12 1 1 

39.39 34.34 1 1 
131.07 135.45 1.09 1.13 
103.45 99.17 * 1.26 1.21 
159.05 191.42 1 1.21 
84.16 91.08 1.47 1.59 
72.65 96.1 0.97 1.28 
33.67 40.47 1 1.01 
118.19 114.8 1.5 1.46 
106.44 94.32 1.59 1.41 
9.58 3,34 1 1 
273.89 337.36 1.33 1.64 
194.03 226 1.99 2.31 
37.02 32 1 1 
79.85 97.7 1.3 1.59 
42.99 48.29 1.07 1.21 
26.02 24.22 1 1 
22.28 40.5 1 1.01 

19.35 24.92 1 1 
225.8 216.5 1.35 1.3 

103.57 125.98 1.2 1.46 

93.97 91.94 1.43 1.4 

37.73 38.15 0.87 0.87 

46.(K- 45.48 1.15 1.14 

33.97 47.97 1 1.2 

93.8 132.58 1.17 1.65 
161.33 181.89 1.37 1.54 
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MAMMA1001059 79.17 

MAMMA1001066 248.86 

MAMMA1001067 70.02 

MAMMA1001072 69.05 

MAMMA1001073 22.24 

MAMMA1001074 86.26 

MAMMA1001075 45.62 

MAMMA1001078 157.83 

MAMMA1001080 81.82 

MAMMA1001082 35.46 

MAMMAI001091 15.15 

MAMMA1001092 30.47 

MAMMA1001094 42.81 

MAMMA1001105 96.06 

MAMMA1001110 19.1 

MAMMA1001126 230.15 

MAMMA1001133 166.47 

MAMMA1001139 419.48 

MAMMA1001141 41.76 

MAMMA1001143 108.13 

MAMMA1001145 58.31 

MAMMA1001150 43.43 

MAMMA1001154 95.57 

MAMMA1001159 16.67 

MAMMA1001161 315.39 

MAMMA1001162 33.69 

MAMMA1001181 110.12 

MAMMA1001186 97.3 

MAMMA1001189 48.61 

MAMMA1001191 29.52 

MAMMA1001198 5705 

MAMMA1001202 312.18 

MAMMA1001203 92.89 

MAMMA1001206 113.98 

MAMMA1001208 24.53 

MAMMA1001215 103.37 

MAMMA1001220 106.22 

MAMMA1001222 33.99 

MAMMA1001223 45.33 

MAMMA 100 1232 79.57 

MAMMA1001234 97.07 

MAMMA1001237 81.14 

MAMMA1 001243 24.26 

MAMMA1001244 26.99 

MAMMA1001249 63.22 

MAMMA1001256 102.65 

MAMMA1001259 52.74 

MAMMA 1001 260 70.58 

MAMMA1001262 85.62 

MAMMA1001268 61.25 

MAMMA1001271 243.97 

MAMMA1001274 198.42 
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MAMMA1001280 25.14 26.54 39.97 1 1 

MAMMA1001283 72.62 92.88 94.17 1.28 1.3 

MAMMA1O01284 86.99 94.13 102.44 1.08 1.18 

MAMMA1001286 65.18 57.61 69.97 0.88 1.07 

MAMMA1001289 244.96 233.14 255.3 0.95 1.04 

MAMMA1001292 60.39 76.64 79.13 1.27 1.31 

MAMMA1O01296 264.24 279.38 330.94 1.06 1.25 

MAMMA1001298 59.57 56.62 63.72 0.95 1.07 

MAMMA1001305 59.13 69.24 60.9 1.17 1.03 

MAMMA1001309 22.23 27.7 29.89 1 1 

MAMMA1001310 57.87 56.54 51.58 0.98 0.89 

MAMMA1001322 29 37.01 38.15 1 1 

MAMMA1001324 59.4 71.72 58 1.21 0.98 

MAMMA1001330 133.84 127.64 102.1 0.95 0.76 

MAMMA1001333 206.6 224.44 220.16 1.09 1.07 

MAMMA1O01334 51.34 55.82 76.01 1.09 1.48 

MAMMA1001337 58 54.86 53.03 0.95 0.91 

MAMMA1001341 62.18 84.2 73.36 1.35 1.18 

MAMMA1001343 159.94 269.05 131.35 1.68 0.82 

MAMMA1001344 69.02 79.37 85.82 1.15 1.24 

MAMMA1O01346 31.69 36.45 35.49 1 1 

MAMMA1001383 154.67 143.39 192.73 0.93 1.25 

MAMMA1001388 63.38 80.21 82.17 1.27 1.3 

MAMMA1001396 223.03 210.97 276.79 0.95 1.24 

MAMMA1O01397 138.22 191.56 182.09 1.39 1.32 

MAMMA1001401 208.09 215.5 266.72 1.04 1.28 

MAMMA1001408 14.68 26.28 16.11 1 1 

MAMMA1001411 39.71 42.94 38.71 1.07 1 

MAMMA1001414 66.27 60.65 62.01 0.92 0.94 

MAMMA1001415 56.78 56.22 70.37 0.99 1.24 

MAMMA1001418 52.12 47.17 52.35 0.91 1 

MAMMA1001419 60.74 62.4 66.89 1.03 l.l 

MAMMA1001420 53.75 51.8 48.15 0.96 0.9 

MAMMA1001426 169.21 169.93 272.45 1 1.61 

MAMMA 100 1428 68.95 86.43 107.74 1.25 1.56 

MAMMA1001432 97.82 94.28 103.58 0.96 1.06 

MAMMA1001435 54.35 65.6 74.82 1.21 1.38 

MAMMA1001442 130.74 148.57 183.27 1.14 1.4 

MAMMA1001446 87.98 139.3 98.34 1.58 1.12 

MAMMA1001450 45.81 54.83 60.63 1.2 1.32 

MAMMA1001452 111.82 117.99 155.55 1.06 1.39 

MAMMA1001465 226 256.84 286.61 1.14 1.27 

MAMMA1001476 45.56 30.18 39.95 0.88 0.88 

MAMMA1001478 82.89 84.38 76.22 1.02 0.92 

MAMMA1001479 73.98 71.93 65.74 0.97 0.89 

MAMMA1001487 51.61 40.68 48.06 0.79 0.93 

MAMMA1001498 97.5 123.08 133.32 1.26 1.37 

MAMMA1001501 35.04 30.91 37.31 1 1 

MAMMA1001502 120.15 147.17 130.6 1.22 1.09 

MAMMA1001510 21.02 14.68 17.56 1 1 

MAMMA 100 1522 53.04 83.68 73.55 1.58 1.39 

MAMMA1001529 50.7 64.29 57.98 1.27 1.14 
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MAMMAJ00176O 175.2 

MAMMA1001764 119.04 

MAMMA1001767 42.13 

MAMMA1001768 70.77 

MAMMA1001769 226.94 

MAMMA1001771 49.16 

MAMMA1001773 30.28 

MAMMA1001778 51.63 

MAMMA1001783 290.62 

MAMMA 100 1785 84.27 

MAMMA1001788 15.25 

MAMMA1001790 67.38 

MAMMA1001800 11.7 

MAMMA1001804 13.19 

MAMMA1001806 116.78 

MAMMA1001812 49.43 

MAMMA1001815 41.4 

MAMMA1001817 60.98 

MAMMA1001818 37.52 

MAMMA1001819 100.49 

MAMMA1001820 58.39 

MAMMA1001824 133.13 

MAMMA1001832 23.04 

MAMMA1001836 47.28 

MAMMA1001837 72.99 

MAMMA1001848 142.87 

MAMMA1001850 141.05 

MAMMA 100 1851 55.74 

MAMMA1001852 117.56 

MAMMA1001854 198.63 

MAMMA1001858 73.6 

MAMMA1001864 39.82 

MAMMA1001868 23.21 

MAMMA1001874 20.19 

MAMMA1001878 129.7 

MAMMA1001880 130.34 

MAMMA1001885 56.12 

MAMMA1001890 292.68 

MAMMA1001893 57.97 

MAMMA1001901 146.41 

MAMMA 100 1907 112.54 

MAMMA1001908 42.16 

MAMMA1001919 21.76 

MAMMA1001931 41.78 

MAMMA1001937 48.4 

MAMMA1001951 87.37 

MAMMA1001956 234.73 

MAMMA1001957 79.25 

MAMMA1001960 79.1 

MAMMA1001963 40.15 

MAMMA1001969 144.31 

MAMMA1001970 113.97 



336.22 275.64 1.92 1.57 

123.82 120.12 1.04 1.01 
45.98 55.25 1.09 1.31 
68.8.1 96.18 0.97 1.36 
251.56 288.88 1.11 1.27 
26.77 87.14 0.81 1.77 
47.69 46.79 1.19 1.17 
47.87 47.78 0.93 0.93 

18.35 11.15 0.14 0.14 
83.87 90.95 1 1.08 

18.1 14.18 1 1 

72.53 94.45 1.08 1.4 

12.42 19.29 1 1 

17.8 29.98 1 1 

94.49 108.56 0.81 0.93 

67.86 70.89 1.37 1.43 
2.21 3.74 0.97 0.97 
48.66 77.43 0.8 1.27 
69.75 54.44 1.74 1.36 

163.6 131.37 1.63 1.31 

77.5 79.24 1.33 1.36 

184.64 189.86 1.39 1.43 
30.35 29.04 1 1 
72.32 68.41 1.53 1.45 
100.42 119.29 1.38 1.63 
120.22 154.65 0.84 1.08 

199.83 211.75 1.42 1.5 
64.8 82.75 1.16 1.48 

142.11 161.67 1.21 1.38 

258.12 249.48 1.3 1.26 
66.11 62.8 0.9 0.85 
42.28 53 1.06 1.33 

18.07 30.54 1 - 1 
15.52 18.77 1 1 
164.48 141.72 1.27 1.09 
172.34 159.8 1.32 1.23 

66.87 62.57 1.19 1.11 
392.69 309.08 1.34 1.06 

54.08 50.64 0.93 0.87 

179.65 186.48 1.23 1.27 
89.72 83.39 0.8 0.74 
47.2.6 59.99 1.12 1.42 
12.18 15.45 1 1 
43.18 32.4 1.03 0.96 
38.83 45.73 0.83 0.94 
79.86 90.46 0.91 1.04 

359.13 220.55 1.53 0.94 
63.52 76.54 0.8 0.97 
81.05 79.07 1.02 1 
26.12 27.02 1 1 
160.63 183.1 1.11 1.25 
120.16 133.72 1.05 1.17 
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MAMMA1001978 15.01 

MAMMA1001992 1133 

MAMMA1001994 183.27 

MAMMA1002008 113.21 

MAMMA 1002009 99.04 

MAMMA1002011 32.32 

MAMMA1002022 115.36 

MAMMA1002024 240.6 

MAMMA1002032 135.35 

MAMMA1002033 129.51 

MAMMA1002041 49.82 

MAMMA1002042 60.07 

MAMMA1002045 57.46 

MAMMA1002047 226.73 

MAMMA1002056 165.9 

MAMMA1002058 152.14 

MAMMA1002060 28.48 

MAMMA1002065 94.78 

MAMMA1002068 94.55 

MAMMA1002070 22.8 

MAMMA1002078 45.63 

MAMMA1002080 42.41 

MAMMA1002082 208.8 

MAMMA1002084 79.76 

MAMMA1002087 81.38 

MAMMA1002091 69.24 

MAMMA1002093 49.3 

MAMMA1002095 62.92 

MAMMA1002108 34.11 

MAMMA1002112 49.85 

MAMMA1002118 18.66 

MAMMA1002119 35.7 

MAMMA1002125 85.62 

MAMMA1002126 212.53 

MAMMA1002128 28.9 

MAMMA1002132 178.8 

MAMMA1002140 84.02 

MAMMA1002142 27 

MAMMA1002143 32.27 

MAMMA1002145 46.7 

MAMMA1002147 51.61 

MAMMA1002153 108.87 

MAMMA1002155 84.91 

MAMMA1002156 23.01 

MAMMA1002158 71.65 

MAMMA1002164 69.22 

MAMMA1002165 117.57 

MAMMA1002170 32.5 

MAMMA1002174 149.93 

MAMMA1002175 69.03 

MAMMA1002180 670.07 

MAMMA1002198 105.57 



24.76 10.72 1 1 

96.25 115.89 0.85 1.02 

182.89 161.61 1 0.88 

84.2 118.3 0.74 1.04 

94.33 113.6 0.95 1.15 
38.8 47.36 1 1.18 
130.9 120.26 1.13 1.04 

268.72 213.78 1.12 0.89 
127.0!) 143.87 0.94 1.06 
166.84 118.92 1.29 0.92 
40.41 32.72 0.81 0.8 
63.35 52.78 1.05 0.88 
74.01 51.68 1.29 0.9 

176.73 161.74 0.78 0.71 
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MAMMA 1002205 96.55 

MAMMA1002206 128.5 

MAMMA1002209 103.35 

MAMMA1002215 144.58 

MAMMA1002219 51.95 

MAMMA1002224 141.44 

MAMMA1002229 57.2 

MAMMA1002230 107.86 

MAMMA1002233 31.62 

MAMMA1002234 61.75 

MAMMA1002236 83.84 

MAMMA1002243 39.55 

MAMMA1002250 60.55 

MAMMA1002253 61.36 

MAMMA1002267 297.47 

MAMMA1002268 68.44 

MAMMA1002269 17.25 

MAMMA1002282 224.02 

MAMMA1002292 58.17 

MAMMA1002293 159.47 

MAMMA1002294 36.74 

MAMMA1002297 110.35 

MAMMA1002298 36.02 

MAMMA1002299 27.82 

MAMMA1002308 49.56 

MAMMA1002310 165.04 

MAMMA1002311 115.42 

MAMMA1002312 60.66 

MAMMA1002317 64.84 

MAMMA1002319 98.83 

MAMMA1 002322 193.48 

MAMMA1002329 22.09 

MAMMA1002332 55.75 

MAMMA1002333 55.8 

MAMMA1002335 92.26 

MAMMA1002339 122.3 

MAMMA1002347 103.1 

MAMMA1002351 41.39 

MAMMA1002352 31.88 

MAMMA1002353 118.15 

MAMMA1002355 107.29 

MAMMA1002356 85.91 

MAMMA1002359 239.56 

MAMMA100236O 33.78 

MAMMA1002361 81.32 

MAMMA1002362 57.3 

MAMMA1002367 102.09 

MAMMA1002371 128.34 

MAMMA1002380 86.26 

MAMMA1002384 112.66 

MAMMA1002385 23.7 

MAMMA1002390 46.77 
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55.1 60 1.38 1.5 
104.91 144.32 0.95 1.31 
30.43 36.83 1 1 
33.28 23.98 1 1 
49.95 69.74 1.01 1.41 
197.01 216.29 1.19 1.31 
135.43 128.21 1.17 1.11 
71.64 65.83 1.18 1.09 
89.05 52.81 1.37 0.81 
108.07 99.44 1.09 1.01 
224.61 208.37 1.16 1.08 
- 22.7 21.43 1 1 
55.43 64.61 0.99 1.16 
53.89 60.8 0.97 1.09 
115.52 118.6 1.25 1.29 
151.03 173.19 1.23 1.42 
118.34 109.15 1.15 1.06 
39.3 32.76 0.97 0.97 
22.83 24.58 1 1 

80.12 80.69 0.68 0.68 
115.42 118.02 1.08 1.1 
72.76 83.92 0.85 0.98 
269.72 274.12 1.13 1.14 

35.13 31.24 1 1 
123.26 81.09 1.52 1 
52.34 45.66 0.91 0.8 

72.12 73.06 0.71 0.72 
135.45 139.68 1.06 1.09 
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31.42 42.89 1 1.07 
69.8 58.4 L49 1.25 
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MAMMA10O2392 52.39 66.03 59.77 1.26 1.14 

MAMMA1002396 173.41 188.4 142.24 1.09 0.82 

MAMMA10O2399 53.98 59.94 54.76 1.11 1.01 

MAMMA1002400 23.65 27.25 25.48 1 1 

MAMMA1002409 31.67 36.62 33.7 1 1 

MAMMA1002411 61.64 46.48 42.21 0.75 0.68 

MAMMA1002413 107.43 137.66 143.97 1.28 1.34 

MAMMA 10024 17 40.62 42.91 42.44 1.06 1.04 

MAMMA1002427 91.27 105.75 119.89 1.16 1.33 

MAMMA1002428 81.13 66.91 84.44 0.82 1.04 

MAMMA1002433 59.34 68.93 50.36 1.16 0.85 

MAMMA1002434 97.91 119.36 102.53 1.22 1.05 

MAMMA1002446 96.19 132.94 77.56 1.38 0,81 

MAMMA1002447 100.75 102.66 107.55 L02 1.07 

MAMMA1002454 212.27 262.76 262.03 1.24 1.23 

MAMMA1002461 100.78 102.16 96.85 1.01 0.96 

MAMMA1002463 67.54 69.4 1 86.78 1.03 L28 

MAMMA1002464 89.3 65.63 100.63 0.73 1.13 

MAMMA1002466 162.04 139.58 172.44 0.86 1.06 

MAMMA1002470 62.6 81.06 60.9 1.29 0.97 

MAMMA1002475 89.98 80.67 84.2 0.9 0.94 

MAMMA1002480 73.43 61.66 55.66 0.84 0.76 

MAMMA1002485 151.28 174.3 205.8 1.15 1.36 

MAMMA1002494 60.94 55.77 82.07 0.92 1.35 

MAMMA1002498 30.46 44.86 40.61 1.12 1.02 

MAMMA1002524 84.66 60.71 94.15 0.72 1.11 

MAMMA1002530 72.63 72.29 66.75 1 0.92 

MAMMA1002538 26.16 44 28.65 1.1 1 

MAMMA1002545 104.11 118.05 134.17 1.13 1.29 

MAMMA1002554 8L76 70.43 72.28 0.86 0.88 

MAMMA1002556 82.56 101.86 117.7 1.23 1.43 

MAMMA1002561 183.06 253.89 286.77 1.39 1.57 

MAMMA1002565 43.42 37.17 44.96 0.92 1.04 

MAMMA1002566 45.37 41.05 31.94 0.9 0.88 

MAMMA1002571 28.16 48.41 27.79 1.21 1 

MAMMA1002573 53.09 63.02 56.55 1.19 1.07 

MAMMA1002576 52.96 65.22 46.79 1.23 0.88 

MAMMA1002584 219.19 312,08 298.56 1.42 1.36 

MAMMA1002585 34.42 59.49 43.82 1.49 1.1 

MAMMA1002586 53.28 40.73 49.68 0.76 0.93 

MAMMA1002589 32.01 31.81 33.91 1 1 

MAMMA1002590 68.81 98.26 85.79 1.43 1,25 

MAMMA1002593 67.9 77.39 76.83 1.14 1.13 

MAMMA1002597 138.42 178.56 134.01 1.29 0.97 

MAMMA1O02598 303.39 326.15 327.16 1.08 1.08 

MAMMA1002603 102.25 115.74 118.22 1.13 1.16 

MAMMA1002612 117.11 147.25 132.48 1.26 1.13 

MAMMA1002617 149.67 125.06 197.58 0.84 1.32 

MAMMA1002618 46.88 51.87 66.42 1.11 1.42 

MAMMA1002619 53.85 36.68 46.59 0.74 0.87 

MAMMA1002622 133.96 141.24 174.33 L05 1.3 

MAMMA1002623 124.5 173 167.47 1.43 1.35 
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MAMMA1002817 17.38 

MAMMA1002820 37.7 

MAMMA10O2830 704.18 

MAMMA1002833 160.45 

MAMMA1002835 18.52 

MAMMA1002838 82.37 

MAMMA1002842 81.52 

MAMMA1002843 47.69 

MAMMA1002844 59.98 

MAMMA1002845 21.74 

MAMMA1002857 2073.55 

MAMMA1002858 4743.64 

MAMMA1002863 53.49 

MAMMA1002868 271.62 

iMAMMA1002869 104.89 

MAMMA1002871 18.06 

MAMMA1002875 33.95 

MAMMA1002879 291.97 

MAMMA1002880 24.11 
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MAMM Al 002887 29.72 
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MAMMA1003007 33.3 
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117.11 94.07 1.42 1.14 
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50.79 54.64 1.07 1.15 
70 69.55 1.17 1.16 
21.48 25.65 1 1 
2250.92 1940.63 1.09 0.94 
5047.57 4726.53 1.06 1 
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1 
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1.2 
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1 
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1 
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0.83 


1.15 
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124.71 


0.81 


0.91 
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1.74 


NT2RM 1000274 
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470.15 


693.45 
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1.47 


1.86 


NT2RM 1000280 
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57.55 


1.25 


1.44 


NT2RM 1000295 


5.96 


7.76 


13.69 


1 


1 


NT2RM 1000300 


21.47 


39.28 


30.22 


1 


1 


NT2RM 1000304 


1409.74 


1296.34 2091.21 0.92 1.48 


NT2RM1000314 


47.95 


58.66 


57.18 


1.22 


1.19 


NT2RM 10003 18 


530.64 


382.21 


728.98 


0.72 


1.37 


NT2RM1 000335 


54.51 


54.04 


69.39 


0.99 . 


1.27 


NT2RM1000341 


9.49 


9.42 


18.58 


1 


1 


NT2RM1000350 


78.63 


76.19 


81.31 


0.97 


L03 


NT2RM 1000354 


11.59 


13.65 


13.44 


1 


1 


NT2RM1O00355 


295.96 


306.13 


356.48 


1.03 


1.2 


NT2RM1000361 


20.2 


18.71 


24.25 


1 


1 


NT2RM1000365 


7.44 


6.34 


16.74 


1 


1 


NT2RM1000372 


273.S6 


199.66 


315.14 


0.73 


1.15 
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NT2RM 1000377 


68.51 


64.66 


68.73 


0.94 


1 


NT2RM 10003 88 


20.87 


27.84 


26.34 


1 


1 


NT2RM 1000394 


10.48 


8.92 


13.44 


1 


1 


NT2RM 1000399 
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1 


1 


NT2RM 1000407 
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1 


1 


NT2RM1000421 
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5.9 : 


>.56 


1 1 




NT2RM1000422 
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0.88 


1.19 


NT2RM1000430 
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22.13 


31.78 


I 


1 


NT2RM1000462 
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108.41 


1.45 


1.31 


NT2RM 1000499 
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54.03 


56.81 


1.18 


1.24 


NT2RM 10005 12 
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192.34 


205.11 


1,01 


1.08 


NT2RM1000519 


384.12 


375.59 


411.71 


0.98 


1.07 


NT2RM1000527 


760.37 


671.53 


650.7 


0.88 


0.86 


NT2RM 1000539 
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87.36 


87.5 


0.98 


0.99 


NT2RM1000542 
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21.72 


1 


1 


NT2RM1000553 


669.45 


501.93 


597.88 


0.75 


0.89 


NT2RM1000555 
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154.66 


164.12 


0.91 


0.97 


NT2RM1000558 
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91.81 


106.89 


1.33 


1.55 


NT2RM1 000563 
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70.44 


1.01 


1.08 


NT2RM1000566 
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49.43 


0.81 


1 


NT2RM1000570 
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631.52 


0.79 


1.02 


NT2RM1000571 
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0.9 


1.05 


NT2RM1000574 
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2.01 
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0.93 


1.26 
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0.89 


1.01 


NT2RM 1000623 
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1 


1 


NT2RM 1000630 
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19.92 


1 


1 


NT2RM1000633 
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286.39 


0.76 


0.96 


NT2RM1000634 
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1 


1 


NT2RM 1000642 
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2.17 


NT2RM1000647 
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0.59 


1.17 


NT2RM1000648 
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58.67 


0.86 


0.77 
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1.44 
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0.92 
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1 
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1 
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1.07 


1.04 
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325.38 


502.93 


0.96 


1.48 


NT2RM 1000691 


31.12 


33.13 


37.23 


1 


1 


NT2RM1000698 


160.32 


104.14 


152.85 


0.65 


0.95 


NT2RM 1000699 


29.28 


40.61 


46.71 


1.02 


1.17 


NT2RM1000702 


68.88 


68.39 


79.17 


0.99 


1.15 


NT2RM1000703 


187.35 


168.81 


235.46 


0.9 


1.26 


NT2RM 1000704 


330.88 


171.18 


314.74 


0.52 


0.95 


NT2RM 1000725 


568.88 


353.38 


602.8 


0.62 


1.06 


NT2RM1000726 


42.21 


41.97 


38.33 


0.99 


0.95 


NT2RM1000731 


58 


90.22 


85.36 


1.56 


1.47 


NT2RM 1000741 


30.63 


29.93 


36.08 


1 


1 


NT2RM1000742 


140.95 


128.62 


165.54 


0.91 


1.17 


NT2RM1000744 


71.14 


57.53 


74.65 


0.81 


1.05 


NT2RM1000746 


38.9 


43.44 


44.92 


1.09 


1.12 


NT2RM1000747 


401.56 


293.92 


412.42 


0.73 


1.03 
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NT2RM1000752 52.82 41.21 37.74 0 78 0 76 
NT2RM1000767 375.81 459.95 361.68 1.22 0 96 

NT2RM1000770 50.4 51.03 54.09 1 01 107 
NT2RM1000772 7.34 7.75 7.47 1 1 
NT2RM1000779 239.32 298.01 28919 1 25 1 21 

NT2RM1000780 35.5 29.18 37.11 1 1 
NT2RM1000781 32.29 37.98 39.88 1 1 
NT2RM1000789 744.47 945.63 820.28 1.27 1 1 
NT2RM1000800 53.22 67.68 57.28 1.27 1 08 
NT2RM1000802 234.95 284.25 274 37 1 21 1 17 
NT2RM1000811 29.87 21.46 29.19 1 l' 
NT2RM100O826 73.25 88.22 112 17 1 2 1 53 

NT2RM1000829 71.56 73.99 82.84 1.03 1 16 

NT2RM1000831 3369.28 3434.64 3154.36 1 02 0 94 

NT2RM1000833 310.68 313.19 377.53 1 01 1 22 

NT2RM1000834 100.1 103.18 105.83 1 03 1 06 

NT2RM1000841 222.44 158.99 212.83 0.71 0 96 

NT2RM1000848 58.02 48.22 63.19 0 83 1 09 

NT2RM1000850 72.68 65.74 91.52 0 9 1 26 

NT2RM1000852 60.7 81.71 93.62 1 35 1 54 

NT2RM1000853 35.29 41.08 46.81 1.03 1 17 

NT2RM1O0O855 220.34 208.12 226 99 0 94 1 03 

NT2RM1000857 136.66 172.01 209.85 1.26 1 54 

NT2RM1000858 114.93 105.62 133.67 0 92 1 16 

NT2RM1000867 153.05 186.09 242.59 1 22 1 59 

NT2RM1 000874 112.58 150.04 162.03 1 33 144 
NT2RM1000882 36.89 51.4 54.14 1 29 1 35 

NT2RM1000883 149.54 169.14 238 11 1 13 ' 1 59 

NT2RM1 000885 68.22 69.88 83.22 1 02 1 22 

NT2RM100O893 196.95 306.68 360.48 1 56 1 83 

NT2RM1000894 83.04 73.42 111.3 0.88 1 34 

NT2RM1000898 48.3 63.84 99.15 1 32 2 05 

NT2RM1000899 39.53 47.77 39.35 1 19 1 

NT2RM1000905 692.08 986.97 1383 31 1 43 2 

NT2RM1000910 114.21 83.53 124.57 0 73 1 09 

NT2RM1000914 167.66 213.79 244.64 1 28 1 46 

NT2RM1000919 92.88 111.21 118.4 1 2 1 27 

NT2RM1000921 25.87 27.11 32.93 1 l 

NT2RM1000922 71.07 68.28 84.76 0 96 1 19 

NT2RM1000924 27.43 28.42 34 35 1 l 

NT2RM1000927 40.19 39.93 40.39 1 1 

NT2RM1000951 111.55 131.39 134.34 1 18 1 2 

NT2RM1000956 120.01 100.12 132.78 0.83 111 

NT2RM1000960 341.25 294.92 351.79 0 86 1 03 

NT2RM1000961 100.89 121.89 131.35 1 21 1 3 

NT2RM1000962 60.37 67.91 79.19 1.12 1 31 

NT2RM1000973 224.41 240.99 282 75 1 07 1 26 

NT2RM1000978 7.97 8.68 8.31 1 1 

NT2RM1000982 77.39 62.06 76.81 0 8 0 99 

NT2RM1000991 32.68 28.11 41.1 1 1 03 

NT2RM1000994 149.25 143.43 196.82 0 96* 132 

NT2RM1001002 135.28 118.9 162.51 0 88 1 2 
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NT2RM1O01003 
NT2RM1001008 
NT2RM1001011 
NT2RM1001013 
NT2RM1001017 
NT2RM1001018 
NT2RM1001026 
NT2RM1001028 
NT2RM J 001043 
NT2RM1001044 
NT2RM1001059 
NT2RM1001063 
NT2RM1001066 
NT2RM1001072 
NT2RM1001074 
NT2RM1001076 
NT2RM1001082 
NT2RM1001085 
,NT2RM1001092 
NT2RM1001102 
NT2RM1001103 
NT2RM1001105 
NT2RM1001112 
NT2RM1001115 
NT2RM1001122 
NT2RM1001136 
NT2RM1001139 
NT2RM2000003 
NT2RM2000006 
NT2RM2000010 
NT2RM2000013 
NT2RM2000030 
NT2RM2000032 
NT2RM2000039 
NT2RM2000042 
NT2RM2000092 
NT2RM2000093 
NT2RM2000101 
NT2RM2000104 
NT2RM2000124 
NT2RM2000155 
NT2RM2000191 
NT2RM2000192 
NT2RM2000239 
NT2RM2000240 
NT2RM2000241 
NT2RM2000250 
NT2RM2000259 
NT2RM2000260 
NT2RM2000265 
NT2RM2000287 
NT2RM2000306 
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1 
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0.92 
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0.88 


0.89 
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1 
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1 


11.02 


9.39 


12.65 
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0.99 


1.16 


34.66 
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44.5 


1 1.11 


89.68 


96.46 
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1.08 
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11.8 


9.18 


8.15 


1 


1 


157.45 


135.71 


134 


0.86 


0.85 


21.77 


16.75 


21.28 


1 


1 


54.97 


45.35 


59.22 


0.82 


1.08 


6.69 


10.38 


19.57 


1 


1 


31.76 


23.24 


33.19 


1 


1 


75.76 


69.74 


81.09 


0.92 


1.07 


63.45 


45.93 


73.53 


0.72 


1.16 


16.27 


16.84 


16.53 


1 


1 


80.08 


83.57 


71.22 


1.04 


0.89 


26.2 


25.73 


27.78 


1 


1 


93.09 


88.54 


92.22 


0.95 


0.99 


112.67 


106.5 


119.94 


0.95 


1.06 


882.41 


888.03 


725.41 


1.01 


0.82 


209.67 


163.23 


165.14 


0.78 


0.79 


71.72 


86.39 


82.13 


1.2 


1.15 


43.29 


37.16 


60.28 


0.92 


1.39 


76.21 


70.14 


70.85 


0.92 


0.93 


20.53 


19.15 


27.51 


1 


1 


106.58 


95.15 


109.02 


0.89 


1.02 



1000.08 922.42 907.38 0.92 0.91 

237.47 271.01 241.15 1.14 1.02 

34.25 25.82 31.82 1 1 

59.66 44.43 65.9 0.74 1.1 

114.23 156.75 130.09 1.37 1.14 

27.75 29.05 35.26 1 1 

50.61 43.38 45.7 0.86 0.9 

595.44 507.8 582.48 0.85 0.98 

69 111.38 114.26 1.61 1.66 

50.12 48.31 55.4 0.96 1.11 

41.58 60 50.09 1.44 1.2 

59.39 66.81 56.51 1.12 0.95 

10.8 11.43 20.69 I 1 

165.28 155.05 206.66 0.94 1.25 

137.57 133.65 148.84 0.97 1.08 
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NT2RM2000312 11175 
NT2RM2000322 19.42 
NT2RiM2000343 273.35 
NT2RM2000359 48.38 
NT2RM2000362 633.68 
NT2RM2000363 29.75 
NT2RM20O0368 155.03 
NT2RM2000371 1164.36 
NT2RM2000374 78.53 
NT2RM2000387 107.71 
NT2RM2000393 39.26 
NT2RM2000395 22.33 
NT2RM2000402 124.66 
NT2RM2000405 24.8 
NT2RM2000407 69.92 
NT2RM2000410 353.58 
NT2RM2000420 38.62 
NT2RM2000422 54.77 
NT2RM2000423 84.64 
NT2RM2000452 31.07 
NT2RM2000469 20.79 
NT2RM2000490 31.24 
NT2RM2000497 28.84 
NT2RM20O05O2 57.07 
NT2RM2000504 48.43 
NT2RM2000514 13.84 
NT2RM2000522 6.05 
NT2RM2000540 48.83 
NT2RM2000556 9.71 
NT2RM2000565 37.14 
NT2RM2000566 98.01 
NT2RM2000567 29.72 
NT2RM2000569 62.65 
NT2RM2000577 72.31 
NT2RM2000581 40.57 
NT2RM2000582 149.36 
NT2RM2000588 488.52 
NT2RM2000589 85.88 
NT2RM2000594 21.29 
NT2RM2000599 97.98 
NT2RM2000609 49.6 
NT2RM2000612 52.83 
NT2RM2000622 305.81 
NT2RM2000623 63.37 
NT2RM2000624 113.24 
NT2RM2000632 38.68 
NT2RM2000635 47.15 
NT2RM2000636 68.84 
NT2RM2000639 45.38 
NT2RM2000649 68.44 
NT2RM2000658 75.72 
NT2RM2000660 135.8 



127.29 115.44 1.13 1.02 
23.32 29.66 1 1 
276.77 270.61 1.01 0.99 
45.37 76.75 0.94 1.59 
567.62 528.29 0.9 0.83 
33.63 40.91 1 1.02 
136.37 184.84 0.88 1.19 
1096.97 1448.66 0.94 1 24 
97.18 92.65 1.24 1.18 
123.51 126.32 1.15 1.17 
41.43 49.68 1.04 1.24 
13.96 26.91 1 1 
148.47 146.41 1.19 1.17 

23.2 32.03 1 l 

72.3 102.54 1.03 1.47 
316.96 524.54 0.9 1.48 

37.9 66.12 I 1.65 
57.05 66.72 L04 1.22 
123.57 137.59 1.46 1.63 
27.94 42.47 1 1.06 

21.85 18.93 1 i 
58.29 39.28 1.46 1 
31.92 24.53 1 l 
59.73 58.56 1.05 1.03 

83.86 47.93 1.73 0.99 
26.76 21.93 1 1 
7.14 8.16 1 1 
81.33 66.53 1.67 1.36 
10.82 12.13 1 1 
54.23 38.47 1.36 1 
90.47 82.77 0.92 0.84 
25.04 26.37 1 1 
62.91 59.91 1 0.96 
74.41 91.55 1.03 1.27 
41.35 43.8 1.02 L08 
151.72 121 1.02 0.81 
620.92 435.36 1.27 0.89 
92.01 73.68 1.07 0.86 
23.82 19.24 1 l 
141.01 124.7 1.44 1.27 
62.4 53.7 1.26 1.08 
49.57 47.87 0.94 0.91 
375.38 330.87 1.23 1.08 

75.68 55.42 1.19 0.87 
216.21 165.59 1.91 1.46 
42.1 43.68 1.05 1.09 
52.8 40.14 1.12 0.85 
65.67 51.54 0.95 0.75 

35.69 42.59 0.88 0.94 
68.93 70.35 1.01 1.03 
114.04 120.15 1.51 1.59 
174.73 132.16 1.29 0.97 
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NT2RM2000669 69.53 

NT2RM2000689 288.03 

NT2RM2000691 39.01 

NT2RM2000714 64.18 

NT2RM2000718 35.5 

NT2RM2000732 91.02 

NT2RM2000735 37.95 

NT2RM2000740 59.49 

NT2RM2000743 37.31 

NT2RM2000772 71.69 

NT2RM2000773 96.92 

NT2RM2000776 113.97 

NT2RM2000784 48.29 
NT2RM2000795 75.8 

NT2RM2000796 12.15 

NT2RM2000798 3656.89 

NT2RM2000801 2581.85 

NT2RM2000821 60.79 

NT2RM2000829 113.59 

NT2RM2000837 31.59 

NT2RM2000924 117.07 

NT2RM200O930 126.11 

NT2RM2000937 30.72 

NT2RM2000939 27.36 

NT2RM2000942 1256.07 

NT2RM2000951 28.28 

NT2RM2000952 56.92 

NT2RM2000966 2658.2 

NT2RM2000973 123.66 

NT2RM2O00983 99.79 
NT2RM2000984 42 

NT2RM2000994 114.16 

NT2RM2001004 242.68 

NT2RM2001022 1730.42 

NT2RM2001035 139.99 

NT2RM2001038 91.13 

NT2RM2001043 44.12 

NT2RM2001050 29.87 

NT2RM2001055 23.49 
NT2RM2001065 62.4 

NT2RM2001075 1350.52 

NT2RM2001083 52.05 

NT2RM2001100 1743.03 

NT2RM2001105 50.52 

NT2RM2001109 42.95 

NT2RM200111O 115.95 

NT2RM2001 126 39.79 

NT2RM2001131 175.04 

NT2RM2001141 70.88 
NT2RM2001152 37.6 

NT2RM2001177 44.29 
NT2RM2001194 56.4 



77.97 


62.95 


1.12 


0.91 


495.52 


315.38 


1.72 


1.09 


46.34 


37.46 


1.16 


1 


56.41 


48.15 


0.88 


0.75 


35.88 


35.5 


1 


1 


109.27 


85.72 


1.2 


0.94 


74.72 


61.59 


1.87 


1.54 


72.51 


62.93 


1.22 


1.06 


42.53 


51.48 


1.06 


1.29 


113.52 


86.58 


1.58 


1.21 


136.9 


106.05 


1.41 


1.09 


161.61 


113.81 


1.42 


1 


82.83 


70.2 


1.72 


1.45 


108.46 


101.32 


1.43 


1.34 


14.44 


21.22 


1 


1 



4567.8 2703.07 1.25 0.74 
2980.63 2435.01 1.15 0.94 
57.56 58.61 0.95 0.96 
134.23 144.98 1.18 1.28 
45.21 45.96 1.13 1.15 
137.86 133.22 1.18 1.14 
169.96 164.45 1.35 1.3 
50.75 52.96 1.27 1.32 
34.56 30.46 1 1 

1512.27 923.28 1.2 0.74 
23.17 22.72 1 1 
49.04 56.19 0.86 0.99 
2039.19 1871.45 0.77 0.7 
342.92 338.45 2.77 2.74 
180.78 148.99 1.81 1.49 
65.32 47.77 1.56 1.14 

88.68 81.68 0.78 0.72 
275.63 252.42 1.14 1.04 
2249.51 2213.86 1.3 1.28 
225.12 176.18 1.61 L26 
106.12 117.24 1.16 1.29 
81.75 86.82 1.85 1.97 
34.66 37.92 1 1 
30.34 33.25 1 1 

73.23 66.9 1.17 L07 

1350.28 1215.36 1 0.9 
38.85 44.52 0.77 0.86 

1583.8 1492.51 0.91 0.86 
70.21 68.29 1.39 1.35 
85.38 92.75 1.99 2.16 
98.15 124.56 0.85 1.07 
63.82 43.63 1.6 1.09 
160.54 172.03 0.92 0.98 
76.66 72.04 1.08 1.02 
40.73 29.73 1.02 1 

51.24 43.11 1.16 0.97 
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NT2RP1000356 129.86 150.05 143.29 1.16 1.1 

NT2RP1000S60 47.31 51.35 55.9 1.09 1.18 

NT2RP1000902 55.42 61.58 58.95 1.11 1.06 

NT2RP 1000903 60.13 64.94 57.03 1.08 0.95 

NT2RP1000905 54.91 56.45 46.92 1.03 0.85 

NT2RP1000915 79.81 85.87 80.31 1.08 1.01 

NT2RP1000916 25.83 26.55 26.81 1 1 

NT2RP1000921 41.86 53.78 44.26 1.28 1.06 

NT2RP1000943 32.85 33.94 35.25 1 1 

NT2RP1000944 23.79 28.21 31.66 1 1 

NT2RP1000947 89.44 118.73 90.86 1.33 1.02 

NT2RP1000954 40.49 55.68 45.57 1.38 1.13 

NT2RP1000958 108.25 155.02 121.43 L43 1.12 

NT2RP1000959 1209.44 1309.09 1127.18 1.08 0.93 

NT2RP1000966 194.22 235.85 198.64 1.21 1.02 

NT2RP10O0974 49.45 40.67 46.56 0.82 0.94 

NT2RP1000980 39 48.71 45.93 1.22 1.15 

NT2RP1000981 46.88 49.93 57.96 1.07 1.24 

NT2RP1000988 49.92 47.71 59.89 0.96 1.2 

NT2RP1001002 62.32 64.56 62.48 1.04 1 

NT2RP1001004 35.37 45.41 36.39 1.14 1 

NT2RP1001007 16.05 12.94 16.09 1 1 

NT2RP1001011 42.47 47.86 45.65 1.13 1.07 

NT2RP1001013 73.55 107.81 84.27 1.47 1.15 

NT2RP1001014 30.74 31.52 34.97 1 1 

NT2RP1001020 17.72 19.43 21.66 1 1 

NT2RP1001023 2154.02 3334.33 3377.32 1.55 1.57 

NT2RP1001027 710.37 814.03 630.79 1.15 0.89 

NT2RP1001031 25.79 33.46 28.46 1 I 

NT2RP1001033 85.29 106.9 97.68 1.25 1.15 

NT2RP1001042 14.85 14.91 21.49 1 1 

NT2RP1001045 123.99 172.72 177.9 1.39 1.43 

NT2RP1001073 45.13 66.72 76.35 1.48 1.69 

NT2RP1001079 39.62 68.89 55.25 1.72 1.38 

NT2RP1001080 48.37 69.83 46.73 1.44 0.97 

NT2RP1001113 20.66 25.04 24.03 1 1 

NT2RP1001159 358.23 321.83 347.05 0.9 0.97 

NT2RP1001173 17.28 20.8 25.27 1 1 

NT2RP1001176 57.6 87.95 80.33 1.53 1.39 

NT2RP1001177 17.96 22.42 30.61 1 I 

NT2RP1001185 49.8 67.24 67.81 1.35 1.36 

NT2RP1001199 28.05 42.41 52.87 1.06 1.32 

NT2RP1001205 142.97 175.9 245.23 1.23 1.72 

NT2RP1001215 63.62 70.45 67.2 1.11 1.06 

NT2RP1001225 27.07 26.56 30.39 1 1 

NT2RP1001245 89.07 125.19 131.45 1.41 1.48 

NT2RP1001247 27.49 21.69 26.17 1 1 

NT2RP1001248 39.12 71.27 72.36 1.78 1.81 

NT2RP1001253 26.83 48.21 45.22 1.21 1.13 

NT2RP1001286 47.7 60.65 48.33 1.27 1.01 

NT2RP1001294 45.27 69.84 61.91 1.54 L37 

NT2RP 100 1302 68.44 81.73 70.65 1.19 1.03 
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NT2RP10O131O 98.75 

NT2RP1001311 36.48 

NT2RP1001313 55.76 

NT2RP1001324 22.93 

NT2RP1001349 19.67 

NT2RP1001361 124.06 

NT2RP1001379 130.75 

NT2RP1001385 105.81 

NT2RP1001395 61.03 

NT2RP1001410 160.48 

NT2RP1001424 27.51 

NT2RP1001432 20.76 

NT2RP 100 1449 35.8 

NT2RP1001457 33.64 

NT2RP1001459 2151.05 

NT2RP1001466 112.19 

NT2RP1001475 105.26 

NT2RP1001482 42.59 

NT2RP1001494 51.57 

NT2RP1001500 31.91 

NT2RP1001517 38.05 

NT2RP1001540 52.4 

NT2RP 1001 543 30.01 

NT2RP1001546 315.04 

NT2RP1001550 51.55 

NT2RP1001553 28.4 

NT2RP1001555 339.75 

NT2RP1001563 29.6 

NT2RP1001569 58.73 

NT2RP1001584 111.88 

NT2RP1001599 29,51 

NT2RP1001616 65.29 

NT2RP1001654 95.23 

NT2RP1001665 32.82 

NT2RP1001679 2027.19 

NT2RP1001681 143.76 

NT2RP1001694 2.56 

NT2RP2000001 43.33 

NT2RP2000006 44.7 

NT2RP2000007 28.54 

NT2RP2000008 39.14 

NT2RP2000010 20.43 

NT2RP2000011 130.78 

NT2RP2000027 89.74 

NT2RP2000028 308.45 

NT2RP2000032 23.43 

NT2RP2000040 157.96 

NT2RP2000042 99.57 

NT2RP2000045 64.77 

NT2RP20O0051 46.96 

NT2RP2000054 46.98 
NT2RP2000056 58.66 



210.95 190.83 2.14 1.93 

30.74 35.87 1 1 

93.63 80.65 1.68 1.45 

36.02 49.17 1 1.23 
34.12 32.23 1 1 

211.05 218.27 1.7 1.76 
156.75 172.56 1.2 1.32 
138.98 123.83 1.31 1.17 
67.69 72.59 1.11 1.19 

176.66 151.41 1.1 0.94 
35.82 40.24 1 1.01 
34.32 35.47 1 1 
47.61 56.89 1.19 1.42 

48.03 46.99 1.2 1.17 
2075.54 2104.32 0.96 0.98 

134.67 133.87 1.2 1.19 
128.43 103.27 1.22 0.98 
50.7 47.75 1.19 1.12 
46.05 57.21 0.89 1.1 1 
58.91 73.75 1.47 1.84 
49.95 54.05 1.25 1.35 
59.26 60.27 1.13 1.15 

34.04 40.7 1 1.02 
335.19 332.76 1.06 1.06 
73.41 60.4 1.42 1.17 
33.91 41.68 1 1.04 

385.1 361 1.13 1.06 

31.22 30.83 1 1 

61.4 56.81 1.05 0.97 

148.14 91.13 1.32 0.81 

27.74 29.16 1 1 

69.86 65.57 1.07 1 
108.9 147.63 1.14 1.55 
35.01 29.4 1 1 
1858.93 1958.58 0.92 0.97 
120.46 147.72 0.84 1.03 
3.59 40.76 1 1.02 
67.77 35.1 1.56 0.92 

51.87 47.41 1.16 1.06 
28.94 31.16 1 1 
55.21 45.47 1.38 1.14 
21.17 28.83 1 1 
167.97 142.09 1.28 1.09 

130.06 103.43 1.45 1.15 
314.51 478.39 1.02 1.55 
15.84 33.64 1 1 
204.95 168.12 1.3 1.06 
117.18 93.3 1.18 0.94 
72.84 68.28 1.12 1.05 
38.98 38.24 0.85 0.85 
50.21 55.53 1.07 1.18 
54.98 61.96 0.94 1.06 
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27.17 48.72 35.84 1.22 I 

64.81 108.51 100.19 1.67 1.55 
104.89 . 117.81 114.03 1.12 1.09 
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EP1 130 094 A2 



NT2RP2004205 109.68 

NT2RP2004207 54.36 

NT2RP2004226 50.34 

NT2RP2004232 42.66 

NT2RP2004239 33.62 

NT2RP2004240 65.92 

NT2RP2004242 62.53 

NT2RP2004245 41.83 

NT2RP2004270 278.4 

NT2RP2004300 64.33 

NT2RP2004304 76.09 

NT2RP2004313 27.54 

NT2RP2004316 30.95 

NT2RP2004321 18.93 

NT2RP2004336 20.6 

NT2RP2004339 311.81 

NT2RP2004347 48.43 

NT2RP2004364 75.08 

NT2RP2004365 51.96 

NT2RP2004366 41.94 

NT2RP2004373 40.71 

NT2RP2004375 98.51 

NT2RP2004389 42.75 

NT2RP2004392 89.75 

NT2RP2004396 61.99 

NT2RP2004399 72.52 

NT2RP2004400 48.32 

NT2RP2004404 396.79 

NT2RP2004410 163.22 

NT2RP2004412 64.71 

NT2RP2004414 31.14 

NT2RP2004425 35.7 

NT2RP2004447 38.86 

NT2RP2004463 94.93 

NT2RP2004476 75.64 

NT2RP2004488 79.81 

NT2RP20O4490 37.8 

NT2RP2004495 84.15 

NT2RP2004512 41.48 

NT2RP2004523 102.36 

NT2RP2004524 62.59 

NT2RP2004536 96 

NT2RP2004538 449.39 

NT2RP2004548 85.01 

NT2RP2004551 49.09 

NT2RP2004556 217.69 

NT2RP2004568 55.4 

NT2RP2004580 132.2 
NT2RP2004585* 461.32 

NT2RP2004587 23.75 

NT2RP2004594 42.03 

NT2RP2004600 29.52 



147.41 120.01 1.34 1.09 

58.36 57.09 1.07 1.05 

75.74 53.61 1.5 1.06 

77.03 51.16 1.81 1.2 

42.45 39.89 1.06 1 

95.42 94.14 1.45 1.43 

72.6 75.6 1.16 1.21 

42.98 43.93 1.03 1.05 

373.76 271.06 1.34 0.97 

61.66 59.1 0.96 0.92 
92.71 93.24 1.22 1.23 
36.3 38.31 1 1 
49.24 54.34 1.23 1.36 

16.67 25.09 1 1 
33.65 24.61 1 1 
337.07 307.51 1.08 0.99 
55.94 43.31 1.16 0.89 
108.43 59.18 1.44 0.79 

58.8 43.87 1.13 0.84 

41.12 46.39 0.98 1.11 

47.24 42.9 1.16 1.05 

111.3 143.19 1.13 1.45 

40.28 39.3 0.94 0.94 

89.36 121.96 1 1.36 
62.76 50.12 1.01 0.81 
89.89 79.85 1.24 1.1 
52.6 52.35 1.09 1.08 
416.19 339.01 1.05 0.85 
233.14 216.35 1.43 1.33 
80.1 44.89 1.24 0.69 
28.58 27.17 1 1 
44.87 48.55 1.12 1.21 
63.12 34.32 1.58 1 
112.23 118.17 1.18 1.24 
98.89 71.55 L31 0.95 
72.84 68.49 0.91 0.86 

39.37 54.53 1 1.36 
85.14 105.35 1.01 1.25 

35.29 32.02 0.96 0.96 
129.16 84.93 1.26 0.83 
72.8 55.95 L16 0.89 

109.85 106.75 1.14 1.11 
541.51 474.16 1.2 1.06 

94.68 72.7 1.11 0.86 

40.63 35.19 0.83 0.81 
243.78 239.38 1.12 1.1 
52.37 65.01 0.95 1.17 
199.31 1.14.51 1.51 0.87 
561.13 442.05 1.22 0.96 
26.98 22.99 1 1 
41.58 42.14 0.99 1 

34.64 29.35 1 1 
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NT2RP2004602 
NT2RP2004606 
NT2RP2004614 
NT2RP2004648 
NT2RP2004655 
NT2RP2004664 
NT2RP2004670 
NT2RP2004675 
NT2RP2004681 
NT2RP2004689 
NT2RP2004709 
NT2RP2004710 
NT2RP2004721 
NT2RP2004736 
NT2RP2004743 
NT2RP2004750 
NT2RP2004755 
NT2RP2004767 
NT2RP2004768 
NT2RP2004775 
NT2RP2004791 
NT2RP20O4794 
NT2RP2004795 
NT2RP2004799 
NT2RP2004802 
NT2RP20O4810 
NT2RP2004816 
NT2RP2004837 
NT2RP2004841 
NT2RP2004847 
NT2RP2004861 
NT2RP2004897 
NT2RP2004932 
NT2RP2004933 
NT2RP2004936 
NT2RP20O4951 
NT2RP2004959 
NT2RP2004961 
NT2RP2004962 
NT2RP2004966 
NT2RP2004967 
NT2RP2004974 
NT2RP2 004978 
NT2RP2004982 
NT2RP2004985 
NT2RP2004999 
NT2RP2005000 
NT2RP2005001 
NT2RP2005003 
NT2RP2005012 
NT2RP2005018 
NT2RP2005020 



107.98 118.23 110.53 1.09 1.02 

113.41 309.16 344.5 2.73 3.04 

39.24 52.5 40.85 1.31 1.02 
79.05 96.15 60.27 1.22 0.76 

57.65 113.56 73.28 1.97 1.27 

24.72 29.56 22.85 1 1 

19.73 14.6 19.24 1 1 

76.38 157.04 101.41 2.06 1.33 
31.04 40.56 41.49 1.01 1.04 
27.72 52.07 93.09 1.3 2.33 

75.75 111.56 76.85 1.47 1.01 
97.54 158.81 88.3 1.63 0.91 

31.95 30.61 55.3 1 1.38 
68.13 74.26 74.84 1.09 1.1 
41.11 40.64 45.32 0.99 1.1 
154.05 191.29 169.84 1.24 1.1 
86.18 139.62 137.63 1.62 1.6 

84.96 116.35 81.79 1.37 0.96 
205.54 181.13 187.41 0.88 0.91 
26.88 26.12 31.71 1 1 

90.76 111.21 98.61 1.23 1.09 
334.23 427.5 313.46 1.28 0.94 
35.78 41.58 32.71 1.04 1 
25.36 38.56 45.53 1 1.14 
69.78 119.6 123.46 1.71 1.77 

40.66 56.27 56.48 1.38 1.39 
66.71 12.93 103.38 0.6 1.55 
237.92 200.3;i 286.67 0.84 1.2 
32.71 38.2 39.87 1 1 
105.22 108.95 145.54 1.04 1.38 
25.01 33.52 32.67 1 1 
39.34 43.41 40.84 1.09 1.02 

41.03 61.33 67.89 1.49 1.65 

22.39 28.26 27.38 1 1 

43.54 43.99 42.73 1.01 0.98 
185.38 81.65 73.62 0.44 0.4 

58.55 45.05 48.85 0.77 0.83 
94.11 85.7 89.9 0.91 0.96 
51.23 59.02 69.86 1.15 1.36 

20.25 34.98 36.05 1 1 
41.29 51.32 67.2 1.24 1.63 
45.13 62.79 59.54 1.39 1.32 
44.07 48.81 38.43 1.11 0.91 
20.78 20.62 19.94 1 1 
672.08 580.66 656.47 0.86 0.98 
52.43 55.62 66.74 1.06 1.27 

26.4 29.52 42.85 1 1.07 
30.84 37.16 58.32 1 1.46 
65.23 79.75 77.59 1.22 1.19 
107.84 141.37 112.44 1.31 1.04 
37.95 40.01 35.87 1 1 
251.16 276.02 272.74 1.1 1.09 
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EP1 130 094 A2 



NT2RP2005022 40.77 

NT2RP2005027 926.57 

NT2RP2005031 41.97 

NT2RP2005035 147.24 

NT2RP2O05037 30.72 

NT2RP2005038 21.88 

NT2RP2005048 176.45 

NT2RP2005069 248.86 

NT2RP2005073 141.4 

NT2RP2005097 28.09 

NT2RP2005108 22.74 

NT2RP2005116 41.15 

NT2RP2005126 34.22 

NT2RP2005135 45.22 

NT2RP2005139 22.74 

NT2RP2005140 48.41 

NT2RP2005144 21.68 

NT2RP2005147 40.37 

NT2RP2005148 87.61 

NT2RP2005159 28.03 

NT2RP2005162 31.98 

NT2RP2005163 167.01 

NT2RP2005168 31.92 

NT2RP2005181 14.93 

NT2RP2005204 42.67 

NT2RP2005219 46.08 

NT2RP2005227 57.52 

NT2RP2005237 702.23 

NT2RP2005239 28.92 

NT2RP2005247 138.92 

NT2RP2005254 63.06 

NT2RP2005270 131.97 

NT2RP2005276 81.65 

NT2RP2005287 67.92 

NT2RP2005288 30.44 

NT2RP2005289 84.29 

NT2RP2005293 67.61 

NT2RP2005315 51.46 

NT2RP2005322 140.57 

NT2RP2005325 265.76 

NT2RP2005336 76.14 

NT2RP2005343 82.67 

NT2RP2005344 34.14 

NT2RP2005347 37.29 

NT2RP2005354 144.94 

NT2RP2005358 163.78 

NT2RP2005360 61.87 

NT2RP2005378 89.41 

NT2RP2005391 43.26 

NT2RP2005393 53.51 

NT2RP2005407 38.21 

NT2RP2005419 50.68 



51.66 34.86 1.27 0.98 
526.75 654.59 0.57 0.71 

52.7 45.44 1.26 1.08 

185.36 234.94 1.26 1.6 
30.88 40.89 1 1.02 
24.6 24.7 1 1 
217.51 212.45 1.23 1.2 

285.37 2506.23 1.15 1.23 
155.91 141.73 1.1 1 
32.75 35.64 1 1 
21.34 31.09 1 1 
53.6 66.2 1.3 1.61 
45.45 46.98 1.14 1.17 
36.69 33.16 0.88 0.88 
26.34 20.06 1 1 
57.29 55,09 1.18 1.14 
32.94 33.59 1 1 
42.97 45.35 L06 1.12 
105.49 92.17 1.2 .. 1.05 
39.54 38.53 1 1 
37.51 36.4 1 1 
208.78 151.85 1.25 0.91 
23.09 32.9 1 1 
18.33 30.3 1 . 1 
47.92 49.6 1.12 1.16 
56.26 50.65 1.22 1.1 

64.28 70.73 1.12 1.23 
905.03 740.94 1.29 1.06 
28.74 44.51 1 1.11 
131.93 183.86 0.95 1.32 

88.92 52.47 1.41 0.83 
191.63 112.76 1.45 0.85 
121.12 79.55 1.48 0.97 
43.13 32.83 0.64 0.59 
39.24 31.71 1 1 

87.29 89.6 1.04 1.06 

78.8 77.73 1.17 1.15 
52.01 53.23 1.01 1.03 
221.72 142.65 1.58 1.01 
349.61 261.62 1.32 0.98 
114.59 67.05 1.5 0.88 

107.8 84 1.3 1.02 

38.09 26.23 1 1 
34.44 31.68 1 1 
150.58 126.74 1.04 0.87 
159.12 162.88 0.97 0.99 
65.97 76.83 1.07 1.24 

144.38 111.09 1.61 1.24 
47.09 44.17 1.09 1.02 
58.69 61 1.1 1.14 

66.93 41.97 1.67 1.05 
48.42 44.09 0.96 0.87 
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NT2RP2005425 103.27 

NT2RP2005429 72.81 

NT2RP2005436 125.21 

NT2RP2005441 44.27 

NT2RP2005442 183.99 

NT2RP2005444 215.8 

NT2RP2005453 22.58 

NT2RP2005457 303.62 

NT2RP2005458 34.34 

NT2RP2005463 37.05 

NT2RP2005464 71.14 

NT2RP2005465 37.23 

NT2RP2005472 316.48 

NT2RP2005476 61.88 

NT2RP2005490 105.98 

NT2RP2005491 183 J 5 

NT2RP2005495 19.91 

NT2RP2005496 142.7 

NT2RP2005498 52.02 

NT2RP2005501 39.38 

NT2RP2005506 633.93 

NT2RP2005509 53.92 

NT2RP2O05514 22.97 

NT2RP2005520 185.87 

NT2RP2005525 29.54 

NT2RP2005531 11.91 

NT2RP2005535 134.74 

NT2RP2005539 57.65 

NT2RP2005540 53.2 

NT2RP2005541 59.67 

NT2RP2005549 26.11 

NT2RP2005555 33.68 

NT2RP2005557 29.84 

NT2RP2005581 86.94 

NT2RP2005586 51.69 

NT2RP2005597 28.12 

NT2RP2005600 45.99 

NT2RP2005605 116.87 

NT2RP2005614 34.36 

NT2RP2005620 21.89 

NT2RP20O5622 26.95 

NT2RP2005632 54.99 

NT2RP2005635 104.04 

NT2RP2005637 45.18 

NT2RP2005640 62.65 

NT2RP2005645 146.03 

NT2RP2005651 58.01 

NT2RP2005654 23.16 

NT2RP2005666 36.67 

NT2RP2005669 47.34 

NT2RP2005670 52.01 

NT2RP2005671 95.07 



111.5 100.61 1.08 0.97 

75.45 65.93 1.04 0.91 

162.3 109.64 1.3 0.88 

52.4 46.13 1.18 1.04 
203.45 212.98 1.11 1.16 

226.22 205.2 1.05 0.95 

25.84 24 1 1 
358.57 733.13 1.18 2.41 
45.8 57.08 1.15 1.43 
68.68 53.42 1.72 1.34 
97.22 75 1.37 1.05 

41.01 48.27 1.03 1.21 
301.15 300.75 0.95 0.95 
55.38 50.22 0.89 0.81 
89.35 98.88 0.84 0.93 
243.56 243.1 1.33 1.33 
34.79 31.35 1 1 
217.32 177.14 1.52 1.24 

62 74.5 1.19 1.43 

30.34 42.15 1 1.05 

904.6 917.02 1.43 1.45 

87.79 79.5 1.63 1.47 

29.12 35.25 1 1 

205.62 262.07 1.11 1.41 

46.93 41.6 1.17 1.04 

17.6 17.21 1 1 
218.17 148.96 1.62 1.11 
66.12 65.45 1.15 1.14 
43.18 54.64 0.81 1.03 
81.33 131.53 1.36 2.2 
55.11 55.91 1.38 1.4 
53.32 59.54 1.33 1.49 

56.2 63.75 1.41 1.59 
117.21 107.5 1.35 1.24 

52.1 57.81 1.01 1.12 

31.78 34.64 1 1 

40.7 56.39 0.88 1.23 
164.11 152.82 1.4 1.31 
43.77 52.17 1.09 1.3 

34.85 41.84 1 1.05 
46.37 42.12 1.16 1.05 
61.66 57.78 1.12 1.05 
125.02 122.81 1.2 1.18 

50.06 42.63 1.11 0.94 
56.16 59.74 0.9 0.95 
164.72 127.78 1.13 0.88 
101.66 88.08 1.75 1.52 

25.7 33.01 1 1 
48.37 40.73 1.21 1.02 
59.05 49.02 1.25 1.04 
51.97 54.09 1 1.04 
119.76 105.07 1.26 1.11 - 
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NT2RP2005675 


197.58 


176.4 


131.02 


0.89 


0.92 


NT2RP2005683 


48.29 


60.62 


52.6 


1.26 


1.09 


NT2RP2005690 


33.84 


37.58 


34.9 


1 


1 


NT2RP2005694 


54.44 


71.38 


72.87 


1.31 


1.34 


NT2RP2005701 


76.91 


95.76 


132.03 


1.25 


1.72 


NT2RP2005712 


29.78 


38.68 


32.64 


1 


1 


NT2RP2005719 


57.22 


72.99 


64.78 


1.28 


1.13 


NT2RP2005722 


136.16 


123.02 


125.23 


0.9 


0.92 


NT2RP2005723 


34.36 


38.98 


47.87 


1 


1.2 


NT2RP2005726 


46.95 


66.57 


61.94 


1.42 


1.32 


NT2RP2005729 


171.5 


241.49 


211.36 


1.41 


1.23 


NT2RP2005731 


14.56 


13.03 


30.45 


1 


1 


NT2RP2005732 


868.97 


741.23 


787.88 


0.85 


0.91 


NT2RP2005737 


139.59 


115.62 


94.86 


0.83 


0.68 


NT2RP2005741 


36.86 


62.54 


59.92 


1.56 


1.5 


NT2RP2005748 


52.58 


105.09 


63.24 


2 


1.2 


NT2RP2O05752 


64.62 


77.63 


68.17 


1.2 


1.05 


NT2RP2005753 


221.5 


224.22 


210.21 


1.01 


0.95 


NT2RP2005763 


34.18 


42.9 


49.48 


1.07 


1.24 


NT2RP2005767 


37.91 


39.1 


38.78 


1 


1 


NT2RP2005773 


116.76 


136.74 


1.34.79 


1.17 


1.15 


NT2RP2005774 


78.66 


82.34 


92.62 


1.05 


1.18 


NT2RP2005775 


63.23 


61 - 


41.65 i 


0.96 


0.66 


NT2RP2005781 


94.17 


112.61 


74.46 


1.2 


0.79 


NT2RP2005784 


103.3 


110.89 


83.89 


1.07 


0.81 


NT2RP2005789 


148.94 


236.78 


176.37 


1.59 


1.18 


NT2RP2005799 


42.81 


38.02 


35.82 


0.93 


0.93 


NT2RP2005804 


171.73 


210 


192.39 


1.22 


1.12 


NT2RP2005812 


43.57 


34.83 


40.3 


0.92 


0.92 


NT2RP2005815 


25.47 


32.69 


28.02 


1 


1 


NT2RP2005835 


107.47 


78.2 


91.26 


0.73 


0.85 


NT2RP200584I 


74.08 


99.48 


70.88 


1.34 


0.96 


NT2RP2005853 


58.82 


79.9 


62.95 


1.36 


1.07 


NT2RP2005857 


53.87 


55.38 


46.1 


1.03 


0.86 


NT2RP2005859 


48.7 


49.64 


35.77 


1.02 


0.82 


NT2RP2005860 


12.87 


12.08 


13.69 


1 


1 


NT2RP2005863 


44.24 


42.73 


44.26 


0.97 


1 


NT2RP2005868 


44.91 


44.98 


55.79 


1 


1.24 


NT2RP2005876 


142.24 


118.34 


91.79 


0.83 


0.65 


NT2RP2005878 


94.15 


127.41 


145.24 


1.35 


1.54 


NT2RP2005883 


18.53 


22.64 


21.79 


1 


1 


NT2RP2005886 


385.88 


460.71 


354.33 


1.19 


0.92 


NT2RP2005887 


37.85 


52.67 


47.08 


1.32 


1.18 


NT2RP2005890 


65.11 


67.76 


46.75 


1.04 


0.72 


NT2RP2005901 


31.88 


47.82 


52.19 


1.2 


1.3 


NT2RP2005902 


39.08 


41.4 


44.78 


1.04 


1.12 


NT2RP2005908 


94.52 


122.63 


90.38 


1.3 


0.96 


NT2RP2005927 


28.69 


34.86 


50.86 


1 


1.27 


NT2RP2005933 


45.99 


58.31 


46 


1.27 


1 


NT2RP2005941 


33.2 


30.03 


42.83 


1 


1.07 


NT2RP2005942 


38.15 


33.17 


41.95 


1 


1.05 


NT2RP2005946 


37.21 


47.66 


39.56 


1.19 


i 
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IN 1 ZJvrZUUjy /u 


1A*\ 7 






1.09 


1 ACi 

1.49 


IN 1 AtfJr l\Jijjyo\) 


07 ^7 
Z r .J 1 


JO.J 


07 3S 

Li .jo 


i 
l 


i 
1 


NFT7 P P7 fifl ^ 004 

in i zk_t zuujyy^ 




36 A< 
jo.Uj 


3 1 7C 
J 1. /j 


1 


1 


\TTO D DO Afi£ ATI 4 
IN 1 ZKr ZUU0UU4 




OA /1 7 
ZD .4/ 


on r\A 
29.04 


1 


1 


IN IZKJ'zUUoUli 




£1 o 

03./ 


£TO 1£. 

62.36 


t in 

1.19 


1.17 


xtto d do nnr no i 




347.97 


ooc n>i 

235.94 


1.37 


0.93 


N 1 zKP2CX)oU2o 


/in a i 
49.91 


74.8 


74.09 


1.5 


1.48 


N 1 2KF200603o 


13.94 


8.52 


15.54 


1 


1 


NT2RP2006042 


35.94 


48.78 


51.87 


1.22 


1.3 


NT2RP2006043 


59.25 


63.23 


69.45 


1.07 


1.17 


NT2RP2006052 


70.79 


79.56 


83.54 


1.12 


1.18 


NT2RP2006057 


39.92 


37.81 


51.12 


1 


1.28 


NT2RP2006064 


45.72 


51.15 


93.1 


1.12 


2.04 


NT2RP2006068 


49.33 


48.11 


65.01 


0.98 


1.32 


NT2RP2006069 


22.72 


38.94 


26.22 


1 


1 


NT2RP2006071 


24.66 


36.75 


31.68 


1 


1 


NT2RP2006090 


24.93 


30.32 


39.46 


1 


1 


NT2RP2006092 


26.19 


36.84 


37.75 


1 


1 


NT2RP2006097 


219.08 


267.5. 


241.99 


1.22 


1.1 


NT2RP2006098 


45.3 


52.22 


51.87 


1.15 


1.15 


NT2RP2006099 


197.06 


245.49 


204.73 


1.25 


1.04 


NT2RP2006100 


37.38 


69.47 


54.69 


1.74 


1.37 


NT2RP2006103 


16.21 


28.89 


25.74 


1 


1 


NT2RP2006106 


86.36 


110.14 


91.5 


1.28 


1.06 


NT2RP2006127 


25.6 


34.92 


30.49 


1 


1 


NT2RP2006134 


52.79 


54.03 


56.74 


1.02 


1.07 


NT2RP2006141 


35.94 


55.67 


54.37 


1.39 


1.36 


NT2RP2006166 


262.07 


343.02 


226.5 


1.31 


0.86 


NT2RP2006176 


50.98 


60.42 


59.44 


1.19 


1.17 


NT2RP2006181 


20.95 


21.64 


17.07 


1 


1 


NT2RP2006184 


197.6 


205.28 


255.06 


1.04 


1.29 


NT2RP2006I86 


29.7 


24.02 


42.07 


1 1.05 


NT2RP2006196 


49.89 


53.73 


63.47 


1.08 


1.27 


NT2RP2006199 


21.22 


30.72 


25.43 


1 


1 


NT2RP2006200 


20.04 


28.02 


22.31 


1 


1 


NT2RP2006210 


190.3 


234.04 


331.89 


1.23 


1.74 


NT2RP2006219 


50.48 


46.6 


57.46 


0.92 


1.14 


NT2RP2006224 


82.29 


10.86 


117.7 


0.49 


1.43 


NT2RP2006237 


28.01 


7.97 


31.4 


1 


1 


NT2RP2006238 


24.99 


25.85 


42.34 


1 


1.06 


NT2RP20O6258 


27.32 


32.4 


37.21 


1 


1 


NT2RP2006261 


23.2 


22.02 


19.64 


1 


1 


NT2RP2006269 


84.32 


79.44 


94.33 


0.94 


1.12 


NT2RP2006275 


634.19 


587.83 


548.33 


0.93 


0.86 


NT2RP20O6282 


51.81 


56.22 


69.03 


1.09 


1.33 


NT2RP2006302 


43.82 


58.27 


48.33 


1.33 


1.1 


NT2RP2006312 


65.66 


69.12 


77.93 


1.05 


1.19 


NT2RP2006320 


117.2 


148.71 


136.69 


1.27 


1.17 


NT2RP2006321 


31.95 


40.86 


34.44 


1.02 


1 


NT2RP2006323 


14.55 


12.33 


13.57 


1 


1 


NT2RP2006333 


25.91 


34.1 


27.48 


1 


1 


NT2RP2006334 


39.84 


44.01 


39.52 


1.1 


1 
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NT2RP2006338 


21.12 


17.89 


28.14 


1 


1 


NT2RP2006339 


20.07 


27.62 


26.34 


1 


1 


NT2RP2006355 


19.51 


21.32 


23.89 


1 


1 


NT2RP2006365 


18.25 


22.48 


24.05 


1 


1 


NT2RP2006374 


1613.44 


1702.3 


1315.57 1.06 0.82 


NT2RP2006393 


85.47 


106.95 


75.51 


1.25 


0.88 


NT2RP2006394 


122.21 


159.9 


128.55 


1.31 


1.05 


NT2RP2006400 


20.6 


26.5 


20 


1 1 


NT2RP2006411 


197.03 


267.32 


183.47 


1.36 


0.93 


NT2RP2006429 


30.82 


35.16 


35.32 


1 


1 


NT2RP2006435 


21.54 


23.95 


20.66 


1 


1 


NT2RP2006436 


66.84 


99.84 


96.48 


1.49 


1.44 


NT2RP2006441 


32.83 


31.52 


39.03 


1 


1 


NT2RP2006447 


18.75 


52.46 


42.47 


1.31 


1.06 


NT2RP2006454 


52.32 


61.91 


39.39 


1.18 


0.76 


NT2RP2006455 


33.04 


31.77 


29.07 


1 


1 


NT2RP2006456 


35.17 


32.94 


27.75 


1 


1 


NT2RP2006464 


39.57 


38.17 


31.58 


1 


1 


NT2RP2006467 


75.84 


85.6 


72.34 


1.13 


0.95 


NT2RP2006472 


80.6 


53.2 i 


68.52 ! 


0.66 i 


0.85 


NT2RP2006474 


83.9 


98.77 


100.91 


1.18 


1.2 


NT2RP2006475 


54.65 


71.19 


65.43 


1.3 


1.2 


NT2RP2006476 


103.5 


167.84 


72.43 


1.62 


0.7 


NT2RP2006501 


99.95 


156.07 


85.22 


1.56 


0.85 


NT2RP2006512 


165.38 


190.13 


149.63 


1.15 


0.9 


NT2RP2006526 


36.45 


44.3 


40.42 


1.11 


1.01 


NT2RP2006527 


54.43 


61.68 


41.44 


1.13 


0.76 


NT2RP2006534 


44.55 


44.67 


33.64 


1 


0.9 


NT2RP2006537 


135.06 


- 142.12 


100.2 


1.05 


0.74 


NT2RP2006543 


47.42 


61.66 


53.93 


1.3 


1.14 


NT2RP2006554 


65.01 


65.19 


63.45 


1 


0.98 


NT2RP2006565 


52.73 


87.67 


59.28 


1.66 


1.12 


NT2RP2006571 


38.64 


31.27 


38.84 


1 


1 


NT2RP2006573 


24.83 


26.42 


23.35 


1 


1 


NT2RP2006598 


44.55 


52.74 


45.13 


1.18 


1.01 


NT2RP2006601 


237.67 


316.13 


233.77 


1.33 


0.98 


NT2RP3000002 


67.75 


94.87 


81.71 


1.4 


1.21 


NT2RP3000011 


40.27 


51.27 


42.82 


1.27 


1.06 


NT2RP3000014 


64.09 


82.55 


73.26 


1.29 


1.14 


NT2RP3000016 


60.25 


85.07 


65.88 


1.41 


1.09 


NT2RP3000022 


18.78 


16.29 


17.22 


1 


1 


NT2RP3000024 


60.82 


64.84 


56.27 


1.07 


0.93 


NT2RP3000031 


38.3 


41.53 


38.71 


1.04 


1 


NT2RP3000034 


33.81 


47.03 


41.05 


1.18 


1.03 


NT2RP30OO037 


70.35 


102.53 


70.81 


1.46 


1.01 


NT2RP3000040 


25.42 


33.11 


22.4 


1 


1 


NT2RP3000041 


62.42 


82.96 


57.52 


1.33 


0.92 


NT2RP3000046 


88.1 


94.32 


83.18 


1.07 


0.94 


NT2RP30O0047 


33.16 


39.38 


36.46 


1 


1 


NT2RP3000049 


43.85 


32.36 


34.27 


0.91 


0.91 


NT2RP3000050 


74.92 


109.54 


88.44 


1.46 


1.18 


NT2RP3000051 


36.52 


53.03 


57.07 


1.33 


1.43 
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NT2RP3000054 
NT2RP3000055 
NT2RP3000056 
NT2RP3000059 
NT2RP300O063 
NT2RP3000068 
NT2RP3000069 
NT2RP3000072 
NT2RP3000080 
NT2RP3OOO085 
NT2RP300O087 
NT2RP300O092 
NT2RP300O1O9 
NT2RP3O0O119 
NT2RP3O0O125 
NT2RP3000131 
NT2RP3000134 
NT2RP300O137 
NT2RP3000142 
NT2RP3000148 
NT2RP3000149 
NT2RP3000163 
NT2RP3000168 
NT2RP3000169 
NT2RP3000171 
NT2RP30OO172 
NT2RP3000186 
NT2RP3000197 
NT2RP3000201 
NT2RP300Q2O4 
NT2RP3000207 
NT2RP3000216 
NT2RP3000220 
NT2RP3000221 
NT2RP3000232 
NT2RP3000233 
NT2RP3000234 
NT2RP3000235 
NT2RP3000239 
NT2RP3000247 
NT2RP3000251 
NT2RP3000252 
NT2RP3000255 
NT2RP3000262 
NT2RP3000266 
NT2RP3000267 
NT2RP3000271 
NT2RP3000278 
NT2RP3000281 
NT2RP3000292 
NT2RP3000299 
NT2RP3000304 



EP1 130 094 A2 

43.15 62.33 58.1 1.44 1.35 

76.38 117.85 89.05 1.54 1.17 

35.69 49.37 45.76 1.23 1.14 

47 43.79 43.08 0.93 0.92 

19.09 21.17 27.48 1 1 

140.16 115.86 110.27 0.83 0.79 

47.2 104.8 81.92 2.22 1.74 

19.01 34.64 26.31 1 1 

108.69 136.08 120.3 1.25 1.11 

37.66 42.46 52.31 1.06 1.31 

68.12 112.8 83.78 1.66 1.23 

34.57 36.04 30.44 1 1 

31.21 58.92 49.26 1.47 1.23 

66.51 101.4 93.55 1.52 1.41 

26,47 34.21 31.63 i 1 

96.79 153.54 126.47 1.59 1.31 

73.7 128.98 85.29 1.75 1.16 

33.87 41.46 41.02 1.04 1.03 

66.91 104.65 79.75 1.56 1.19 
42.98 47.6 34.62 1.11 0.93 
38.86 41.95 36.76 1.05 1 

27.92 43.28 36.72 1.08 1 
206.14 331.46 311.86 1.61 1.51 



20.2 


33.43 


21.23 


1 


1 


152.24 


223.66 


186.39 


1.47 


1.22 


15.66 


19.6 


19.47 


1 


1 


167.53 


185.71 


150.17 


1.11 


0.9 


57.78 


61.6 


48.89 


1.07 


0.85 


65.28 


86.63 


74.44 


1.33 


1.14 


24.78 


41.51 


32.52 


1.04 


1 


21.04 


29.95 


31.39 


1 


1 


29.88 


51.11 


48.02 


1.28 


1.2 


28 


40 31.27 


1 


1 


37.4 


34.17 


34.95 


1 


1 


63.74 


93.59 


56.78 


1.47 


0.89 


58.94 


60.98 


53.13 


1.03 


0.9 


74.55 


103.22 


70.55 


1.38 


0.95 


22.77 


22.48 


30.93 


1 


1 


56.22 


74.14 


56.24 


1.32 


1 


25.72 


32.45 


42.68 


1 


1.07 


43.21 


46.8 


55.31 


1.08 


1.28 


49.63 


50.57 


61.47 


1.02 


1.24 


27.79 


34.54 


29.21 


1 


1 


59.53 


80.34 


75.86 


1.35 


1.27 


59.9 


82.94 


67.93 


1.38 


1.13 


25.21 


40.01 


38.53 


1 


1 


42.36 


50.94 


50.87 


1.2 


1.2 


543 


360.96 


458.15 


0.66 


0.84 


71.44 


90.24 


58.34 


1.26 


0.82 


22.85 


30.52 


25.51 


1 


1 


33.15 


49.07 


32.5 


1.23 


1 


14 


1739 


15.1 


1 


1 
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NT2RP3000310 179.44 

NT2RP300O312 61.34 

NT2RP3000320 46.64 

NT2RP3000322 101.41 

NT2RP3000324 436.61 

NT2RP3000326 82.52 

NT2RP3000329 105.53 

NT2RP3000330 63.66 

NT2RP3000333 36.18 

NT2RP3000341 130.95 

NT2RP3000344 38.61 

NT2RP3000345 11.45 

NT2RP3000348 2990.07 

NT2RP30O0350 64.9 

NT2RP3000359 129.45 

NT2RP3000361 74.9 

NT2RP3000366 80.12 

NT2RP3000378 28.68 

NT2RP3000384 103.53 

NT2RP3O00389 86.34 

NT2RP3000393 46.18 

NT2RP3000395 1487.76 

NT2RP3000397 41.26 

NT2RP3000398 101.17 

NT2RP3000403 53.37 

NT2RP3000418 138.46 

NT2RP3000424 46.53 

NT2RP3000427 111.74 

NT2RP3000431 42.77 

NT2RP3000433 165.2 

NT2RP3000436 162.37 

NT2RP3000439 31.16 

NT2RP300O441 29.33 

NT2RP3000444 20.03 

NT2RP3000448 39.27 

NT2RP3000449 21.53 

NT2RP3000451 38.61 

NT2RP3000456 22.13 

NT2RP3000460 132.16 

NT2RP3000471 39.3 

NT2RP3000477 134.16 

NT2RP3000478 28.88 

NT2RP3000481 9.68 

NT2RP3000484 18.56 

NT2RP3000487 61.51 

NT2RP3000512 190.14 

* NT2RP3000523 163.67 

NT2RP3000526 36.76 

NT2RP3000527 26.38 

NT2RP3000531 142.33 

NT2RP3000532 28.51 

NT2RP3000542 65.84 



217.36 201.55 1.21 1.12 

65.35 39.79 1.07 0.65 

50.74 42.76 1.09 0.92 

129.36 124 1.28 1.22 

423.83 377.29 0.97 0.86 
85.59 49.29 1.04 0.6 

122.96 30.04 1.17 0.76 

90.05 62.65 1.41 0.98 
37.73 40.19 1 1 

160.84 102.74 1.23 0.78 
30.01 24.98 1 1 
12.73 11.99 1 1 
3710.2 3532.53 1.24 1.18 

123.73 71.23 1.91 1.1 

148.27 116.24 1.15 0.9 

74.39 60.63 0.99 0.81 

91.67 80.46 1.14 1 

35.68 30.99 1 1 
140.35 104.74 1.36 L01 
115.43 110.69 1.34 1.28 
36.54 41.55 0.87 0.9 
1930.52 1302.83 1.3 0.88 
78.17 46.55 1.89 1.13 
103.54 69.31 1.02 0.69 
60.29 51.57 1.13 0.97 
342.15 131.25 2.47 0.95 
63.27 52.61 1.36 1.13 
160.26 126.82 1.43 1.13 
57.45 89.68 1.34 2.1 
182.88 144.82 1.11 0.88 
229.73 150.7 1.41 0.93 
31.85 29.55 1 1 
29.53 29.97 1 1 
20.53 32.66 1 1 
55.71 61.53 1.39 1.54 
30.58 29.68 1 1 
39.68 42.1 1 1.05 
25.38 27.56 1 1 
148.64 137.38 1.12 1.04 
28.85 40.65 1 1.02 

173.97 158.72 1.3 1.18 
50.61 51.64 1.27 1.29 
20.25 23 1 1 
28.16 27.44 1 1 
93.97 109.7 1.53 1.78 
179.02 177.79 0.94 0.94 
209.19 215.08 1.28 1.31 
51.79 55.52 1.29 1.39 

35.06 33.72 1 1 
286.35 280.41 2.01 1.97 
61.61 50.03 1.54 1.5 
90.43 67.99 1.37 1.03 
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XTTO D D 1 AA f\ ^ C A 

IN i ZKr3UU0554 


72.82 


95.45 


99.85 


1.31 


1.37 


JNIZKr3U00561 


36.35 


53.12 


48.46 


1.33 


1.21 


IN 1 2KP3UU0562 


31.74 


52.5 


41.46 


1.31 


1.04 


-N r2RP3O0O578 


16.7 


17.6 


21.3 


1 


1 


IN 1 ZKr 30005 82 


20.22 


44.4 


35.78 


1.11 


1 


NT2RP3O00584 


15.57 


22.12 


28.37 


1 


1 


NT2RP3O0O586 


22.97 


34.64 


36.11 


1 


1 


NT2RP3000590 


22.29 


32.06 


31.1 


1 


1 


NT2RP3000592 


31.04 


31.96 


38.64 


1 


1 


NT2RP3000596 


43.39 


66.66 


52.02 


1.54 


1.2 


NT2RP3000599 


36.27 


46.5 


38.24 


1.16 


1 


NT2RP3000603 


254.68 


246.24 


240.68 


0.97 


0.95 


NT2RP3000605 


26.29 


34.62 


38.06 


1 


1 


NT2RP3 000607 


45.24 


75.45 


73.14 


1.67 


1.62 


NT2RP3000616 


1482 


22.67 


23.02 


1 


1 


NT2RP3000621 


40.05 


58.83 


51.69 


1.47 


1.29 


NT2RP3000622 


35.05 


52.01 


57.44 


1.3 


1.44 


NT2RP3000624 


33.06 


40.36 


39.69 


1.01 


1 


NT2RP3000628 


109.88 


187.26 


99.41 


1.7 


0.9 


NT2RP3OO0631 


105.63 


150.86 


137.01 


1.43 


1.3 


NT2RP3000632 


50.33 


64.39 


57.34 


1.28 


1.14 


NT2RP3000638 


23.77 


26.57 


28.7 


1 


1 


NT2RP3000644 


304.7 


487.68 


550.04 


1.6 


1.81 


NT2RP3000645 


111.35 


124.28 


116.48 


1.12 


1.05 


NT2RP3O00652 


54.8 


68.78 


81.88 


1.26 


1.49 


NT2RP3000658 


40.23 


49.35 


33.76 


L23 


0.99 


NT2RP3OO066O 


83.24 


131.51 


54.43 


1.58 


1.01 


NT2RP3OO0661 


22.15 


37.96 


30.79 


1 


1 


NT2RP3000665 


137.26 


166.58 


142.33 


1.21 


1.04 


NT2RP3000676 


84.64 


116.9 


89.47 


1.38 


1.06 


NT2RP3000677 


22.74 


27.27 


20.41 


1 


1 


NT2RP3000681 


196.87 


214.49 


150.67 


1.09 


0.77 


NT2RP3O00683 


97.61 ' 


142.2 


92.49 


1.46 


0.95 


NT2RP3000685 


88.09 


92.27 


86.67 


1.05 


0.98 


NT2RP3000690 


29.96 


34.72 


34.86 


1 


1 


NT2RP3000698 


109.95 


139.48 


132.06 


1.27 


1.2 


NT2RP3000708 


40.63 


47.55 


39.95 


1.17 


0.98 


NT2RP300O719 


22.91 


21.41 


20.57 


1 


1 


NT2RP3000721 


182.39 


189.52 


179.24 


1.04 


0.98 


NT2RP3000728 


20.38 


39.27 


18.07 


1 


1 


NT2RP3000730 


24.26 


46.9 


28.5 


1.17 


1 


NT2RP3000733 


30.31 


40.37 


34.99 


1.01 


1 


NT2RP300073:> 


8.98 


20.79 


13.81 


1 


1 


NT2RP3000736 


32.19 


36.56 


38.66 


1 


1 


KTT1 D D^AAm 1 Q 

in i ZKr_>UUU / jy 


A1 A C 

91.45 


97.24 


83.42 


1.06 


0.91 


NT2RP3000742 


44.78 


60.15 


52.95 


1.34 


1.18 


NT2RP3000753 


19.16 


23.78 


30.61 


1 


1 


NT2RP3000759 


56.55 


39.39 


84.1 


0.71 


1.49 


NT2RP3000789 


41.47 


50.01 


37.17 


1.21 


0.96 


NT2RP3000815 


74.5 


74.88 


59.21 


1.01 


0.79 


NT2RP30008I8 


77.05 


97.43 


51.97 


1.26 


0.67 


NT2RP3000820 


458.65 


642.71 


243.3 


1.4 


0.53 
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NT2RP3000821 


32.87 


33.65 


31.01 


1 


1 


NT2RP3000825 


8.12 


18.68 


12.05 


1 


1 


NT2RP3000826 


138.23 


241.44 


159.01 


1.75 


1.15 


NT2RP3000836 


91.4 


98.48 


104.79 


1.08 


1.15 


NT2RP3000838 


3036.29 


4396.79 2294.8 1.45 0.76 


NT2RP3000839 


26.24 


30.54 


23.82 


1 


1 


NT2RP3000841 


52.39 


59.34 


51.65 


1.13 


0.99 


NT2RP3000845 


82.27 


74.14 


60.66 


0.9 


0.74 


NT2RP3000847 


46.09 


53.16 


39.49 


1.15 


.0.87 


NT2RP3000848 


64.4 


70.56 


53.77 


1.1 


0.83 


NT2RP3000850 


86.99 


91.14 


75.63 


1.05 


0.87 


NT2RP3000852 


26.34 


20.61 


31.38 


1 


1 


NT2RP3000859 


76.26 


72.23 


61.45 


0.95 


0.81 


NT2RP3000861 


100.64 


153.08 


104.76 


1.52 


1.04 


NT2RP3000862 


49.12 


44.16 


40.64 


0.9 


0.83 


NT2RP3000865 


46.47 


55.59 


50.08 


1.2 


1.08 


NT2RP3000866 


25.31 


29.98 


29.36 


1 


1 


NT2RP3G00868 


24.4 


38.72 


29.84 


1 


1 


NT2RP3000869 


110.44 


100.32 


94.76 


0.91 


0.86 


NT2RP3000871 


36.79 


33.65 


34.85 


1 


1 


NT2RP3000875 


49.24 


40.39 


34.03 


0.82 


0.81 


NT2RP3000895 


34.75 


56.81 


38.34 


1.42 


1 


NT2RP3000900 


103.64 


130.63 


118.42 


1.26 


> 1.14 


NT2RP3000901 


42.93 


60.7 


61.46 


1.41 


1.43 


NT2RP3000903 


36.65 


34.57 


30.27 


1 


1 


NT2RP3000904 


32.98 


41.59 


46.33 


1.04 


1.16 


NT2RP3000907 


48.65 


84.74 


82.16 


1.74 


1.69 


NT2RP3000913 


53.18 


82.07 


83.27 


1.54 


1.57 


NT2RP3000917 


53.05 


73.11 


70.12 


1.38 


1.32 


NT2RP3000919 


41.76 


44.5 


39.12 


1.07 


0.96 


NT2RP3000921 


33.94 


34.26 


37.03 


1 


1 


NT2RP3000942 


27.18 


20.93 


30.01 


1 


1 


NT2RP300O968 


869.8 


1285.36 


1136.31 


1.48 1.31 


NT2RP3000974 


30.7 


39.92 


43.77 


1 


1.09 


NT2RP3000980 


42.53 


53.79 


45.15 


1.26 


1.06 


NT2RP3000984 


42.57 


56.36 


59.5 


1.32 


1.4 


NT2RP3000994 


39.6 


38.61 


42.48 


1 


1.06 


NT2RP3001001 


24.8 


27.54 


25.51 


1 


1 


NT2RP3001004 


34.1 


37.28 


40.47 


1 


1.01 


NT2RP3001007 


60.15 


63.56 


66.1 


1.06 


l.l 


NT2RP3001012 


20.21 


34.13 


29.36 


1 


1 


NT2RP3001042 


19.87 


25.66 


24.69 


1 


1 
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NT2RP3001084 168.13 

NT2RP3001095 29.5 

NT2RP3001096 100.39 

NT2RP3001097 66.45 

NT2RP3001107 37.43 

NT2RP3001109 18.5 

NT2RP3001111 24.08 

NT2RP3001112 48.19 

NT2RP3001113 24.8 

NT2RP300U15 28.51 

NT2RP3O01116 41.86 

NT2RP3001119 51.5 

NT2RP3001120 38.67 

NT2RP3001126 46.96 

NT2RP3001127 26.75 

NT2RP3001133 41.78 

NT2RP3001140 25.63 

NT2RP3001147 28.48 

NT2RP3001150 33.05 

NT2RP3001152 13.69 

NT2RP3001155 23.86 

NT2RP3001156 31.92 

NT2RP3001159 66.25 

NT2RP3001170 39.22 

NT2RP3001176 97.55 
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NT2RP3001209 100.55 

NT2RP3001214 26.09 
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NT2RP3001230 19.25 

NT2RP3001232 21.69 
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NT2RP3001239 26.33 

NT2RP3001240 63.01 

NT2RP3001245 33.46 

NT2RP3001253 26.11 

NT2RP3001259 89.06 

NT2RP300126O 24.17 

NT2RP3001264 57.03 

NT2RP3001268 74.96 

NT2RP3001271 301.67 

NT2RP3001272 78.64 

NT2RP3001274 130.1 

NT2RP3001275 29.63 

NT2RP3001280 35.94 

NT2RP3001281 65.77 

NT2RP3001288 558.59 

NT2RP3001297 307.15 

NT2RP3001300 119.32 

NT2RP3001301 33.42 
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NT2RP3001529 57.45 

NT2RP30O1538 43.44 

NT2RP3001539 78.32 

NT2RP3001542 32.18 

NT2RP3001549 53.07 

NT2RP3001554 40.08 

NT2RP3001560 22.83 

NT2RP3001561 206.83 
NT2RP3001564 86.6 

NT2RP3001568 75.84 

NT2RP3001575 66.07 

NT2RP3001580 35.25 

NT2RP3001587 92.44 
NT2RP3001589 94.2 

NT2RP3001592 99.98 

NT2RP3001607 19.48 

NT2RP3001608 82.24 

NT2RP3001613 57.64 

NT2RP3001619 62.58 

NT2RP3001621 22.21 

NT2RP3001629 16.75 

NT2RP3001630 22.39 

NT2RP3001631 57.54 

NT2RP3001634 41.35 

NT2RP3001642 56.23 

NT2RP3001646 15.08 

NT2RP3001650 25.48 

NT2RP3001667 61.01 

NT2RP3001671 32.95 

NT2RP3001672 16.39 

NT2RP3001676 31.13 

NT2RP3001678 66.39 

NT2RP3001679 127.44 

NT2RP3001682 24.29 

NT2RP3001685 43.06 

NT2RP3001688 68.31 

NT2RP3001690 31.58 

NT2RP3001693 108.21 

NT2RP3001696 43.91 

NT2RP3001698 315.87 

NT2RP3001708 70.76 

NT2RP3001712 141.63 
NT2RP3001716 51 

NT2RP3001724 46.42 

NT2RP3001727 167.98 

NT2RP3001729 36.78 

NT2RP3001730 54.08 
NT2RP3001733 22 

NT2RP3001737 96.14 

NT2RP3001738 97.03 

NT2RP3001739 33.77 
NT2RP3001742 39 
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NT2RP3002014 66.64 

NT2RP3002015 44.46 
NT2RP3002033 22.5 
NT2RP3002045 35.7 
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NT2RP3002057 41 

NT2RP3002061 48.21 

NT2RP3002062 20.36 
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NT2RP3002064 21.69 
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NT2RP3002081 46.95 
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1.09 


0.67 


52.9 


66.55 


49.25 


1.26 


0.93 


33.11 


39.48 


32.79 


1 , 


1 


23.16 


21.25 


23.09 


1 


1 


33.63 


46.93 


35.52 


1.17 


1 


150.71 


144.82 


179.22 


0.96 


1.19 


32.83 


24.24 


29.87 


1 


1 


29.91 


23.56 


23.67 


1 


1 


28.42 


21.14 


23.16 


1 


1 


38.03 


41.08 


31.03 


1.03 


1 


259.66 


299.8 


250.81 


1.15 


0.97 


25.38 


26.58 


21.77 


1 


1 


20.74 


27.88 


21.92 


1 


1 


44.02 


49.96 


37.36 


1.13 


0.91 


29.82 


61.91 


32.24 


1.55 


1 


40.45 


49.94 


40.95 


1.23 


1.01 


31.23 


31.59 


39.97 


1 


1 


16.2 


16.71 


24.15 


1 


1 


7.61 


8.16 


10.28 


1 


1 


66.81 


99.09 


115.8 


1.48 


1.73 


33.68 


25.88 


37.86 


1 


1 


27.89 


49.08 


40.34 


1.23 


1.01 


61.68 


50.6 


49.88 


0.82 


0.81 


197.7 


212.18 


139.92 


1.07 


0.71 



411 



EP 1 130 094 A2 



NT2RP3003587 99.62 

NT2RP3003589 106.69 

NT2RP3003592 48.47 

NT2RP3003593 121.2 

NT2RP3003614 99.68 

NT2RP3003621 41.62 

NT2RP3003625 96.86 

NT2RP3003627 134.8 

NT2RP3003636 51.46 

NT2RP30O3642 100.17 

NT2RP3003645 20.8 

NT2RP3003648 41.86 

NT2RP3003649 31.16 

NT2RP3003650 36.91 

NT2RP3003656 49.88 

NT2RP3003659 48.02 

NT2RP3003662 217.13 

NT2RP3003664 48.79 

NT2RP3003665 17.33 

NT2RP3003671 37.51 

NT2RP3003672 98.67 

NT2RP3003673 54.44 

NT2RP3003679 555.93 

NT2RP30O3680 31.86 

NT2RP3003686 28.07 

NT2RP3003689 40.14 

NT2RP3003697 1481.32 

NT2RP30O370I 38.43 

NT2RP30O37Q4 71.4 

NT2RP30O3714 28.59 

NT2RP3003716 27.93 

NT2RP3003721 30.86 

NT2RP3003722 26.43 

NT2RP3003726 20.58 

NT2RP3003729 32.82 

NT2RP30O3731 31.23 

NT2RP3003740 15.05 

NT2RP3003746 38.26 

NT2RP3003749 5.25 

NT2RP3003754 38.81 

NT2RP3003759 7.69 

NT2RP3003764 30.47 

NT2RP3003766 21.34 

NT2RP3003767 95.41 

NT2RP3003778 94.67 

NT2RP3003779 119.32 

NT2RP3003783 171.19 

NT2RP3003787 40.38 

NT2RP3003789 28.79 

NT2RP3003795 29.47 

NT2RP3003799 21.04 

NT2RP3003800 32.73 



121.27 


118.07 


1.22 


1.19 


148.93 


135.82 


1.4 


1.27 


34.93 


34.74 


0.83 


0.83 


89.05 


117.85 


0.73 


0.97 


87.23 


62.23 


0.88 


0.62 


38.54 


60.39 


0.96 


1.45 


121.98 


79.4 


1.26 


0.82 


228.15 


118.18 


1.69 


0.88 


92.4 


74.18 


1.8 


1.44 


79.67 


85.03 


0.8 


0.85 


24.32 


24.49 


1 


1 


25.21 


34.05 


0.96 


0.96 


27.84 


32.6 


1 


1 


39 


41.77 


1 1.04 


59.39 


81.98 


1.19 


1.64 


47.56 


48.36 


0.99 


1.01 


222.27 


231.82 


1.02 


1.07 


48.51 


53.65 


0.99 


1.1 


25.8 


24.55 


1 


1 


33.34 


36.86 


1 


1 


100.41 


122.88 


1.02 


1.25 


49.04 


61.03 


0.9 


1.12 


677.53 


564.6 


1.22 


1.02 


45.99 


36.14 


1.15 


1 


26.41 


27.17 


1 


1 


43.48 


57.49 


1.08 


1.43 



1320.42 1671.16 0.89 1.13 



32.9 


40.95 


1 


1.02 


101.56 


77.83 


1.42 


1.09 


35.43 


38.46 


1 


1 


28.85 


36.37 


1 


1 


40 


43.6 


1.3 


1.09 


22.24 


30.55 ~ 


1 


t 


19.68 


16.82 


1 


1 


48.21 


50.44 


1.21 


1.26 


40.64 


46.66 


1.02 


1.17 


22.27 


14.47 


1 


1 


40.22 


39.43 


1.01 


1 


5.71 


9.07 


1 


1 


28.6 


33.55 


1 


1 


6.8 


10.74 


1 


1 


37.74 


34.96 


1 


1 


28.02 


25.18 


1 


1 


149.71 


94.89 


1.57 


0.99 


131.15 


98.32 


1.39 


1.04 



121.27 121.96 1.02 1.02 
219.82 218.95 1.28 1.28 

39.85 40.63 0.99 1.01 

38.93 56 1 1.4 

36.03 39.29 1 1 

28.37 33.72 1 1 

47.39 54.64 1.18 L37 



412 



EP 1 130 094 A2 



NT2RP3003805 64.74 

NT2RP30O3809 47.93 

NT2RP3003819 126.12 

NT2RP3003824 91.46 

NT2RP3003825 76.73 

NT2RP3003828 56.58 

NT2RP3003831 54.49 

NT2RP3003833 39.47 

NT2RP3003836 74.08 

NT2RP3003842 140.84 

NT2RP3003843 49.42 

NT2RP3003844 257.28 

NT2RP3003846 53.68 

NT2RP3003S49 22.13 

NT2RP3003862 406.72 

NT2RP3O03870 22.75 

NT2RP3003874 35.95 

NT2RP3003876 129.38 

NT2RP3003880 45.82 

NT2RP3003889 23.45 

NT2RP3003891 20.78 

NT2RP3003914 66.42 

NT2RP3003915 49.11 
NT2RP3003918 50 

NT2RP3003920 178.39 

NT2RP3003924 54.06 

NT2RP3003932 91.65 

NT2RP3003939 52.16 

NT2RP3003940 97.46 

NT2RP3003943 24.14 

NT2RP3O03959 23.09 

NT2RP3003963 44.65 

NT2RP3003965 43.15 

NT2RP3003972 168.48 

NT2RP3003973 31.45 

NT2RP3003979 85.27 

NT2RP3003980 61.68 

NT2RP3003982 17.84 

NT2RP3003989 47.69 

NT2RP3003992 29.53 

NT2RP3004000 14.57 

NT2RP3004001 177.54 

NT2RP3004005 30.16 

NT2RP3004013 46.17 

NT2RP3004016 34.63 

NT2RP3004025 60.47 

NT2RP3004030 195.26 

NT2RP3004041 67.7 

NT2RP3004042 1660.01 

NT2RP3004044 77.95 

NT2RP3004051 78.57 

NT2RP3004052 77.19 



94.82 77.32 1.46 1.19 

42.27 42.5 0.88 0.89 

156.3 107.38 1.24 0.85 

122.08 133.15 1.33 1.46 

126.14 85.32 1.64 1.11 

58.09 66.3 1.03 1.17 

93.96 31.03 1.72 1.49 

75.96 64.02 1.9 1.6 

99.63 77.31 1.34 1.04 

181.57 132.26 1.29 0.94 

59.35 42.12 1.2 0.85 

375.6 320.58 1.46 1.25 

58.2 51.75 1.08 0.96 

34.22 28.94 1 1 

847.9 1028.77 2.08 2.53 

34.16 30.63 1 1 

49.65 40.87 1.24 1.02 

131.16 115.94 1.01 0.9 

47.69 44.1 1.04 0.96 

20.52 25.95 1 1 

26.18 19.73 1 1 

72.57 64.07 1.09 0.96 

55.32 70.79 1.13 1.44 

65.27 55.35 1.31 1.11 



277.64 


168.45 


1.56 


0.94 


70.24 


70.33 


1.3 


1.3 


81.99 


67.7 


0.89 


0.74 


55.91 


69.9 


1.07 


1.34 


162.65 


172.59 


1.67 


1.77 


24.58 


22.04 




I 


27.92 


38.31 


1 


1 


55.53 


37.38 


1.24 


0.9 


43.18 


36.22 


1 0.93 


231.15 


168.29 


1.37 


1 


52.09 


37.35 


1.3 


1 


106.87 


81.39 


1.25 


0.95 


69.29 


63.49 


1.12 


1.03 


6.37 


19.34 


1 


1 


54.74 


72.28 


1.15 


1.52 


23.75 


36.55 


1 


1 


13.08 


20.27 


1 


I 


233.79 


127.51 


1.32 


0.72 


35.65 


26.42 


1 


1 


46.65 


37.77 


1.01 


0.87 


35.37 


32.09 


1 


I 


54.61 


43.79 


0.9 


0.72 


248.59 


192.14 


1.27 


0.98 


62.62 


78.31 


0.92 


1.16 



1724.57 1465.74 1.04 0.88 

89 64.06 1.14 0.82 
96.82 72.26 1.23 0.92 
97.8 81.54 1.27 1.06 
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EP 1 130 094 A2 



NT2RP3004053 253.72 

NT2RP3004055 32.75 

NT2RP3004059 65.86 

NT2RP3004063 95.84 

NT2RP3004067 63.43 

NT2RP3004070 127.46 

NT2RP3004075 88.72 

NT2RP3004078 36.66 

NT2RP3004083 69.74 

NT2RP3004084 125.88 

NT2RP3004087 96.25 

NT2RP3004090 41.03 

NT2RP3004093 77.28 

NT2RP3004095 210.04 

NT2RP3004102 39.95 

NT2RP3004110 162.98 

NT2RP3004119 48.75 

NT2RP3004125 141.66 

NT2RP3004129 40.03 

NT2RP3004130 57.62 
NT2RP3004133 111 

NT2RP3004145 27.76 

NT2RP3004148 39.07 

NT2RP3004155 67.78 

NT2RP3004165 56.72 

NT2RP3004179 22.85 

NT2RP3004185 24.36 

NT2RP3004188 66.84 

NT2RP3004189 46.23 

NT2RP3004190 42.52 

NT2RP3004191 202.98 

NT2RP3(X)4202 35.82 

NT2RP3004205 43.69 

NT2RP3004206 35.46 

NT2RP3004207 14.22 

NT2RP3004209 24.68 

NT2RP3004215 38.32 

NT2RP3004219 80.8 

NT2RP3004242 125.53 

NT2RP3004246 70.46 

NT2RP3004253 33.65 

NT2RP3004258 91.75 

NT2RP3004262 23.52 

NT2RP3004275 29.98 

NT2RP3004282 730.96 

NT2RP3004289 49.81 

NT2RP3004294 108.56 

NT2RP3004298 935.9 

NT2RP3004309 87.44 

NT2RP3004321 27.53 

NT2RP3004322 37.8 

NT2RP3004332 2087.99 



303.58 


293.82 


1.2 


1.16 


27.09 


27.66 


1 


1 


79.05 


60.14 


1.2 


0.91 


90.36 


96.87 


0.94 


1.01 


70.46 


80.31 


1.11 


1.27 


123.32 


94.25 


0.97 


0.74 


117.53 


102.4 


1.32 


1.15 


32.91 


32.79 


1 


1 


97.89 


110.43 


1.4 


1.58 


137.91 


59.34 


1.1 


0.47 


77.81 


103.81 


0.81 


1.08 


90.6 


68.84 


2.21 


1.68 


109.24 


81.21 


1.41 


1.05 


196.1 


155.28 


0.93 


0.74 


47.29 


49.64 


1.18 


1.24 


195.65 


190.86 


1.2 


1.17 


62.19 


67.55 


1.28 


1.39 


179.44 


183.5 


1.27 


1.3 


57.6 


59.81 


1.44 


1.49 


59.13 


62.66 


1.03 


1.09 


102.14 


108.91 


0.92 


0.98 


26.25 


31.93 


1 


1 


40.2 


36.75 


1.01 


1 


42.47 


67.99 


0.63 


1 


64.94 


60.59 


1.14 


1.07 


32.11 


37.49 


1 


I 


34.07 


37.25 


1 


1 


96.78 


76.48 


1.45 


1.14 


62.74 


67.06 


1.36 


1.45 


45.07 


50.82 


1.06 


1.2 


249.47 


202.1 


1.23 


1 


33.56 


31.45 


1 


1 


72.12 


54.29 


1.65 


1.24 


49.76 


45.93 


1.24 


1.15 


25.46 


28.68 


1 


1 


41.96 


45.58 


1.05 


1.14 


48.72 


44.16 


1.22 


1.1 


112.37 


96.89 


1.39 


1.2 


171.57 


162.67 


1.37 


1.3 


100.3 


94.37 


1.42 


1.34 


54.54 


49.59 


136 


1.24 


179.55 


148.48 


1.96 


1.62 


29.25 


32.8 


1 


1 


36.48 


32.64 


1 


1 


592.26 


569.66 


0.81 


0.78 


56.26 


53.86 


1.13 


1.08 


146.82 


109.06 


1.35 


1 


825.21 


946.53 


0.88 


L01 


147.81 


128 


1.69 


1.46 


38.48 


42.68 


1 


1.07 


46.62 


38.83 


1.17 


1 


1664.03 1652.84 0.8 0.79 
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EP 1 130 094 A2 



NT2RP3004334 


49.38 


35.5 


37.15 


0.81 


0.81 


NT2RP3004336 


87.29 


96.15 


72.21 


1.1 


0.83 


NT2RP3004338 


237.24 


202.64 


90.27 


0.85 


0.38 


NT2RP3004341 


44.72 


50,29 


46 


1.12 


1.03 


NT2RP3004345 


76.87 


96.92 


95.62 


1.26 


1.24 


NT2RP3004348 


112.27 


146.02 


129.87 


1.3 


1.16 


NT2RP3004349 


102.45 


114.73 


111.08 


1.12 


1.08 


NT2RP3004355 


37.02 


42.08 


41.04 


1.05 


1.03 


NT2RP3004356 


140.31 


152.19 


165.73 


1.08 


1.18 


NT2RP3004360 


36.38 


30.03 


25.16 


1 


1 


NT2RP3004361 


53.41 


63.16 


34.51 


1.18 


0.75 


NT2RP3004374 


49.44 


86.1 


62 1.74 1.25 


NT2RP3004378 


91.68 


128.91 


81.31 


1.41 


0.89 


NT2RP3004399 


36.97 


46.6 


44.13 


1.17 


1.1 


NT2RP3004405 


38.9 


49.75 


45 1.24 1.13 


NT2RP3004406 


39.42 


49.03 


45.23 


1.23 


1.13 


NT2RP3004411 


35.17 


39.08 


32.96 


1 


1 


NT2RP30O4424 


29.21 


29.74 


24.33 


1 


1 


NT2RP3004428 


34.11 


36.54 


46.38 


1 


1.16 


NT2RP3004432 


36.94 


41.96 


34.59 


1.05 


1 


NT2RP3004434 


60.07 


78.53 


71.15 


1.31 


1.18 


NT2RP3004446 


31.37 


39.4 


49.98 


1 1.25 


NT2RP300445 1 


31.02 


39.25 


35.59 


1 


1 


NT2RP3004454 


25.89 


34.31 


21.28 


1 


1 


NT2RP3004466 


1 14.95 


89.15 


/0.2 


0.78 


0.61 


NT2RP30O4470 


144.42 


183.37 


12U.21 


1.27 


0.83 


NT2RP3004472 


19.68 


23.77 


ZJLU1 


1 


1 


NT2RP3004475 


23.31 


17.7 




1 


1 


NT2RP3004480 


66.73 


68.77 




1.03 


0.88 


NT2RP3004481 


35.98 


47.95 


40.79 


1.2 


1.02 


NT2RP3004490 


32.03 


26.24 


49.69 


1 


1.24 


NT2RP3004496 


177.5 


89.61 


219.13 


0.5 


1.23 


NT2RP3004498 


202.13 


243.53 


170.4 


1.2 


0.84 


NT2RP3004503 


122.49 


122.68 


103.11 


1 


0.84 


NT2RP3004504 


65.35 


91.18 


74.69 


1.4 


1.14 


NT2RP3004505 


136.86 


160.35 


101.46 


1.17 


0.74 


NT2RP3004507 


25.93 


27.52 


24.4 


1 


1 


NT2RP3004519 


51.38 


54.44 


67.23 


1.06 


1.31 


NT2RP3004524 


205.07 


241.42 


169.63 


1.18 


0.83 


NT2RP3004527 


25.6 


24.92 


21.93 


1 


1 


NT2RP3004534 


89.99 


96.47 


70:64 


1.07 


0.78 


NT2RP3004539 


92.66 


108.27 


79.87 


1.17 


0.86 


NT2RP3004541 


88.72 


110.55 


87.51 


1.25 


0.99 


NT2RP3004544 


58.56 


60.41 


57.63 


1.03 


0.98 


NT2RP3004551 


65.91 


83.35 


66.69 


1.26 


1.01 


NT2RP3004552 


30.3 


31.56 


45.37 


1 


1.13 


NT2RP3004557 


64.5 


47.43 


68.3 


0.74 


1.06 


NT2RP3004561 


25.53 


23.26 


25.36 


1 


1 


NT2RP3004566 


125.24 


173.89 


117.93 


1.39 


0.94 


NT2RP3004569 


49.16 


49.44 


60.25 


1.01 


1.23 


NT2RP3004572 


55.58 


43.31 


32.83 


0.78 


0.72 


NT2RP3004578 


25.37 


26.01 


25.04 


1 


1 



415 



EP 1 130 094 A2 



NT2RP3004584 359.99 
NT2RP3004588 56.8 
NT2RP3004594 53.96 
NT2RP3O04603 655.79 
NT2RP3004622 51.3 
NT2RP3004617 19.42 
NT2RP3004618 24.28 
NT2RP3004625 76.43 
NT2RP3004635 19.08 
NT2RP3004640 1378.97 
NT2RP3004642 182.41 
NT2RP3004647 63.45 
NT2RP3004652 91.53 
NT2RP3004669 39.42 
NT2RP3004670 160.62 
NT2RP4O0OO08 222.26 
NT2RP4000018 56.28 
NT2RP4000023 42.37 
NT2RP4000025 80.81 
NT2RP4000035 69.03 
NT2RP4000041 79.1 
NT2RP4000049 147.86 
NT2RP4000050 24.77 
NT2RP4000051 75.66 
NT2RP4000063 72.62 
NT2RP4000065 45.24 
NT2RP4000070 31.26 
NT2RP4000074 12.33 
NT2RP4000078 75.86 
NT2RP4000080 80.88 
NT2RP4000099 1053.21 
NT2RP4000102 27.86 
NT2RP4OO0103 21.35 
NT2RP4000108 58.21 
NT2RP4000109 69.1 
NT2RP4000111 23.75 
NT2RP4000132 114.98 
NT2RP4000115 51.75 
NT2RP4000129 35.57 
NT2RP4000137 63.85 
NT2RP4000138 66.49 
NT2RP4000141 28.94 
NT2RP4000147 26 
NT2RP4000150 88.3 
NT2RP4000151 52.29 
NT2RP4000157 778.86 
NT2RP4000159 40.74 
NT2RP4000163 52.33 
NT2RP4000167 27.03 
NT2RP4000171 29.03 
NT2RP4000175 479.51 
NT2RP4000180 785.14 



342.69 335.17 0.95 0.93 
34.86 42.32 0.7 0.75 



53.37 


68.69 


0.99 


1.27 


684.48 


717.45 


1.04 


1.09 


60.62 


72.09 


1.18 


1.41 


21.74 


17.97 


1 


1 


27.09 


31.21 


1 


1 


84.31 


85.4 


1.1 


1.12 


22.45 


20.58 


1 


1 


1514.12 1303.71 1.1 0.95 


303.56 


310.29 


1.66 


1.7 


83.43 


77.11 


1.31 


1.22 


104.68 


89.16 


1.14 


0.97 


38.2 


35.67 


1 


1 


115.64 


117.02 


0.72 


0.73 


228.43 


224.99 


1.03 


1.01 


93.57 


95.69 


1.66 


1.7 


48.37 


49.02 


1.14 


1.16 


126.58 


101.15 


1.57 


1.25 


82.1 


81.16 


1.19 


1.18 


90.13 


80.28 


1.14 


1.01 


192.41 


168.8 


1.3 


1.14 


31.25 


36.38 


1 


1 


116.42 


82.53 


1.54 


1.09 


100.22 


100.15 


1.38 


1.38 


54.51 


49.9 


1.2 


1.1 


54.15 


46.48 


1.35 


1.16 


16.23 


20.29 


1 


1 


110.9 


80.3 


1.46 


1.06 


93.02 


78.58 


1.15 


0.97 


1038.5 916.55 0.99 0.87 


29.09 


25.75 


1 


1 


29.48 


30.97 


1 


1 



88.52 86.37 1.52 1.48 

131.83 82.99 1.91 1.2 
22.87 28.88 1 1 
134.89 105.27 1.17 0.92 

65.58 71.79 1.27 1.39 

40.59 48.71 1.01 1.22 
72.79 62.88 1.14 0.98 
121.56 116.38 1.83 1.75 
41.68 52.28 1.04 1.31 

38 38.92 1 1 

120.98 84.52 1.37 0.96 

63.78 54.84 1.22 1.05 
1091.73 934.87 1.4 1.2 

42.67 33,34 1.05 0.98 

101.29 76.1 1.94 1.45 

44.14 34.24 1.1 1 

45.34 48.5 1.13 1.21 
694.03 732.28 1.45 1.53 

618.3 535.68 0.79 0.68 
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NT2RP4000185 


272.26 


311.17 


267.89 


1.14 


0.98 


NT2RP4000192 


31.33 


34.17 


36.03 


1 


I 


NT2RP4000194 


37.09 


47.26 


43.63 


1.18 


1.09 


NT2RP4000196 


173.52 


187.35 


178.79 


1.08 


1.03 


NT2RP4000210 


133.92 


204.79 


148.13 


1.53 


1.11 


NT2RP4000212 


102.04 


156.41 


124.9 


1.53 


1.22 


NT2RP4000214 


87.17 


120.74 


99.23 


1.39 


1.14 


NT2RP4000216 


35.45 


34.37 


27.6 


1 


1 


NT2RP4000218 


73.32 


77.76 


81.62 


1.06 


1.11 


NT2RP4000223 


4315.51 


3901.66 


i 2653.96 0,9 0.61 


NT2RP400O243 


283.83 


295.67 


254 


1.04 


ft KQ 

V.07 


NT2RP4000246 


63.13 


77.18 


65.82 


1.22 


1 ClA 


NT2RP4000250 


260.85 


369.26 


332.3 


1.42 


i.Z / 


NT2RP4000256 


76.14 


96.38 


74.36 


1.27 


U.yo 


NT2RP4000257 


304.33 


327.37 


220.04 


1.08 


U. IJL 


NT2RP4000259 


32.33 


31.01 


27.68 


1 


1 


NT2RP4000261 


33.11 


40.88 


36.45 


1.02 


i 
1 


NT2RP4000262 


70.14 


119.93 


84.26 


1.71 


1.2 


NT2RP4000263 


28.95 


33.54 


30.35 


1 


1 


NT2RP4000280 


95.85 


95.01 


76.73 


0.99 


[\ Q 
0.0 


NT2RP4000286 


42 


33.11 


33.2 0 


.95 C 


I.V5 


NT2RP4000290 


29.66 


23.46 


26.81 


1 


1 


NT2RP4000291 


463.19 


507.14 


484.02 


1.09 


1.04 


NT2RP400O301 


257.66 


256.04 


228.34 


0.99 


0.89 


NT2RP4000312 


461.34 


582.8 


330.17 


1.26 


0.72 


NT2RP4000321 


102.55 


127.18 


82.83 


1.24 


0.81 


NT2RP4000323 


30.01 


38.34 


29.69 


1 


1 


NT2RP4000324 


133.54 


155.56 


140.5 


1.16 


1.05 


NT2RP4000334 


1073.82 


1283.99 936.35 1.2 


0.87 


NT2RP4000343 


27.46 


16.41 


40.57 


1 


1.01 


NT2RP4000348 


'50.74 


45.93 


63.21 


0.91 


1.25 


NT2RP4000349 


5.83 


4.49 


8.42 


1 


1 


NT2RP4000355 


139.86 


160.15 


128.91 


1.15 


0.92 


NT2RP4000356 


198.87 


233.54 


126.23 


1.17 


0.63 


NT2RP4000360 


37.61 


36.07 


38.44 


1 


1 


NT2RP4000367 


12.78 


12.06 


13.14 


1 


1 


NT2RP4O0037O 


48.9 


49.45 


45.56 


1.01 


0.93 


NT2RP4000373 


33.89 


24.14 


29.92 


1 


1 


NT2RP4000376 


41.47 


43.67 


42.83 


1.05 


1.03 


NT2RP4000381 


56.09 


61.01 


67.82 


1.09 


1.21 


NT2RP4000388 


3438.4 


5353.31 


3404.96 1.56 0.99 


NT2RP4000390 


2074.82 


2579.24 1845.43 1.24 0.89 


NT2RP4000393 


81.2 


47.88 


61.2 i 


0.59 


0.75 


NT2RP4000398 


127.57 


120.61 


95.2 


0.95 


0.75 


NT2RP4000406 


102.29 


126.61 


132.07 


1.24 


1.29 


NT2RP4000407 


62.3 


104.36 


70.03 


1.68 


1.12 


NT2RP4000413 


15.84 


16.77 


26.24 


1 


1 


NT2RP4000415 


185.4 


198.86 


176.36 


1.07 


0.95 


NT2RP4000417 


110.32 


122.95 


109.48 


1.11 


0.99 


NT2RP4000423 


103.64 


1 18.47 


113.8 


1.14 


1.1 


NT2RP4000424 


72.65 


76.73 


72.62 


1.06 


1 


NT2RP4000447 


924.91 


841.74 


991.27 


0.91 


1.07 



417 
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IN I Zivr 4wU44o 




1A 7 


4.5. J / 


1 1 


AA 

.09 


IN 1 ^Kr4<JUl>+4V 


291.7.) 


non n 

289.2 


289.47 


A AA 

0.99 


A AA 

0.99 


MTO'DD/I AAA/1 <7 


An on 
4/. 5/ 


"3A 1 


io on 


A OA 

0.84 


A O A 

0.84 


KIT"") T> TJ v( AAA <l C C 

IN 1 2KP4UU045 5 


19.64 


nn O A 

23.84 


n A £t 

24.61 


1 


1 


IN I 2Kr4(J(X)456 


1 f\ A C 1 

104.61 


148.67 


142.24 


1.42 


1.36 


NT2RP4000457 


35.66 


40.6 


38.53 


1.02 


1 


NT2RP4000461 


52. 1 


63.3 


42.8 1 


.21 C 


L82 


NT2RP4000462 


113.25 


177.92 


150.14 


1.57 


1.33 


NT2RP4000463 


734.32 


789.76 


803.95 


1.08 


1.09 


NT2RP4000471 


33,5 


37.42 


58.74 


1 1 


.47 


NT2RP4000472 


12.15 


15.6 


18.38 


1 


1 


NT2RP4000476 


121.76 


130.74 


160.3 


1.07 


1.32 


N r r2RP4000480 


66.33 


74.9 


77.03 


1.13 


1.16 


NT2RP4000481 


106.26 


128.49 


120.91 


1.21 


1.14 


NT2RP4000483 


87.45 


114.02 


116.44 


1.3 


1.33 


NT2RP4000487 


20.29 


22.04 


19.75 


1 


1 


NT2RP4000496 


43.59 


47.74 


44.56 


1.1 


1.02 


NT2RP4000497 


1 17.63 


194.85 


197.38 


L66 


1.68 


NT2RP4000498 


116.96 


129.49 


162.43 


1.11 


139 


NT2RP4000500 


19.89 


30.49 


27.29 


1 


1 


NT2RP4000507 


80.77 


132.84 


67.15 


1.64 


0.83 


NT2RP4000515 


559.2 


489.79 


440.24 


0.88 


0.79 


NT2RP4000516 


160.4 


200.17 


169.4 


1.25 


1.06 


NT2RP4000517 


44.31 


66.96 


58.88 


1.51 


1.33 


NT2RP4000518 


33.71 


55.87 


41.71 


1.4 


1.04 


NT2RP4O00519 


14.72 


16.89 


18.66 


1 


1 


NT2RP4000524 


7.68 


10.47 


12.02 


1 


1 


NT2RP4000528 


19.94 


15.33 


17.45 


1 


1 


NT2RP4000537 


282.75 


572.44 


398.79 


2.02 


1.41 


NT2RP4000541 


31.87 


58.32 


29.64 


1.46 


1 


NT2RP4000543 


77.54 


95.32 


104.85 


1.23 


1.35 


NT2RP4000545 


103.35 


115.15 


95.54 


1.11 


0.92 


NT2RP4000546 


46.19 


61.68 


58.47 


1.34 


1.27 


NT2RP4000549 


304.19 


447.85 


414.46 


1.47 


1.36 


NT2RP4000556 


48.61 


81.77 


75.72 


1.68 


1.56 


NT2RP4000557 


17.38 


22.38 


15.84 


1 


1 


NT2RP4000558 


45.51 


57.79 


56.51 


1.27 


1.24 


NT2RP4000560 


611.52 


667.32 


483.99 


1.09 


0.79 


NT2RP4000568 


43.55 


46.84 


31.83 


1.08 


0.92 


NT2RP4000583 


86.28 


134.26 


106.31 


1.56 


1.23 


NT2RP4000585 


23.23 


30.42 


25.59 


1 


1 


NT2RP4000588 


46.67 


59.72 


62.28 


1.28 


1.33 


NT2RP4000590 


127.26 


166.02 


159.16 


1.3 


1.25 


NT2RP4000599 


18.13 


16.03 


13.63 


1 


1 


NT2RP4000603 


130.22 


81.45 


133.41 


0.63 


1.02 


NT2RP4000607 


78.04 


70.81 


94.27 


0.91 


1.21 


NT2RP4000614 


92.47 


158.2 


95.17 


1.71 


1.03 


NT2RP4000634 


69.96 


81.94 


62.49 


1.17 


0.89 


NT2RP4000638 


58.67 


72.69 


49.02 


1.24 


0.84 


NT2RP4000648 


33.2 


36.36 


39.64 


1 


1 


NT2RP4000657 


93.66 


95.51 


85.48 


1.02 


0.91 


NT2RP4000691 


23.7 


19.45 


22.58 


1 


1 
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EP 1 130 094 A2 



NT2RP4000697 38.41 42.61 47.16 1.07 1.18 

NT2RP4000704 810.46 704.82 575.86 0.87 0.71 

NT2RP4000710 367.63 454.8 327.84 1.24 0.89 

NT2RP4000713 92.63 68.41 70.43 0.74 0.76 

NT2RP4000724 106.96 105.21 96.63 0.98 0.9 

NT2RP4000725 20.25 25.12 19.41 1 1 

NT2RP4000728 287.33 290.65 341.19 1.01 1.19 

NT2RP4000737 10.12 11.16 13.56 1 1 

NT2RP4000739 42.61 65.06 46.86 1.53 1.1 

NT2RP4000749 31.27 63.8 41.75 1.6 1.04 

NT2RP4000769 68.31 66.92 69.17 0.98 1.01 

NT2RP4000774 23.97 38.26 29.18 1 1 

NT2RP400078I 24.94 29.69 31.17 1 1 

NT2RP4000783 51.2 57.57 59.46 1.12 1.16 

NT2RP4000787 17 27.58 2L48 1 1 

NT2RP4000788 125.97 134.65 116.73 1.07 0.93 

NT2RP4000792 55.44 58.72 56.48 1.06 1.02 

NT2RP4000809 336.03 732.64 359.46 2.18 1.07 

NT2RP400O817 47.51 58.73 43.28 1.24 0.91 

NT2RP4000821 300.32 443.02 292.28 1.48 0.97 

NT2RP4000822 55.39 88.08 64.38 1.59 1.16 

NT2RP4000823 5437.89 5971.64 4790.62 1.1 0.88 

NT2RP4000831 851 1057.83 730.11 1.24 0.86 

NT2RP4000833 134.75 216.69 113.96 1.61 0.85 

NT2RP4000837 46.6 72.94 46.94 1.57 1.01 

NT2RP40O0839 2006.74 2613.14 1762.14 1.3 0.88 

NT2RP4000846 65.04 80.53 56.91 1.24 0.88 

NT2RP4000848 145.99 161.97 115.53 1.11 0.79 

NT2RP4000855 39.34 46.96 37.55 1.17 1 

NT2RP4000863 44.81 42.62 40.65 0.95 0.91 

NT2RP4O00865 146.47 174.98 130.7 1.19 0.89 

NT2RP4000873 774.7 1139.99 671.45 1.47 0.87 

NT2RP4000874 75.53 71.8 70.85 0.95 0.94 

NT2RP4000875 89.5 101.82 80.06 1.14 0.89 

NT2RP4000878 222.32 278.88 214.52 1.25 0.96 

NT2RP4000879 28.33 45.55 28.84 1.14 1 

NT2RP4000880 100.18 125.5 89.68 1.25 0.9 

NT2RP4000894 30.55 39.26 35.49 1 1 

NT2RP4000899 3146.74 3606.62 2797.64 1.15 0.89 

NT2RP4000902 109.71 150.03 110.84 1.37 1.01 

NT2RP4000906 16.93 22.99 27.12 1 1 

NT2RP4000907 99.06 138.21 92.83 1.4 0.94 

NT2RP4000915 20.37 19.75 22.59 1 1 

NT2RP4000916 56.93 6873 49.07 1.21 0.86 

NT2RP4000918 3435.53 4116.28 2966.55 1.2 0.86 

NT2RP4O00925 33.51 43.87 63.22 1.1 1.58 
NT2RP4000927 3.9 8 7.28 1 1 
NT2RP4000928 62.99 74.46 63.24 1.18 1 
NT2RP4000929 26.21 31.88 33.03 1 1 
NT2RP4000946 68.51 73.12 65.53 1.07 0.96 
NT2RP4O00947 7.37 8.2 12.9 1 1 
NT2RP4000949 23.12 21.49 20.39 1 1 
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NT2RP40O0955 


26 96 


41.36 


34.45 


i .\jj 


i 
i 




1 1 / .JO 


165.4 


117.82 


1.41 


i 


NT7P P4flOft067 


jy.z" 


61.03 


38.49 


1 .J j 


i 


MT7 P P4nnno7^ 




148.39 


110.47 


i.04 


1 70 
l.ZZ 




7^ 77 


81.85 


70.35 


1 17 


U.VO 




0Z. 1 


63.6 58.87 


1 <Y) i 
I AW 1 


\J.yj 


NIT 7 R PAflfkfiGQ^ 


ZJ.OO 


36.99 


33.5 


1 


1 


IN 1 Zi\±^UUUV o 0 




49.16 


42.08 


1 OT 


1 A-C 


NTT7 P D C Q 
IN 1 ZKJr^UUUvoo 


4 1.0 J 


62.95 


58.42 


1.51 


1 A 

1.4 


MT7P P/innnooo 

JN 1 Zlvr4UUUyoV 


71 /II 


40.11 


38.15 


i 

l 


J 


IN I ZKr4UUUyyU 


U. /z 


19.25 


19.83 


1 


1 


IN 1 zKJr4UUUyy4 


CI 1 1 


63.22 


47.5 


1.21 


0.91 


IN i zKJ^4UUUVyo 


OA f <1 

zUl.DJ 


260.2 


229.02 


1.29 


1.14 


mtodtmaaaaa*? 
IN 1 zKr4UUU9y / 


346.37 


367.39 


323.32 


1.06 


0.93 


APT"! DD I AA 7 AA1 


lie <"> C 

65.25 


166.28 


144.6 


2.55 


2.22 


NlzRP4001004 


17.32 


29.37 


27.23 


1 


1 


IN 1 ZRF400100O 


37.45 


58.38 


54.94 


1.46 


1.37 


NT2RP4001009 


55.45 


74.56 


67.53 


1.34 


1.22 


NT2RP4001010 


30.61 


53.35 


38.41 


1.33 


1 


NT2RP4001013 


268.97 


369.38 


269.18 


1.37 


1 


NT2RP4001029 


73.73 


97.74 


73.03 


1.33 


0.99 


NT2PJP4001036 


45.19 


84.59 


56.53 


1.87 


1.25 


NT2RP4001041 


75.04 


123.46 


61.45 


1.65 


0.82 


NT2RP4001042 


38.75 


95.82 


83.74 


2.4 


2.09 


NT2RP4001046 


57.64 


93.13 


95.53 


1.62 


1.66 


NT2RP4001050 


26.37 


40.47 


43.52 


1.01 


1.09 


NT2RP4001051 


61.42 


89.43 


62.79 


1.46 


1.02 


NT2RP4001057 


32.34 


36.04 


37.94 


1 


1 


NT2RP4001063 


26.25 


38.27 


24.85 


1 


1 


NT2RP4001064 


112.85 


167.16 


116.14 


1.48 


1.03 


NT2RP4001067 


48.35 


77.59 


57.99 


1.6 


1.2 


NT2RP4001078 


23.84 


37.66 


31.93 


1 


1 


NT2RP4001079 


54.19 


92.79 


92.06 


1.71 


1.7 


NT2RP4001080 


27.34 


41.41 


40.95 


1.04 


1.02 


NT2RP4001086 


25.45 


36.17 


33.23 


1 


1 


NT2RP4001095 


110 


130.16 


98.11 


1.18 


0.89 


XTT~0 fl Tr>Af\f\ 1 AAO 

NT2RP4001098 
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67.38 
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1.51 


1.1 


NT2RP4001100 
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1.4 


0.96 


N12RP4001105 
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35.25 


1.36 


1 


XTTIDn/fAAl 1 1 A 

fNl2RF40UlllO 


23.12 


25.65 


26.96 


1 


1 


iNlZKr4UUi 113 


1U3.49 


125.37 


11 15.49 


1.21 


1.12 


NlzKr4UUJ 11/ 


1UUJ/ 


139.05 


141.24 


1.39 


1.41 


Tv7TOOD/1 AA1 1 OO 

JN 1 ZKr 4UU 1 1 ZZ 


41. /0 


58.12 


'14.9 


1.39 


1.08 


iNlzKr4UUl 123 


46.49 


38.53 


51.12 


0.86 


1.1 


MT7P PJ.O0 1 1 7 A 
IN I ZJvr 4UU 1 1 ZO 


1 1 1 

J 1 j.jy 


125.74 


96.58 


l.ll 


A OC 


NT2RP4001127 


30.82 


37.12 


29.07 


1 


1 


NT2RP4001138 


19.54 


32.63 


17.23 


1 


1 


NT2RP4001143 


65.42 


96.6 


62.56 


1.48 


0.96 


NT2RP4001148 


24.25 


33.71 


26.53 


1 


1 


NT2RP4001149 


46.45 


59.14 


55.45 


1.27 


1.19 


NT2RP4001150 


17.46 


20.84 


16.58 


1 


1 


NT2RP4001159 


69.49 


138.7 


83.52 


2 


1.2 
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NT2RP4001162 49.9 
NT2RP400I170 15.29 
NT2RP4001174 109.03 
NT2RP4001175 136.22 
NT2RP4001176 1350.58 
NT2RP4001184 225.16 
NT2RP4001198 190.18 
NT2RP4001199 124.51 
NT2RP4001206 126.71 
NT2RP4001207 44.09 
NT2RP4001210 41.63 
NT2RP4001213 49.13 
NT2RP4001214 40.72 
NT2RP4001219 77.06 
NT2RP4001228 152.65 
NT2RP4001235 71.1 
NT2RP4001256 38.96 
NT2RP4001257 43.79 
NT2RP4001260 44.37 
NT2RP4001261 109.74 
NT2RP4001274 174.28 
NT2RP4001276 75.37 
NT2RP4001283 2449.52 
NT2RP4001299 217.09 
NT2RP4001313 15.11 
NT2RP4O01315 37.75 
NT2RP4001320 261.53 
NT2RP4001325 4020.92 
NT2RP4001336 183.17 
NT2RP4001339 17.85 
NT2RP4001343 940.26 
NT2RP4001344 688.94 
NT2RP4001345 41.74 
NT2RP4001351 185.72 
NT2RP4001353 9.68 
NT2RP4001355 18.68 
NT2RP4001367 40.52 
NT2RP4001372 17.43 
NT2RP4001373 118.63 
NT2RP4001375 26.91 
NT2RP4001379 47.86 
NT2RP4001381 122.88 
NT2RP4001386 98.02 
NT2RP4001389 53.66 
NT2RP4001396 22.26 
NT2RP4001407 17.41 
NT2RP4001409 153.69 
NT2RP4001410 245.64 
NT2RP4001414 74.05 
NT2RP4001424 52.44 
NT2RP4001433 37.84 
NT2RP4001438 174.35 



71.52 52.02 1.43 1.04 

26.52 19.13 1 1 

139.36 107.01 1.28 0.98 

158.82 98.36 1.17 0.72 
1507.62 936.35 1.12 0.69 

301.74 216.76 1.34 0.96 

241.01 162.97 1.27 0.86 

180.43 89.79 1.45 0.72 

162.16 109.3 1.28 0.86 

44.29 32.85 1 0.91 

5734 38.09 1.38 0.96 

52.04 44.67 1.06 0.91 
43.92 31.78 1.08 0.98 
102.93 93.5 1.34 1.21 
191.14 158.88 1.25 1.04 

125.09 70.42 1.76 0.99 

49.68 32.47 1.24 1 

38.05 35.02 0.91 0.91 
40.62 39.19 0.92 0.9 
125.19 97.42 1.14 0.89 

218 149.42 1.25 0.86 

100.86 92.31 1.34 1.22 
3070.04 2133.89 1.25 0.87 

268.47 225.62 1.24 1.04 

20.98 23.95 1 1 

47.79 31.64 1.19 1 

361.67 309.05 1.38 1.18 
4268.24 4022.07 1.06 1 

202.3 163.1 1.1 0.89 

34.33 28.05 1 1 
1345.48 930.02 1.43 0.99 
857.91 532.27 1.25 0.77 
48.57 35.66 1.16 . 0.96 

182.8 153.03 0.98 0.82 

14.88 21.08 1 1 

28.42 26.43 1 1 

59.34 51.4 1.46 1.27 
26.27 22.03 1 1 
113.01 134,22 0.95 1.13 
23.36 28.7 1 1 
54.08 42.23 1.13 0.88 
173.12 114.91 1.41 0.94 
158.52 109.53 1.62 1.12 

92.57 79.09 1.73 1.47 

30.58 27.78 1 1 
29.36 20.87 1 1 
174.14 234.02 1.13 1.52 
323.8 262.66 L32 1.07 
84.98 62.2 1.15 0.84 
70.38 58.47 1.34 1.11 
97.44 73.46 2.44 1.84 
282.89 255.46 L.62 1.47 
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NT2RP4001442 27.03 

NT2RP4001447 20.24 

NT2RP4001466 44.13 

NT2RP4001467 193.06 

NT2RP4001472 94.33 

NT2RP4001474 29.74 

NT2RP4001483 19.59 

NT2RP4001488 158.69 

NT2RP4001492 39.9 

NT2RP4001498 61.89 

NT2RP4001502 286.72 

NT2RP4001503 84.47 

NT2RP4001507 79.23 

NT2RP4001510 42.37 

NT2RP4001516 24.03 

NT2RP4001520 1023.72 

NT2RP4001523 98.86 

NT2RP4001524 53.11 

NT2RP4001529 79.15 

NT2RP4001531 103.9 

NT2RP4001546 3506.65 

NT2RP4001547 124.6 

NT2RP4001551 15.2 

NT2RP4001555 28.11 

NT2RP4001567 35.99 

NT2RP4001568 123.92 

NT2RP4001569 147.33 

NT2RP4001571 53.11 

NT2RP4001574 74.62 

NT2RP4001575 30.2 

NT2RP4001578 336.45 

NT2RP4001592 72.42 

NT2RP4001593 109.17 

NT2RP4001605 28.22 

NT2RP4001606 57.12 

NT2RP4001607 38.96 

NT2RP4001610 20.34 

NT2RP4001614 35.87 

NT2RP4001623 30.16 

NT2RP4001626 102.72 

NT2RP4001634 20.93 

NT2RP4001638 43.2 

NT2RP4001644 90.89 

NT2RP4003646 74.34 

NT2RP4001656 26.99 

NT2RP4001666 27.25 

NT2RP4001670 25.82 

NT2RP4001677 199.37 

NT2RP4001679 284.9 

NT2RP4001695 60.24 

NT2RP4001696 50.27 

NT2RP4001699 115.88 



Al QA 
4z.y4 


Al 
J^.4/ 


l.U/ 


1 
i 


3S IS 


ZJ.OO 


1 

1 


1 


&A 

04.01 




1 A£ 
1.40 


1.x 


9*7/1 f\Q 

Z/4.U0 




1.42 


1 AC 

1.05 


lo4,Ul 




1.42 


1 AO 

1.U2 


42.59 


3o.54 


1.06 


1 


26.66 


OA OjI 

30.24 


1 


1 


241.94 


222.48 


1.56 


1.4 


56.53 


44.59 


1.41 


1.11 


85.68 


61.94 


138 


1 


459.78 


352.7 


1.6 


1.23 


131.1 


92.37 


1.55 


1.09 


93.24 


71.69 


1.18 


0.9 


61.59 


42.79 


L45 


1.01 


40.09 


37.03 


1 


I 


1060.53 3038.31 1.04 l.C 


141.39 


105.89 


1.43 


1.07 


82.9 


89.37 


1.56 


1.68 


88.49 


79.76 


1.12 


1.01 


127.19 


97.8 


1.22 


0.94 



4354.44 2937.38 1.24 0.84 



236.33 1S>4.94 1.9 1.56 

20 21.58 1 1 
34.17 31.06 1 1 

57,74 51.94 1.44 1.3 
191.69 129.56 1.55 1.05 
159.03 172.95 1.08 1.17 

49.65 47.15 0.93 0.89 

118.32 95.53 1.59 1.28 

46.35 49.83 1.16 1.25 
444.06 354.09 1.32 1.05 

110.61 85.77 1.53 1.18 
167.02 148.89 1.53 1.36 
33.39 3?. 79 1 1 
57.27 4S.49 1 0.85 

41.95 37.14 1.05 1 
26.24 19.62 1 1 
39.23 40.43 1 1.01 
33.74 31.5 1 1 

107.35 83.38 1.05 0.81 
26.6 22.88 1 1 

39.83 27.98 0.93 0.93 

139.21 128.77 1.53 1.42 

105.54 92.13 1.42 1.24 
27.37 30.84 1 1 
22.39 21.49 1 1 
30.17 27.62 1 1 
254.01 216.26 1.27 1.08 
404.21 255.88 1.42 0.9 

57.95 93.09 0.96 1.55 

69.63 41.59 1.39 0.83 

176.36 99.68 1.52 0.86 



422 



EP 1 130 094 A2 



NT2RP4O01717 42.62 53.66 39.68 1.26 0.94 

NT2RP4001719 36.5 50.2 30.94 1.26 1 

NT2RP4001725 18.61 25.02 18.94 1 I 

NT2RP4O01726 66.49 89.94 73.84 1.35 1.11 

NT2RP4001730 70.16 63.61 47.29 0.91 0.67 

NT2RP4O01739 42.06 51.3 49.42 1.22 1.17 

NT2RP4001741 180.84 250.66 135.6 1.39 0.75 

NT2RP4001753 72.78 104.66 52.65 1.44 0.72 

NT2RP4001760 51 52.44 44.59 1.03 0.87 

NT2RP4001787 4461.9 5125.17 3639.25 1.15 0.82 

NT2RP4001790 46.27 54.59 40.79 1.18 0.88 

NT2RP4001795 154.14 189.71 153.64 1.23 1 

NT2RP4O018O3 50.74 51.85 46.05 1.02 0.91 

NT2RP4001805 32.65 36.8 29.6 1 1 

NT2RP4001809 191.23 213.41 137.81 1.12 0.72 

NT2RP4001817 112.92 162.95 120.23 1.44 1.06 

NT2RP4001822 65.32 70.78 65.97 1.08 1.01 

NT2RP4001823 21.06 22.44 21.32 1 1 
NT2RP4001827 102.8 112 95.96 1.09 0.93 

NT2RP4001828 431.57 583.31 473.45 1.35 1.1 

NT2RP4001836 146.86 202.66 148.56 1.38 1.01 

NT2RP4O01838 29.91 43.1 37.71 1.08 1 

NT2RP4O01841 1549.1 1954.07 1139.77 1.26 0.74 

NT2RP4001849 33.35 29.78 25.37 1 1 

NT2RP4001861 736.02 720.46 638.48 0.98 0.87 

NT2RP4001877 93.22 103.29 93.49 1.11 1 

NT2RP4001879 49.34 70.19 54.7 1.42 1.11 

NT2RP4001889 103.01 187.69 165.9 1.82 1.61 

NT2RP4001893 27.15 40.29 34.35 1.01 1 

NT2RP4001896 37.41 97.88 61.56 2.45 1.54 

NT2RP4001898 183.3 215.58 185.12 1.18 1.01 

NT2RP4001901 60.98 80.96 58.59 1.33 0.96 

NT2RP4001910 408.91 559.44 327.12 1.37 0.8 

NT2RP4001925 59.81 72.23 51.93 1.21 0.87 

NT2RP4001926 46.24 66.65 60.62 1.44 1.31 

NT2RP4001927 42.17 51.54 45.85 1.22 1.09 
NT2RP4001931 54.82 81.7 62.6 1.49 1.14 

NT2RP4001933 181.43 229.76 269.85 1.27 1.49 

NT2RP4001938 89.48 111.84 97.72 1.25 1.09 
NT2RP4001942 157.21 178.4 136.22 1.13 1.18 

NT2RP4001945 23.76 21.74 26.27 1 1 
NT2RP4001946 34.33 46.5 40.43 1.16 1.01 

NT2RP4001947 18.29 28.67 26.12 1 1 

NT2RP4001950 23.81 28.29 30.45 1 1 

NT2RP4001953 76.32 134.32 95.15 1.76 1.25 

NT2RP4001966 14.53 24.06 18.92 1 1 

NT2RP4001970 32.46 66.99 45.62 1.67 1.14 

NT2RP4001975 93.45 117.02 108.65 1.25 1.16 
NT2RP4001988 103.89 188.4 157.9 1.81 1.52 

NT2RP4001996 47.79 87.05 63.23 1.82 1.43 

NT2RP4002014 48.78 113.53 89.64 2.33 1.84 

NT2RP4002018 50.95 67.62 72.16 1.33 1.42 



423 



EP 1 130 094 A2 



NT2RP4002035 38.64 

NT2RP4002043 50.55 

NT2RP4002O46 113.68 

NT2RP4002047 96.67 

NT2RP4002052 47.17 

NT2RP4002056 350.57 

NT2RP4002057 61.49 

NT2RP4002058 25.72 

NT2RP40O2064 19.42 

NT2RP4002071 44.49 

NT2RP4002075 28.6 

NT2RP4002078 92.71 

NT2RP4002081 236.65 

NT2RP4002083 17.72 

NT2RP4002099 18.6 

NT2RP4002106 54.il 

NT2RP4002111 101.96 

NT2RP4002112 74.68 

NT2RP4002116 379.37 

NT2RP4002122 61.29 

NT2RP4002126 66.06 

NT2RP4002133 124.26 

NT2RP4002136 59.72 

NT2RP4002139 196.25 

NT2RP4002174 47.12 

NT2RP4002185 60.33 

NT2RP4002186 122.78 

NT2RP4002187 105.68 

NT2RP4002188 70.98 

NT2RP4002199 31.14 

NT2RP4002206 39.97 

NT2RP4002210 26.97 

NT2RP4002222 38.72 

NT2RP4002241 81.81 

NT2RP4002248 85.52 

NT2RP4002250 6.36 

NT2RP4002259 29.41 

NT2RP4002268 159.71 

NT2RP4002288 181.37 

NT2RP4002290 56.9 

NT2RP4002298 53.47 

NT2RP4002306 53.35 

NT2RP4002308 42.24 

NT2RP4002336 68.71 

NT2RP4002340 19.09 

NT2RP4002361 40.9 

NT2RP4002367 29.1 

NT2RP4002368 94.98 

NT2RP4002377 289.2 

NT2RP4002408 30.29 

NT2RP4002425 43.47 

NT2RP4002432 1549.33 



83.62 57.12 2.09 1.43 
74.39 61.28 1.47 1.21 
146.69 103.17 1.29 0.91 
132.21 84.39 1.37 0.87 
63.23 54,34 1.34 1.15 
455.24 380.17 1.3 1.08 
117.62 116.72 1.91 1.9 

47.72 52.24 1.19 1.31 
33.93 26.12 1 1 
82.96 52.47 1.86 1.18 

36.73 33.16 1 1 
143.87 108.63 1.55 1.17 
249.16 249.24 1.05 L05 
23.02 27.12 1 1 
29.18 27.89 1 1 
107.08 119 1.98 2.2 

200.72 148.95 1.97 1,46 

68.41 53.51 0.92 0.72 
384.55 382.82 1.01 1.01 
75.89 55.81 1.24 0.91 
115.78 77.24 1.75 1.17 

188.7 156.52 1.52 1.26 

83.01 65.67 1.39 1.1 
298.89 317.57 1.52 1.62 
56.4 4937 1.2 1.05 
83.37 80.31 1.38 1.33 
157.98 101.33 1.29 0.83 
137.58 144.38 1.3 1.37 
106.05 83.05 1.49 1.17 

47.63 46.66 1.19 1.17 
38.91 31.55 1 1 

23.02 24.96 1 1 
58.99 42.3 1.47 1.06 

88.06 74.33 1.08 0.91 
108.46 83.74 1.27 0.98 
20.54 11.35 1 1 
42.66 31.34 1.07 1 
202.23 161.92 1.27 1.01 
257.54 204.61 1.42 1.13 

76.7 71.74 1.35 1.26 

84.08 46.67 1.57 0.87 
84.82 74.88 1.59 1.4 

41.6 33.19 0.98 0.95 

90.07 67.38 1.31 0.98 
13.39 14.64 1 1 
56.53 37.12 1.38 0.98 
25.75 23.97 1 1 
113.04 103.33 1.19 1.09 

315.73 317.74 1.09 1.1 

33.42 32.09 1 1 

72.09 45.88 1.66 1.06 
2074.3 1253.27 1.34 0.81 
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EP1 130 094 A2 



NT2RP4002447 


99.1 


100.15 


81.33 


1.01 


0.82 


NT2RP4002451 


55.07 


53.75 


50.58 


0.98 


0.92 


NT2RP4002461 


283.54 


296.78 


229.24 


1.05 


0.81 


NT2RP4002486 


52.21 


62.8 


51.82 


1.2 0.99 


NT2RP4002517 


86.77 


89.86 


85.96 


1.04 


0.99 


NT2RP4002556 


56.11 


73.77 


77.16 


1.31 


1.38 


NT2RP4002569 


96.58 


96.6 


81.78 


1 0 


.85 


NT2RP4002587 


59.69 


46.93 


47.79 


0.79 


0.8 


NT2RP4002591 


59.54 


66.69 


6L58 


1.12 


1.03 


NT2RP4002607 


65.45 


67.05 


57.12 


1.02 


0.87 


NT2RP4002627 


1154.46 


1435.6 


1039.2 


1.24 


0.9 


NT2RP4002628 


89.25 


115.91 


86.23 


1.3 


0.97 


NT2RP4002630 


139.5 


192.58 


143.27 


1.38 


1.03 


NT2RP4002639 


949.82 


913.58 


777.44 


0.96 


0.82 


NT2RP4002641 


57.68 


78.81 


58.54 


1.37 


1.01 


NT2RP4002658 


690.44 


903.21 


768.32 


1.31 


1.11 


NT2RP4002669 


55.37 


58.95 


55.54 


1.06 


1 


NT2RP4002677 


65.98 


122.24 


115.69 


1.85 


1.75 


NT2RP4002715 


160.17 


197.94 


157.66 


1.24 


0.98 


NT2RP4002750 


25.5 


31.12 


32 


1 


I 


NT2RP4002784 


79.32 


110.67 


79.11 


1.4 


1 


NT2RP4002791 


31.48 


81.22 


60.98 


2.03 


1.52 


NT2RP4002811 


30.15 


37.16 


31.27 


1 


1 


NT2RP4002830 


78.6 


93.65 


83.44 


1.19 


1.06 . 


NT2RP4002832 


26.95 


34.45 


33.04 


1 


1 


NT2RP4002850 


105.03 


134.98 


121.72 


1.29 


1.16 


NT2RP4002874 


14.39 


16.4 


17.69 


1 


1 


NT2RP4002884 


248.98 


397.43 


368.37 


1.6 


1.48 


NT2RP4002888 


22.67 


39.71 


35.05 


1 


1 


NT2RP4002891 


78.58 


105.26 


101.71 


1.34 


1.29 


NT2RP4002894 


157.28 


186.39 


182.82 


1.19 


1.16 


NT2RP4002896 


62.43 


72.07 


6L47 


1.15 


0.98 


NT2RP4002905 


35.39 


37.85 


36.81 


1 


1 


NT2RP4002907 


60.03 


78.35 


74.11 


1.31 


1.23 


NT2RP5003459 


2814.97 


3301.39 3101.17 1.17 1.1 


NT2RP5003461 


46.24 


61.77 


44.54 


1.34 


0.96 


NT2RP5003471 


2383.97 


4003.5 


! 2319.1 


1.68 


0.97 


NT2RP5003477 


14.46 


21.09 


22.54 


1 


1 


NT2RP5003487 


4297.02 


5054.14 3381.8 1.18 0.79 


NT2RP5003492 


31.05 


42.59 


32.16 


1.06 


1 


NT2RP5003500 


28.6 


32.69 


26.16 


1 


1 


NT2RP5003506 


73.76 


122.61 


102.08 


1.66 


1.38 


NT2RP5003512 


15.54 


30.94 


28.8 


1 


1 


NT2RP5003522 


18.03 


33.33 


26.71 


1 


1 


NT2RP5003524 


17.34 


31.72 


29.03 


1 


1 


NT2RP5003527 


349.06 


483.98 


393.69 


1.39 


1.13 


NT2Rf 5003531 


75.41 


76.61 


66.44 


1.02 


0,88 


NT2RP5003534 


52.83 


100.86 


54.98 


1.91 


1.04 


NT2RP6000020 


254.97 


316.92 


257.92 


1.24 


1.01 


NT2RP6000022 


28.24 


42.02 


41.88 


1.05 


1.05 


NT2RP60O0O50 


21.19 


34.01 


39.08 


1 


1 


NT2RP6000063 


24.89 


31.66 


29.69 


1 


1 
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EP1 130 094 A2 



NT2RP6000074 27.19 
NT2RP6000083 68.33 
NT2RP6000100 52.92 
NT2RP6000123 34.42 
NT2RP6000129 40.69 
NT2RP6000147 87.35 
NT2RP6000163 28.6 
NT2RP6000181 69.12 
NT2RP6000182 42.14 
OVARC1000001 49.41 
OVARC1000003 102.25 
OVARC 1000004 2892.48 
OVARC1000006 42.54 
OVARC1000013 63.38 
OVARC1000014 42.8 
OVARC1000017 36.69 
OVARC1000026 320.47 
OVARC1000035 113.44 
OVARC1000037 134.37 
OVARC1000058 73.52 
OVARC1000060 64.66 
OVARC 1000068 38.02 
OVARC1000069 40.42 
OVARC1000071 32.24 
OVARC1000075 2412.82 
OVARC1000083 117.97 
OVARC 1000085 792.51 
OVARC1000086 69.36 
OVARC1000087 24.26 
OVARC1000090 123.62 
OVARC1000091 41.32 
OVARC1000092 59.92 
OVARC1000105 193.62 
OVARC1000106 207.32 
OVARC1000109 95.88 
OVARC1000113 119.41 
OVARC1000114 92.45 
OVARC1000133 40.28 
OVARC1000137 68.99 
OVARC1000139 1597.07 
OVARC1000145 18.41 
OVARC1000148 80.77 
OVARC1000151 38.7 
OVARC1000157 126.85 
OVARC1000162 31.19 
OVARC1000168 60.64 
OVARC 1000169 593.72 
OVARC1000178 39.59 
OVARC1000182 20.83 
OVARC1000186 49.43 
OVARC1000188 29.19 
OVARC1000191 26.54 



40.18 36.98 1 1 
91.18 64.08 1.33 0.94 
50.18 45.21 0.95 0.85 
63.3 47.29 1.58 1.18 
50.73 39.14 i.25 0.98 
87.01 84.55 1 0.97 
34.59 32.31 1 1 
113.55 90.59 1.64 1.31 
68.54 51.62 1.63 1.22 
91.19 69.76 1.85 1.41 
87.38 70.78 0.85 0.69 
2673.1 1762.66 0.92 0.61 
69.38 47.66 1.63 1.12 
78.08 67.4 1.23 1.06 
52.28 43.62 1.22 1.02 
47.86 48.03 1.2 1.2 
405.43 316.62 1.27 0.99 
134.95 108.81 1.19 0.96 
144.83 164.84 1.08 1.23 

87.2 80.14 1.19 1.09 
84.81 57.28 1.31 0.89 

38.3 43.24 1 1.08 

57.23 49.59 1.42 1.23 
33.2 29.25 1 1 
3591.21 2207.17 1.49 0.91 
119.13 69.75 1.01 0.59 
498.22 687.24 0.63 0.87 

75.22 72.13 1,08 1.04 
30.25 33.69 1 1 
113.17 136.64 0.92 1.11 

40.24 43.17 0.97 1.04 

45.23 66.35 0.75 1.11 
211.28 213.54 1.09 1.1 
203.69 194.81 0.98 0.94 
83.7 80.21 0.87 0.84 
112.39 127.87 0.94 1.07 
81.84 102.21 0.89 1.11 

48 69.51 1.19 1.73 
58.7 79.44 0.85 1.15 
1399.58 1239.81 0.88 0.78 
25.65 25.84 1 1 
84.79 78.69 1.05 0.97 
34.81 30.58 1 1 
138.69 121.57 1.09 0.96 
30.47 41.58 1 1.04 
84.53 66.09 1.39 1.09 
714.83 894.21 1.2 1.51 
38.33 28.67 1 1 
2L3 22.61 1 1 
45.22 42.58 0.91 0.86 
26.83 21.31 1 1 
29.18 21.28 1 1 
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EP 1 130 094 A2 



OVARC1000198 62.71 
OVARC1000208 272.18 
OVARC1000209 141.71 
OVARC1000212 47.05 
OVARC1000216 17.93 
OV ARC 1000240 103.46 
OVARC1000241 47.76 
OVARC1000249 34.16 
OVARC1000254 1580.54 
OVARC1000255 26.25 
OVARC1000267 158.61 
OVARC1000275 27.34 
OVARC1000287 62.95 
OVARC 1000288 64.73 
OVARC 1000298 79.52 
OVARC1000302 30.55 
OVARC1000304 37.61 
OVARC1000307 36.06 
OVARC 1000309 29.18 
OVARC1000312 31.23 
OVARC1000313 102.54 
OVARC1000321 152.01 
OVARC1000326 27.03 
OVARC1000327 29.37 
OVARC1000331 47.64 
OVARC1000335 27.77 
OVARC1000347 48.79 
OVARC1000348 17.11 
OVARC1000363 42.47 
OVARC1000377 29.55 
OVARC1000382 31.12 
OVARC1 000384 37.91 
OVARC1000401 27.05 
OVARC1000406 1432.12 
OVARC1000407 55.42 
OVARC1G00408 521.33 
OVARC 10004 10 57.23 
OVARC1000411 36.21 
OVARC1000414 102.21 
OVARC L000420 49.94 
OVARC1000421 47.02 
OVARC1000427 3330.49 
OVARC1000431 163.82 
OVARC1000437 52.04 
OVARC 1000439 113.64 
OVARC1000440 71.11 
OVARC1000442 119.54 
OVARC1000443 65.66 
OVARC1000461 29.17 
OVARC1000465 34.43 
OVARC1000466 46.92 
OVARC1000467 38.38 



85.36 53.69 1.36 0.94 
324.49 263.93 1.19 0.97 
150.62 119.37 1.06 0.84 

49.04 39.68 1.04 0.85 
18.99 19.61 1 1 
101.08 71.71 0.98 0.69 

37.11 42.61 0.84 0.89 
38.99 36.88 1 1 
2172.35 1417.43 1.37 0.9 
24.08 22.57 1 1 
196.13 154.6 1.24 0.97 
25.99 28.89 1 1 

64.26 84.75 1.02 1.35 
68.75 45.65 1.06 0.71 

94.53 100.14 1.19 1.26 
38.34 29.12 1 1 

40.63 42.47 1.02 1.06 
33.36 41.11 1 1.03 
27.03 22.21 1 1 
38.59 29.77 1 1 
157.6 184.77 1.54 1.8 
148.5 138.68 0.98 0.91 
34.02 23.17 1 1 
30.83 26.7 1 1 
62.99 51.7 1.32 1.09 
28.39 32.55 1 1 

55.07 37.14 1.13 0.82 

23.34 19.96 1 1 

45.27 38.6 1.07 0.94 
27.57 31.2 1 1 

37.4 34.78 1 1 
42.89 31.82 1.07 1 
26.01 18.81 1 1 
1992.66 2667.11 1.39 1.86 
62.17 49.83 1.12 0.9 
474.3 454.23 0.91 0.87 

48.05 63.58 0.84 1.11 

41.64 :4.64 1.04 1 
105.16 89.37 1.03 0.87 

53.08 44.19 1.06 0.88 

45.9 44.27 0.98 0.94 . 
3323.93 2479.35 1 0.74 
212.48 204.37 1.3 1.25 
48.36 47.4 0.93 0.91 
76.62 106.88 0.67 0.94 

74.54 56.39 1.05 0.79 
121.73 109.35 1.02 0.91 

52.35 38.24 0.8 0.61 
37.12 25 1 1 
34.38 43.55 1 1.09 
37.83 43.09 0.85 0.92 
36.82 38.22 1 1 



427 



EP1 130 094 A2 



UV AKCIUUU4 /U 


A A 

62.44 


11 .It 


68.31 


1.25 


1.09 


OVARC1000473 
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PLACE1003455 


36.33 


33.93 


32.61 


1 


1 


PLACE 1003456 


108.71 


98.84 


1.05.2 


0.91 


0.97 


PLACE1003460 


102.86 


100.68 


102.3 


0.98 


0.99 


PLACE1003478 


21.22 


36.98 


21.27 


1 


1 


PLACE1003484 


350.57 


284.4 


235.73 


0.81 


0.67 


PLACE1003493 


206.05 


248.77 


248.38 


1.21 


1.21 


PLACE1003503 


782.31 


770.43 


847.28 


0.98 


1.08 


PLACE1003505 


183.24 


231.77 


199.38 


1.26 


1.09 


PLACE1003516 


45.11 


53.26 


56.23 


1.18 


1.25 


PLACE1003519 


314.62 


383.46 


434.26 


1.22 


1.38 


PLACE 1003520 


262.65 


580.45 


525.45 


2.21 


2 


PLACE1003521 


49.86 


76.87 


55.98 


i.54 


1.12 


PLACE1003525 


125.96 


134.81 


112.91 


1.07 


0.9 


PLACE1003528 


1564.65 


1648.77 1526.57 1.05 0.98 


PLACE1003529 


41.65 


28.28 


28.22 


0.96 


0.96 


PLACE1003537 


58.26 


41.57 


70.53 


0.71 


1.21 


PLACE1003549 


71.19 


60.94 


46.62 


0.86 


0.65 


PLACE1003553 


33.32 


33.26 


30.39 


1 


1 


PLACE10O3566 


129.04 


183.13 


165.12 


1.42 


1.28 


PLACE1003568 


25.89 


43.04 


31.17 


1.08 


1 


PLACE1003573 


50.28 


42.88 


45.95 


0.85 


0.91 


PLACE! 003575 


122.7 


135.29 


90.48 


1.1 


0.74 


PLACE1003583 


35.13 


38.24 


32.11 


1 


1 


PLACE1003584 


68.08 


74.06 


61.63 


1.09 


0.91 


PLACE1003592 


130.19 


171.31 


138.87 


1.32 


1.07 


PLACE1003593 


31.68 


37.2 


39.66 


1 


1 


PLACE 1003594 


71.43 


93.99 


104.68 


1.32 


1.47 


PLACE1003596 


150.3 


154.27 


135.36 


1.03 


0.9 


PLACE 1003598 


100.52 


98.24 


96.34 


0.98 


0.96 


PLACE1003602 


52.87 


50.33 


60.7 


0.95 


1.15 


PLACE1003605 


467.51 


490.79 


396.84 


1.05 


0.85 


PLACE1003611 


89.33 


110.21 


81.69 


1.23 


0.91 


PLACE1003618 


28.29 


31.43 


27.78 


1 


1 


PLACE1003625 


31.69 


39.67 


45.94 


1 


1.15 


PLACE 1003626 


283.72 


224.78 


209.61 


0.79 


0.74 


PLACE1003630 


54.08 


63.75 


40.92 


1.18 


0.76 


PLACE 1003635 


39.71 


34.86 


29.62 


1 


1 


PLACE 1003638 


65.67 


77.09 


51.77 


1.17 


0.79 


PLACE1003644 


148.25 


167.05 


116.51 


1.13 


0.79 


PLACE1003654 


29.17 


27.24 


37.13 


1 


1 


PLACE 1003656 


45.98 


64.88 


74.77 


1.41 


1.63 


PLACE1003660 


69.53 


86.73 


71.97 


1.25 


1.04 


PLACE1003669 


32.51 


45.27 


35.34 


1.13 


1 


PLACE 1003670 


155.29 


157.75 


143.9 


1.02 


0.93 


PLACE1003671 


29.58 


31.07 


29.68 


1 


1 


PLACE 1003697 


32.77 


42.06 


124.21 


1.05 


3.11 


PLACE1003704 


46.2 


53.43 


49.07 


1.16 


1.06 
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PLACE1003709 21.1 

PLACE1003711 57.95 

PLACE1003723 64.95 

PLACE1003724 126.19 

PLACE1003737 33.88 

PLACE10O3738 56.01 

PLACE 1003742 59.61 

PLACE1003744 87.46 

PLACE1003758 26.25 

PLACE1003760 198.63 

PLACE1003762 48.59 

PLACE 1003765 72.13 

PLACE 1003768 52.93 

PLACE1003771 156.89 

PLACE1003772 1326.11 

PLACE1003783 40.78 

PLACE 1003784 35.32 

PLACE1003788 16.15 

PLACE 1003795 69.33 

PLACE 1003827 74.21 

PLACE 1003833 40.41 

PLACE1003839 564.98 

PLACE1003845 107.06 

PLACE 1003850 63.8 

PLACE1003852 24.02 

PLACE1003858 29.1 

PLACE1003861 112.21 

PLACE 1003864 40.19 

PLACE1003870 266.48 

PLACE 1003885 25.52 

PLACE1003886 81.35 

PLACE 1003888 39.04 

PLACE1003892 206.13 

PLACE1003900 57.88 

PLACE 1003902 40.78 

PLACE1003903 28.5 

PLACE1003915 40.52 

PLACE 10039 18 52.38 

PLACE1003923 53.3 

PLACE1003932 49.92 

PLACE1003936 29.36 

PLACE1003966 46.44 

PLACE 1003968 62.13 

PLACE1004018 65.03 

PLACE1004020 100.08 

PLACE 1004028 14.25 

PLACE 1004034 37.37 

PLACE 1004042 347.79 

PLACE1004078 43.15 

PLACE1004103 74.8 

PLACE1004104 204.1 

PLACE1004113 51.84 



22.79 22.2 1 1 
44.93 49.55 0.78 0.86 
63.87 54.85 0.98 0.84 
128.74 117.29 1.02 0.93 
40.76 32.52 1.02 1 
62.95 50.36 1.12 0.9 

66.3 57.81 1.11 0.97 
98.48 85.09 1.13 0.97 
23.92 30.05 1 1 
264.05 284.47 1.33 1.43 

59.1 41.22 1.22 0.85 
74.99 56.69 1.04 0.79 
50.85 38.01 0.96 0.76 
168.16 133.56 1.07 0.85 
1338.01 1235.63 1.01 0.93 

42.6 38.87 1.04 0.98 
31.33 31.62 1 1 

15.6 13.57 1 1 
75.16 71.21 1.08 1.03 
106.07 131.59 1.43 1.77 

38.8 30.6 0.99 0.99 

498.2 452.27 0.88 0.8 
114.29 87.76 1.07 0.82 
58.95 53.45 0.92 0.84 

15.1 18.58 1 1 
40.09 42.99 1 1.07 

124.5 120.75 1.11 1.08 
41.75 36.75 1.04 1 
329.04 207.77 1.23 0.78 
42.25 33.9 1.06 1 
79.28 74.9 0.97 0.92 



47.84 


30.42 


1.2 


1 


289.84 


210.39 


1.41 


1.02 


76.01 


53.39 


1.31 


0.92 


41.51 


43.92 


1.02 


1.08 


35.54 


27.43 


1 


1 


47.1 


35.74 


1.16 


0.99 


76.45 


47.24 


1.46 


0.9 


58.03 


49.05 


1.09 


0.92 


74.44 


58.48 


1.49 


1.17 


.44.28 


34.72 


1.11 


1 


61.08 


55.25 


1.32 


1.19 


67.95 


76.19 


1.09 


1.23 


72.67 


69.12 


1,12 


1.06 


107.43 


83.05 


1.07 


0.83 


14.56 


14.5 


1 


1 


40.65 


43.69 


1.02 


1.09 


322.05 


361.95 


0.93 


1.04 


47.81 


51.52 


1.11 


1.19 


77.55 


95.57 


1.04 


1.28 


203.04 


177.57 


0.99 


0.87 


54.36 


57.12 


1.05 


1.1 
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PLACE1004114 


73.67 


91.18 


74.31 


1.24 


1.01 


PLACE1004118 


28.97 


31.53 


31.34 


1 


1 


PLACE1004128 


64.64 


48.58 


71.02 


0.75 


1.1 


PLACE1004130 


63.87 


69.03 


63.79 


1.08 


1 


PLACE1004149 


177.55 


168.78 


207.8 


0.95 


1.17 


PLACE1004156 


114.58 


150.12 


132.43 


1.31 


1.16 


PLACE1004160 


244.43 


317.97 


314.18 


1.3 


1.29 


PLACE1004161 


21.36 


26.5 


25.84 


1 


1 


PLACE1004166 


46.55 


64.11 


41.06 


1.38 


0.88 


PLACE1004168 


43.73 


52.05 


49.77 


1.19 


1.14 


PLACE 1004 170 


43.27 


46.37 


37.07 


1.07 


0.92 


PLACE10O4178 


33.77 


30.19 


46.55 


1 


1.16 


PLACE1004183 


51.1 


50.95 


56.22 


1 


1.1 


PLACE1004197 


31.08 


38.77 


28.52 


1 


1 


PLACE 1004 199 


111.09 


132.66 


120.97 


1.19 


1.09 


PLACE1004203 


18.22 


21.91 


21.51 


1 


1 


PLACE1004242 


163.08 


167.98 


126.69 


1.03 


0.78 


PLACE1004249 


435.63 


372.66 


433.16 


0.86 


0.99 


PLACE1004255 


32.74 


27.54 


29.86 


1 


1 


PLACE1004256 


108 


91.63 


125.22 


0.85 


1.16 


PLACE 1004257 


53.87 


62.72 


62.43 


1.16 


1.16 


PLACE1004258 


34.99 


40.17 


32.95 


1 


1 


PLACE1004270 


44.65 


40.89 


34.69 


0.92 


0.9 


PLACE1004272 


27.85 


29.4 


37.92 


1 


1 


PLACE 1004273 


2399.9 


2465.86 


i 2118.46 1.03 0.8? 


PLACE1004274 


92.87 


93.1 


85.05 


1 0.92 


PLACE 1004277 


91.27 


98.55 


65.14 


1.08 


0.71 


PLACE 1004279 


59.07 


54.01 


41.5 


0.91 


0.7 


PLACE1004282 


61.13 


67.16 


45.79 


1.1 


0.75 


PLACE1004284 


43.87 


53.56 


64.09 


1.22 


1.46 


PLACE 1004289 


94.78 


95.37 


83.09 


1 


0.88 


PLACE 1004299 


58.09 


235 


267.04 


4.05 


4.6 


PLACE 1004302 


35.49 


35.83 


21.22 


1 


1 


PLACE 1004305 


35.37 


24.85 


23.42 


1 


1 


PLACE 10043 16 


44.19 


41.05 


43.26 


0.93 


0.98 


PLACE 1004322 


21.55 


19.73 


14.91 


1 


1 


PLACE1004325 


48.04 


49 


55.01 


1.02 


1.15 


PLACE1004332 


69.17 


53.73 


54.6 


0.78 


0.79 


PLACE1004336 


120.69 


133.2 


92.79 


1.1 


0.77 


PLACE 1004346 


24.94 


22.62 


24.96 


1 


1 


PLACE 1004358 


60.72 


45.68 


58.37 


0.75 


0.96 


PLACE 1004376 


199.94 


252.27 


215.24 


1.26 


1.08 


PLACE 1004384 


60.23 


55.46 


45.37 


0.92 


0.75 


PLACE1004385 


16.39 


12.29 


13.4 


1 


1 


PLACE 1004388 


31.51 


33.43 


37.36 


1 


1 


PLACE 1004405 


26.54 


39.85 


27.89 


1 


1 


PLACE1004407 


166.24 


172.82 


: 137.19 


1.04 


0.83 


PLACE1004424 


26.57 


21.02 


21.24 


1 


1 


PLACE10O4425 


60.07 


75.63 


53.78 


1.26 


0.9 


PLACE 1004427 


65.17 


71.34 


56.67 


1.09 


0.87 


PLACE1004428 


57.76 


61.38 


49.93 


1.06 


0.86 


PLACE1004433 


117.69 


111.26 


i 87.78 


0.95 


0.75 
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PLACE1004435 
PLACE1004437 
PLACE 1004441 
PLACE 1004446 
PLACE 1004450 
PLACE1004451 
PLACE 1004456 
PLACE10O4458 
PLACE 1004460 
PLACE1004467 
PLACE1004471 
PLACE1004473 
PLACE 1004475 
PLACE 1004482 
PLACE1004491 
PLACE10O4492 
PLACE10O4506 
PLACE1004507 
PLACE1004510 
PLACE1004516 
PLACE1004518 
PLACE 10045 19 
PLACE 1004520 
PLACE1004530 
PLACE1004545 
PLACE1004547 
PLACE 1004548 
PLACE1004550 
PLACE10O4551 
PLACE1004559 
PLACE1004562 
PLACE 1004564 
PLACE 1004604 
PLACE1004611 
PLACE1004629 
PLACE 1004630 
PLACE1004637 
PLACE10O4645 
PLACE1004646 
PLACE 1004648 
PLACE10O4655 
PLACE 1004658 
PLACE1004664 
PLACE 1004672 
PLACE1004674 
PLACE 1004681 
PLACE1004686 
PLACE 1004690 
PLACE 100469 1 
PLACE1004693 
PLACE1004701 
PLACE1004705 



40.0/ 


40.49 


£.A 

64.22 


1 


1.38 


90.OJ 


OO C 1 

88.51 


9735 


0.97 


1.07 


OAO OA 

202. 84 


222.16 


156.5 


1.1 


0.77 


o i on 

2L83 


23.05 


23.83 


1 


1 


28.93 


29.69 


29.16 


1 


1 


a n on 

43.89 


47.63 


37.97 


1.09 


0.91 


93.62 


99.48 


112.04 


1.06 


1.2 


172.89 


222.87 


311.93 


1.29 


1.8 


17.84 


22.83 


21.38 


1 


1 


105.43 


114.12 


107.7 


1.08 


1.02 


151.27 


148.35 


121.95 


0.98 


0.81 


32.88 


24.89 


24.19 


1 


1 


311.31 


286.34 


295.05 


0.92 


0.95 


58.85 


50.7 


45.07 


0.86 


0.77 


50.15 


31.42 


45.64 


0.8 


0.91 


574.64 


611.87 


545 


1.06 


0.95 


55.23 


43.9 


63.47 


0.79 


1.15 


36.91 


51.87 


51.67 


1.3 


1.29 


46.45 


58.12 


43.51 


1.25 


0.94 


35.91 


31.26 


35.07 


1 


1 


40.44 


46.56 


32.76 


1.15 


0.99 


29.69 


34.96 


23.94 


1 


1 


39.35 


54.81 


32.81 


1.37 


1 


81.51 


148.47 


119.38 


1.82 


1.46 


26.79 


37.64 


25.2 


1 


I 


76.6 


72.83 


116.41 


0.95 


1.52 


71.71 


95.33 


72.11 


1.33 


1.01 


45.22 


45.8 


43.85 


1.01 


0.97 


32.29 


37.21 


26.81 


1 


1 


44.74 


33.16 


37.64 


0.89 


0.89 


28.12 


38.37 


24.76 


1 


1 


37.79 


44.05 


36.38 


1.1 


1 


69.46 


43.79 


70.41 


0.63 


1.01 


81.59 


120.14 


93.91 


1.47 


1.15 


53.91 


94.48 


58.88 


1.75 


1.09 


24.94 


28.66 


24.06 


1 


1 


82.97 


92.18 


76.13 


1.11 


0.92 


705.25 


678.73 


617.05 


0.96 


0.87 


36.08 


34.75 


34.74 


1 


1 


29.15 


23.9 


22.52 


1 


1 


782.3 


922.68 


842.27 


1.18 


1.08 


68.23 


66.04 


70.48 


0.97 


1.03 


29.86 


25.07 


23.6 


1 


1 


117.85 


116.26 


135.22 


0.99 


1.15 


135.11 


150.95 


123.26 


1.12 


0.91 


76.94 


79.8 


70.45 


1.04 


0.92 


164.64 


180.61 


159.85 


1.1 


0.97 


138.95 


137.9 


160.53 


0.99 


1.16 


47.58 


44.73 


44.23 


0.94 


0.93 


44.67 


55.19 


52.33 


1.24 


1.17 


51.89 


124.32 


146.8 


2.4 


2.83 


24.89 


32.52 


25.9 


1 


1 
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PLACE1004708 


207.22 


227.65 


205.56 


1.1 


0.99 


PLACE1004716 


158.09 


131.22 


159.6 


0.83 


1.01 


PLACE1004722 


39.69 


47.66 


34.38 


1.19 


1 


PLACE1004736 


103.31 


78.43 


109.86 


0.76 


1.06 


PLACE1004737 


37.33 


40.44 


27.74 


1.01 


1 


PLACE1004740 


70.48 


106.24 


121.63 


1.51 


1.73 


PLACE1004743 


35.03 


27.05 


25.32 


1 


1 


PLACE1004751 


54.43 


69.55 


64.09 


1.28 


1.18 


PLACE1004757 


177.06 


181.12 


169.77 


1.02 


0.96 


PLACE1004761 


34 


31.06 : 


35.86 


1 


1 


PLACE1004773 


30.98 


28.52 


30.42 


1 


1 


PLACE 1004775 


14.4 


16.78 


10.02 


1 


1 


PLACE1004777 


26.78 


34.18 


24.46 


1 


1 


PLACE1004793 


30.43 


36.04 


28.51 


1 


1 


PLACE1004796 


-46.08 


51.98 


46.13 


1.13 


1 


PLACE 1004804 


2L4 


25.53 


29.44 


1 


1 


PLACE1004813 


108.55 


112.81 


78.88 


1.04 


0.73 


PLACE1004814 


217.28 


198.39 


234.28 


0.91 


1.08 


PLACE 10048 15 


41/79 


44.51 


36.77 


1.07 


0.96 


PLACE1004816 


25.64 


24.95 


18.01 


1 


1 


PLACE1004824 


94.12 


86.16 


80.67 


0.92 


0.86 


PLACE1004827 


42.22 


37.37 


43.88 


0.95 


1.04 


PLACE1004836 


53.01 


50.84 


41.19 


0.96 


0.78 


PLACE1004838 


25.58 


24.86 


26.19 


1 


1 


PLACE1004840 


32.92 


31.37 


23.93 


1 


1 


PLACE1004842 


37.6 


33.39 


23.96 


1 . 


1 


PLACE1004850 


27.87 


30.65 


23.65 


1 


1 


PLACE1(X>4868 


31.05 


27.28 


32.01 


1 


1 


PLACE1004885 


41.35 


54.34 


36.85 


1.31 


0.97 


PLACE 1004886 


26.38 


36.64 


32.21 


1 


1 


PLACE1004887 


265.33 


679.13 


511.75 


2.56 


1.93 


PLACE1004896 


35.15 


55.19 


48.06 


1.38 


1.2 


PLACE1004900 


110.48 


137.06 


104.42 


1.24 


0.95 


PLACE1004902 


56.18 


63.04 


62.72 


1.12 


1.12 


PLACE1004904 


35.56 


41.39 


44.64 


1.03 


1.12 


PLACE1004911 


101.01 


83.57 


101.41 


0.83 


1 


PLACE 10049 13 


33.78 


28.38 


26.83 


1 


1 


PLACE1004918 


28.12 


30.06 


20.87 


1 . 


I 


PLACE1004930 


44.21 


39.5 


43.9 


0.9 0.99 


PLACE 1004934 


30.02 


33.97 


36.31 


1 


I 


PLACE 1004937 


41.99 


43.62 


36.19 


1.04 


0.95 


PLACE1004949 


387.69 


536J9 


490.03 


1.38 


1.26 


PLACE 1004969 


30.07 


28.59 


21.77 


1 


1 


PLACE1004970 


17.22 


12.03 


17.88 


1 


1 


PLACE1004972 


37.41 


41.08 


40.74 


1.03 


1.02 


PLACE 1004974 


22.2 


26.49 


24.87 


1 


1 


PLACE1004975 


25.19 


26.69 


21.49 


1 


1 


PLACE10O4979 


99.07 


105.39 


101.37 


1.06 


1.02 


PLACE10O4982 


87.22 


92.31 


86.84 


1.06 


1 


PLACE1 004985 


29.21 


28.18 


25.76 


1 


1 


PLACE1005003 


75.58 


71.91 


54.65 


0.95 


0.72 


PLACE1005004 


23.89 


17.83 


12.04 


1 


1 
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PLACE1005005 82.75 

PLACE 10050 J 1 778.5 

PLACE1005026 28.8 

PLACEI005027 49.51 

PLACE 1005031 62.85 

PLACE1005036 143.79 

PLACE1005041 49.86 

PLACE1005046 84.21 

PLACE1005047 22.51 

PLACE1005052 90.85 

PLACE1005055 50.92 

PLACE1005066 75.14 

PLACE1005077 30.3 

PLACE1005085 83.67 

PLACE1005086 101.48 

PLACE 1005088 357.2 

PLACE1005089 37.14 

PLACE1005101 42.93 

PLACE1005102 56.52 

PLACE 1005 108 72.54 

PLACE1005110 13.81 

PLACE1005111 20.64 

PLACE1005123 123.7 

PLACE1005124 43.31 

PLACE1005128 132.8 

PLACE 1005 130 38.65 

PLACE1005141 130.79 

PLACE 1005146 25.44 

PLACE1005152 54.53 

PLACE1005157 30.2 

PLACE 1005 162 62.82 

PLACE 1005 170 49.13 

PLACE1005176 17.88 

PLACE1005181 15.51 

PLACE1005184 89.71 

PLACE 1005 186 68.29 

PLACE1005187 43.18 

PLACE1005189 93.46 

PLACE1005193 27.01 

PLACE1005200 90.96 

PLACE1005206 35.25 

PLACE1005216 72.34 

PLACE1005223 56.97 

PLACE 1005225 30.95 

PLACE1005232 93.45 

PLACE 1005239 27.92 

PLACE1005243 46.36 

PLACE1005250 63.7 

PLACE1005261 39.94 

PLACE1005266 50.13 

PLACE1005271 105.46 

PLACE 1005277 23.12 



84.73 71.73 1.02 0.87 

847.92 631.14 1.09 0.81 

40.65 36.67 1.02 1 

56.36 53.55 1.14 1.08 

74.25 45.61 1.18 0.73 

167.62 129.45 1.17 0.9 

45.09 51.96 0.9 1.04 

112.84 82.55 1.34 0.98 

27.41 16.71 1 1 

113.45 114.68 1.25 L26 

76.6 52.3 1.5 1.03 
83.4 85.5 1.11 1.15 

30.8 20.94 1 1 
127.5 74.04 1.52 0.88 
119.52 34.13 1.18 0.83 

403.63 377.94 1.13 1.06 

48.9 29.41 1.22 1 
53.29 78.3 1.24 1.82 

82.2 74.5 1.45 1.32 

88.83 80.32 1.22 1.11 

14.71 11.43 1 1 

21.67 18.57 1 1 

108.42 108.63 0.88 0.88 

45.57 29.89 1.05 0.92 

180.99 174.06 1.36 1.31 

55.88 39.43 1.4 1 

134.07 116.15 1.03 0.89 

35.02 27.31 1 1 

46.52 69.96 0.85 1.28 

33.7 30.13 1 1 
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0.81 


0.82 


22.59 


17.36 
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1 


13.04 


18.65 


1 


1 


87.43 


97.88 


0.97 


1.09 


59.84 


58.49 


0.88 


0.86 


43.45 


28.94 


1.01 


0.93 


75.94 


97.23 


0.81 


1.04 


24.91 


29.9 


1 


1 


100.02 


104.26 


1.1 


1.15 


30.09 


34.22 


1 


1 


62.49 


46.77 


0.86 


0.65 


70.55 


66.1 


1.24 


1.16 


34.01 


22.19 


1 


1 


98.34 


74.05 


1.05 


0.79 


29.83 


20.54 


1 


1 


51.14 


47.55 


1.1 


1.03 


64.27 


69.23 


1.01 


1.09 


47.49 


45.93 


1.19 


1.15 


47.62 


41.62 


0.95 


0.83 


119.85 


107.51 


1.14 


1.02 


23.98 


23.79 


1 


1 
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PLACE1005287 


34.49 


30.55 


24.59 


1 


1 


PLACE1005299 


227.75 


244.53 


240.7 


1.07 


1.06 


PLACE1005305 


69.35 


58.03 


70.36 


0.84 


1.01 


PLACE1005307 


47.35 


45 


36.3 


0.95 


0.84 


PLACE 1005308 


69.41 


60.66 


61.59 


0.87 


0.89 


PLACE 10053 13 


30.06 


30.16 


21.98 


1 


1 


PLACE 1005320 


23.98 


27.05 


34.24 


1 


1 


PLACE 1005327 


115.46 


121.53 


98.08 


1.05 


0.85 


PLACE1005331 


30.68 


23.63 


27.98 


1 


1 


PLACE1005335 


21.07 


19.09 


21.14 


1 


1 


PLACE1005336 


59.36 


64.07 


46.08 


1.08 


0.78 


PLACE1005351 


214.19 


250.8 


232.92 


1.17 


1.09 


PLACE 1005366 


40.76 


25.34 


38.17 


0.98 


0.98 


PLACE1005373 


39.99 


49.78 


40.8 


1.24 


1.02 


PLACE1005374 


72.3 


70.1 


60.1 


0.97 


0.83 


PLACE1005383 


28.31 


37.28 


28.35 


1 


1 


PLACE1005388 


20.09 


15.33 


18.44 


1 


1 


PLACE 1005409 


41.93 


44.79 


33.57 


1.07 


0.95 


PLACE 10054 10 


88.35 


94.3 


105.85 


1.07 


1.21 


PLACE 1005426 


19.09 


18.98 


20.59 


1 


1 


PLACE1005431 


88.69 


108.82 


135.42 


1.23 


1.53 


PLACE 1005453 


71.2 


88.48 


54.16 


1.24 


0.76 


PLACE 1005467 


77.47 


67.27 


64.65 


0.87 


0.83 


PLACE 1005471 


25.1 


22.55 


17.51 


1 


1 


PLACE 1005476 


18.71 


20.07 


18.3 


1 


1 


PLACE 1005477 


41.23 


32.25 


32.73 


0.97 


0.97 


PLACE 1005480 


17.77 


14.42 


12.46 


1 


1 


PLACE 1005481 


50.84 


54.24 


40.04 


1.07 


0.79 


PLACE 1005494 


20.43 


21.23 


13.29 


1 


1 


PLACE 1005495 


40.63 


117.46 


154.7 


2.89 


3.81 


PLACE1005497 


42.63 


75.44 


6:5.24 


1.77 


1.53 


PLACE1005499 


80.45 


84.52 


83.63 


1.05 


1.1 


PLACE 1005502 


27.31 


28.42 


23.04 


1 


1 


PLACE1005513 


23.38 


27.63 


25.62 


t 


1 


PLACE1005515 


17.68 


23.24 


12.33 


1 


1 


PLACE1005519 


52.35 


24.62 


32.27 


0.76 


0.76 


PLACE1005526 


20.49 


19.76 


12.62 


1 


1 


PLACE1005528 


99.57 


107.34 


90.46 


1.08 


0.91 


PLACE1005530 


107.92 


99.06 


99.36 


0,92 


0.92 


PLACE1005536 


27.52 


29.04 


23.69 


1 


1 


PLACE1005539 


22.2 


17.91 


26.37 


1 


1 


PLACE1005543 


39.44 


35.71 


33.19 


1 


1 


PLACE1005544 


43.12 


40.95 


42.44 


0.95 


0.98 


PLACE1005550 


66.14 


57.67 


48.6 


0.87 


0.73 


PLACE 1005554 


23.4 


23.49 


18.53 


1 


1 


PLACE1005557 


36.97 


33.18 


33 


1 


1 


PLACE1005563 


30.06 


22.35 


18.23 


1 


1 


PLACE 1005569 


18.5 


16.08 


13.5 


1 


1 


PLACE 1005574 


40.77 


30.21 


35.7 


0.98 


0.98 


PLACE 1005584 


53.92 


36.99 


33.41 


0.74 


0.74 


PLACE1005590 


68.27 


70.39 


50.66 


1.03 


0.74 


PLACE 1005595 


47.62 


51.56 


48.11 


1.08 


1.01 
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PLACE1005601 32.77 
PLACE1005603 32.65 
PLACE 1005604 67.16 
PLACE1005611 31.91 
PLACE 1005622 27.53 
PLACE1005623 69.61 
PLACE 1005630 57.78 
PLACE1005639 23.29 
PLACE1005646 54.09 
PLACE1005647 31.24 
PLACE1005648 174.8 
PLACE 1005653 40.53 
PLACE1005656 34.66 
PLACE1005659 27.58 
PLACE 1005660 65.26 
PLACE1005664 68.48 
PLACE 1005666 67.44 
PLACE1005669 68.49 
PLACE1005682 42.95 
PLACE1005698 26.95 
PLACE 1005708 524.06 
PLACE1O05725 84.61 
PLACE1005727 39.57 
PLACE1005730 21.15 
PLACE 1005736 91.38 
PLACE 1005739 19.52 
PLACE1005745 87.46 
PLACE 1005752 40 
PLACE1005755 22.36 
PLACE1005756 819 
PLACE 1005760 1062.4 
PLACE 1005763 95.45 
PLACE 1005768 58.28 
PLACE 1005771 65.24 
PLACE 1005783 56.7 
PLACE1005799 84.34 
PLACE1005802 40.45 
PLACE1005803 52.4 
PLACE1005804 30.97 
PLACE1005813 1808.18 
PLACE1005815 95.63 
PLACE1005828 66.49 
PLACE 1005833 643.83 
PLACE 1005834 48.61 
PLACE1005835 360.43 
PLACE1005836 15.6 
PLACE1005845 29.39 
PLACE1005850 43.16 
PLACE1005851 24.59 
PLACE1005856 31.36 
PLACE1005875 28.19 
PLACE1005876 38.64 
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19.94 


1 


1 


27.75 
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17.35 


20.44 
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0.81 


0.92 


23.11 
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49.18 
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0.84 


83.61 
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49.41 


41.56 


0.87 


0.73 


62.07 


66.02 


0.74 


0.78 


36.71 


22.56 


0.99 
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55.01 
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1.05 
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1743.44 1328.93 0.96 0.73 


82.59 


64.07 


0.86 


0.67 


73.06 


63.39 
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0.95 


631.1 


507.77 


0.98 


0.79 


47.74 


45.99 


0.98 


0.95 


407.67 


352.53 


1.13 


0.98 


19.62 


14.08 
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26.53 


21.53 


1 
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48.82 


40.66 


1.13 


0.94 
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36.06 


38.2 
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27.56 


23.48 
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32.99 


39.6 


1 
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PLACE 1005878 28.58 
PLACE1005880 32.67 
PLACE1005884 26.98 
PLACE1005890 35.41 
PLACE1005898 102.07 
PLACE1005913 94.01 
PLACE1005921 32.53 
PLACE1005923 19.81 
PLACE 1005925 35.08 
PLACE 1005927 20.75 
PLACE 1005932 24.82 
PLACE1005934 42.12 
PLACE1005936 27.74 
PLACE1005939 241.35 
PLACE1005951 29.76 
PLACE1005953 22.65 
PLACE1005955 32.99 
PLACE1005966 34.05 
PLACE1005968 32.82 
PLACE1005975 56.15 
PLACE1005990 17.45 
PLACE1005997 978.15 
PLACE1006002 130.64 
PLACE1006003 47.98 
PLACE1006011 43.98 
PLACE1006017 38.94 
PLACE1006037 26.37 
PLACE 1006040 37.97 
PLACE1006063 58.1 
PLACE1006071 41.95 
PLACE 1006073 59.05 
PLACE1006074 46.55 
PLACE1006076 60.92 
PLACE1006079 26.25 
PLACE1006093 21.09 
PLACE1006116 33.38 
PLACE1006119 72.16 
PLACE1006129 37 
PLACE1006139 103.34 
PLACE 1006 143 77.31 
PLACE1006157 73.63 
PLACE1006159 50.76 
PLACE1006164 38.42 
PLACE1006167 30.05 
PLACE1006170 54.12 
PLACE1006181 51.85 
PLACE10O6187 20.35 
PLACE1006195 36.98 
PLACE1006196 46.25 
PLACE 1006 197 35.41 
PLACE1006198 20.33 
PLACE1006205 27.04 



30.51 22.54 1 1 

30.18 23.51 1 1 

25.83 20.75 1 1 

31.1 33.76 i 1 
112.8 93.03 1.11 0.91 

97.52 77.21 1.04 0.82 

33.54 19.76 1 1 
19.65 16.69 1 1 
37.64 17.11 1 1 
20.69 18.83 1 1 

24 17.52 1 1 

41.03 39.84 0.97 0.95 

24.68 25.54 1 1 

526.2 524.44 2.18 2.17 

26.23 25.81 1 1 

23.03 23.62 1 1 

32.9 28.43 1 1 

28.76 23.82 1 1 

26.94 42.21 1 1.06 

93.88 70.1 1.67 1.25 
27.59 15.96 1 1 
2219.43 3051.68 2.27 3.12 

147.49 122.1 1.13 0.93 

54.08 51.82 1.13 1.08 

54.19 44.58 1.23 1.01 
43.81 30.38 1.1 1 

24.55 38.53 1 1 

39.89 41.47 1 1.04 

43.53 43.45 0.75 0.75 
35.58 31.87 0.95 0.95 
60.62 48.62 1.03 0.82 
44.08 45.19 0.95 0.97 

62.26 43.74 1.02 0.72 . 

30.84 17.99 1 1 
19.72 15.98 1 1 

37.02 38.15 1 1 
83.88 61.88 1.16 0.86 

24.91 26.66 1 1 

92.13 64.98 0.89 0.63 

82.9 55.21 1.07 0.71 

59.36 39.19 0.81 0.54 

58.41 56 1.15 1.1 

29.2 24.79 1 1 

34.28 28,7 1 1 

53.86 45.69 1 0.84 

61.22 75.19 1.18 1.45 

22.27 11.76 1 1 
41.33 31.38 1.03 1 - 
49.99 34.23 1.08 0.86 
80.45 36.64 2.01 1 
24.15 10.65 1 I 
30.33 47.81 1 1.2 
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PLACE 1006208 166.18 

PLACE1006211 81.85 

PLACE1006219 43.13 
PLACE1006223 18.71 

PLACE 1006225 26.16 

PLACE 1006236 38.99 

PLACE1006239 21.14 

PLACE1006245 32.35 

PLACE10O6246 41.33 

PLACE 1006248 29.34 

PLACE1006262 27.21 

PLACE1006269 14.07 

PLACE1006275 32.47 

PLACE1006277 14.32 

PLACE1006288 121.68 

PLACE 1006290 44.54 
PLACE 1006298 24.6 

PLACE 1006311 224.76 

PLACE 1006318 39.28 

PLACE1006325 104.31 

PLACE1006331 63.21 

PLACE1006335 50.13 

PLACE1006357 27.55 

PLACE1006360 31.91 

PLACE1006364 34.98 

PLACE 1006365 16.88 

PLACE1006368 35.92 

PLACE 1006371 33.44 

PLACE1006373 87.74 

PLACE1 006382 33.59 

PLACE 1006385 26.01 

PLACE1006391 67.93 

PLACE1006412 89.26 

PLACE 2 0064 14 18.25 

PLACE1006419 42.52 
PLACE1006438 60 

PLACE 1006443 64.71 

PLACE1006445 34.57 

PLACE1006447 46.13 

PLACE1006466 30.92 

PLACE1006469 28.34 

PLACE1006470 71.3 
PLACE1006472 , 247.42 

PLACE1006476 66.33 

PLACE1006482 55.71 

PLACE1006488 263.14 

PLACE1006492 74.4 

PLACE1O06506 39.87 

PLACE1006515 31.54 

PLACE1006516 28.57 

PLACE1006520 50.97 

PLACE1006521 91.91 
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0.84 
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45.24 


37.81 
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22.91 
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28.01 


32.95 
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32.36 


36.01 
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1 


20.54 


23.57 
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33.82 


27.34 
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37.43 


26.91 
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1 


94.97 


83.52 


1.08 


0.95 


26.24 


29.91 
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27.2 


27.21 
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81.48 


92.19 
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1.36 


93.45 


99.21 


1.05 


1.11 


22.77 


19.71 
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42.88 


32.14 


1.01 


0.94 


55.71 


43.01 0.93 


0.72 


77.33 


79.64 
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1.23 


26.21 


29.93 
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47.27 


45.94 


1.02 
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25.74 


21.02 
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25.31 


26.97 
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79.67 
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1.12 


1.05 


236.96 


256.25 


0.96 


1.04 
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56.39 
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0.85 


67.95 


39.62 


1.22 


0.72 


243.49 


211.79 


0.93 


0.8 



85.96 60.14 1.16 0.81 

39.23 42.33 1 1.06 

34.21 43.45 1 1.09 
28.1 32.19 1 1 
51.84 36.08 1.02 0.78 

93.22 93.9 1.01 1.02 
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PLACE 1006529 


77.96 


70.96 


85.63 


0.91 


1.1 


PLACE 1006531 


17.55 


16.72 


17.3 


1 


1 


PLACE1006534 


28.78 


26.63 


23.78 


1 


1 


PLACE 1006540 


97.91 


113.43 


90.41 


1.16 


0.92 


PLACE 1006549 


24.66 


26.8 


21.47 


1 


1 


PLACE 1006550 


30.72 


30.14 


34.44 


1 


1 


PLACE 1006552 


25.88 


21.37 


17.37 


1 


1 


PLACE 1006557 


20.03 


20.85 


22.74 


1 


1 


PLACE 1006563 


32.75 


38.63 


32.31 


1 


1 


PLACE1006579 


38.36 


50.2 


53.09 


1.26 


1.33 


PLACE 1006594 


1470.42 


2343.7 


2977.72 


! 1.59 2.03 


PLACE1006598 


25.17 


28.2 


20.86 


1 


1 


PLACE1006607 


102.62 


96.98 


63.83 


0.95 


0.62 


PLACE1006610 


161.44 


157.4 


158.37 


0.97 


0.98 


PLACE1006615 


170.53 


230.37 


181.33 


1.35 


1.06 


PLACE 10066 17 


41.36 


52.47 


40.33 


1.27 


0.98 


PLACE1006618 


61.9 


63.49 


60.92 


1.03 


0.98 


PLACE 1006626 


18.78 


18.58 


15.81 


1 


1 


PLACE 1006629 


39.09 


28.14 


26.39 


1 


I 


PLACE 1006637 


47.74 


54.16 


45.68 


1.13 


0.96 


PLACE1006640 


19.56 


21.49 


18.75 


1 


1 


PLACE 1006644 


34.47 


24.66 


38.52 


1 


1 


PLACE 1006657 


36.76 


43.91 


33.57 


1.1 


1 


PLACE1006673 


105.75 


118.39 


90.89 


1.12 


0.86 


PLACE1006678 


25.26 


26.33 


21.23 


1 


1 


PLACE1006682 


32.57 


35.48 


39.14 


1 


1 


PLACE1006684 


24.76 


15.56 


12.72 


1 


1 


PLACE1006698 


21.9 


21.87 


19.07 


1 


1 


PLACE 1006704 


29.17 


27.59 


21.49 


i 


1 


PLACE 1006708 


52.21 


56.79 


44.42 


1.09 


0.85 


PLACE1006711 


90.49 


83.29 


83.69 


0.92 


0.92 


PLACE 10067 14 


61.05 


49.27 


37.68 


0.81 


0.66 


PLACE 10067 16 


23.05 


15.83 


18.42 
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1 


PLACE 1006731 


38.28 


45.12 


38.86 


"L13 
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PLACE 1006754 


18.26 


15.48 


13.94 
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PLACE1006760 


54.5 


61.53 


57.07 


1.13 


1.05 


PLACE 1006779 


32.63 


28.19 


24.73 
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PLACE1 006782 


22.28 


17.96 


16.97 
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PLACE1006783 


26.21 


29.78 


19.3 
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PLACE1006786 


30.43 


23.44 


19.4 
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1 


PLACE 1006792 


96.99 


109.36 


85.04 


1.13 


0.88 


PLACE 1006795 


21.7 


18.73 


12.96 
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PLACE1006800 


32.54 


34.66 


29.4 
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PLACE1006805 


65 


91.51 


86.82 


1.41 
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PLACEI008744 14.14 22.94 12.18 1 I 

PLACE1008748 22.27 24.48 14.44 1 1 

PLACE1008757 34.6 42.71 27.87 1.07 1 

5 PLACE1008766 32.11 27.78 28.26 1 1 

PLACE1008785 49.07 59.73 41.43 1.22 0.84 

PLACE1008790 33.27 33.02 29-64 1 1 

PLACE1008798 63.72 66.89 67.61 1.05 1.06 

PLACE1008807 22.01 22.03 19.94 1 1 

10 PLACE1008808 32.24 18.82 19.03 1 1 

PLACE1008813 29.43 35.83 35.39 1 1 

PLACE1008836 79.18 55.11 47.12 0.7 0.6 

PLACE1008851 115.23 81.63 55.52 0.71 0.48 

15 PLACE1008854 20.39 26.55 11.71 1 1 

PLACE1008864 48.15 54.26 72.45 1.13 1.5 

PLACE1008867 56.85 58.24 33.04 1.02 0.7 

PLACE1008876 549.37 600.39 469.11 1.09 0.85 

PLACE1008887 41.83 58.22 24.8 1.39 0.96 

20 PLACE1008902 25.21 36.34 34.18 1 1 

PLACE1008911 55.54 65.78 52.58 1.18 0.95 

PLACE1008917 19.14 25.45 24.12 1 1 

PLACE1008920 11.29 12.12 6.23 1 1 

PLACE 1008925 13.83 16.73 10.48 1 I 

25 PLACE1008930 27.53 23.49 18.05 1 1 

PLACE1008934 28.64 34.88 18.8 1 1 

PLACE1008941 17.54 24.91 22.06 1 1 

PLACE1008947 37.22 51.14 43.96 1.28 1.1 

PLACE1008984 23.24 34.33 21.6 1 1 

30 PLACE1008985 19.99 29.03 21.28 1 1 

PLACE1008994 10.53 10.54 7.43 1 1 

PLACE1009020 20.44 34.43 21.28 1 1 

PLACE1009027 14.33 10.59 13.29 1 1 

PLACE1009039 12.51 12.97 9.67 1 1 

35 PLACE1009045 25.26 34.62 28.65 1 1 

PLACE1009048 11.07 6.67 9.57 1 I 

PLACE1009050 16.3 17.99 13.91 1 1 

PLACE1009060 52.29 76.48 76.13 1.46 1.46 

PLACE1009067 63.86 53.76 34.08 0.84 0.63 

PLACE1009071 54.23 73.27 59.81 1.35 1.1 

PLACE 1009090 29.1 39.11 39.61 1 1 

PLACE100909 1 739.81 739.41 547.06 1 0.74 

PLACE1009094 19.97 28.69 21.59 1 1 

45 PLACE1009099 36.64 45.19 48.83 1.13 1.22 

PLACE1009110 20.35 38.46 20.9 1 1 

PLACE1009111 18.51 23.09 18.16 1 1 

PLACE1009113 53.98 42.76 37.35 0.79 0.74 

PLACE1009130 41.39 52.31 43.13 1.26 1.04 

so PLACE1009150 39.25 37.55 32.77 1 1 

PLACE10O9155 69.35 94.89 74.07 1.37 1.07 

PLACE1009158 21.91 26.54 18.92 1 1 

PLACE1009166 50.25 51.72 46.79 1.03 0.93 

PLACE1009172 22.82 29.53 36.75 1 1 

55 PLACE1009174 34.79 36.37 30.96 1 1 
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1 


1 
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0.97 
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1 
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0.79 
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31y.3 1 
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353.39 
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1.11 


pt Arr?7AAAi04 
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1.1 


PT APFOAAAOOR 


1A 77 
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35.07 


1 


1 


pt Arp^nno^oo 
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0.93 


1.19 


PT ArF7AAA407 
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32.88 


1 


1 


PLACE2000404 
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67.45 


73.86 


1.15 


1.26 


PLACE2000411 


52.82 


83.73 


115.98 


1.59 


2.2 


PLACE200041S 


50.46 


65.86 


56.08 


1.31 


1.11 


PLACE2000419 


102.69 


137.4 


124.2 


1.34 


1.21 


PLACE2000425 


37.31 


40.72 


33.56 


1.02 


1 


PLACE2000427 


21.66 


25.88 


27.14 


1 


1 


PLACE2000433 


50.87 


47.44 


43.55 


0.93 


0.86 


PLACE2000435 


21.67 


16.61 


17.84 


1 


1 
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PLACE2000438 19.41 

PLACE2000450 81.66 

PLACE2000455 18.01 

PLACE2000458 55.64 

PLACE2000464 29.94 

PLACE2000465 213.81 

PLACE2000473 836.58 

PLACE2000477 16.45 

PLACE3000004 87.82 

PLACE30O0OO9 1606.22 

PLACE3000020 760.66 

PLACE3000029 217.19 

PLACE3000038 41.85 

PLACE3000052 367.89 

PLACE3000059 24.83 

PLACE3000067 59.74 

PLACE3000069 93.54 

PLACE30O007O 185.28 

PLACE300O103 65.17 
PLACE3000119 3.61 

PLACE3000121 1345.4 

PLACE3000124 97.43 

PLACE3000135 11.35 

PLACE3000136 28.24 

PLACE3000142 21.84 

PLACE30OO145 738.49 

PLACE3000147 176.32 
PLACE3000148 4.21 

PLACE300O154 35.29 

PLACE3000155 66.71 

PLACE3000156 18.22 
PLACE3000157 26.5 

PLACE3000158 115.37 

PLACE3000160 136.75 

PLACE300O169 165.8 

PLACE3000181 127.79 

PLACE3000194 49.19 

PLACE3000197 12.91 

PLACE3O0O199 14.71 

PLACE3O0O2O5 868.43 

PLACE3000207 216.92 

PLACE3000208 54.89 

PLACE3000213 33.26 

PLACE30002I5 21.84 
PLACE3000218 13.41 

PLACE3000220 114.32 

PLACE3000221 437.38 

PLACE3O00225 48.79 
PLACE3000226 89.7 

PLACE3O0O230 26.28 
PLACE3000231 34.3 

PLACE300O235 105.91 



25.68 29.91 1 1 
92.34 97.83 1.13 1.2 
22.78 20.07 1 1 
68.4 59.18 1.23 1.06 
27.76 24.02 1 1 
251.88 207.06 1.18 0.97 
983.57 306.98 1.18 0.96 
29.51 16.05 1 1 

83.69 80.62 0.95 0.92 
1262.54 1148.63 0.79 0.72 
812.44 697.12 1.07 0.92 
259.74 201.46 1.2 0.93 
54.63 40.3 1.31 0.96 
489.29 371.66 1.33 1.01 

27.37 23.53 1 1 
70.09 61.55 1.17 1.03 

91.2 73.59 0.97 0.79 
188.38 229.21 1.02 1.24 
61.33 54.93 0.94 0.84 

113.76 2.84 2.84 1 
1349.82 1036.69 1 0.77 
115.22 90.24 1.18 0.93 
10.57 7.29 1 1 

30.03 24.93 1 1 
22.96 23.32 1 1 
611.83 451.51 0.83 0.61 

164.52 132.27 0.93 0.75 
2.12 1.47 1 1 
60.89 56.38 1.52 1.41 
65.47 53.88 0.98 0.81 
36.57 17.58 1 1 

33.22 27.53 1 1 
133.81 102.19 1.16 0.89 
99.83 114.37 0.73 0.84 

195.53 168.21 1.18 1.01 
141.83 .120.13 1.11 0.94 
48.32 44.38 0.98 0.9 

14.38 16.78 1 1 
10.56 10.36 1 1 
1057.62 753.31 1.22 0.87 
252.67 191.1 1.16 0.88 

54.23 48.79 0.99 0.89 
40.23 30.49 1.01 1 

17.5 13.39 1 1 
11.66 9.09 1 1 
J 05.77 107.52 0.93 0.94 
475.47 358.38 1.09 0.82 
61.71 52.94 1.26 1.09 
98.83 76.04 1.1 0.85 
30.38 53.41 1 1.34 
53.63 46.02 1.34 1.15 
116.52 94.01 1.1 0.89 
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PLACE3000242 


62.07 


67.67 


62.09 


1.09 


1 


PLACE3000244 


26.87 


27.09 


13.22 


1 


1 


PLACE3000253 


20.69 


18.14 


1:3.91 


1 


1 


PLACE3000254 


59.24 


71.24 


6L14 


1.2 


1.03 


PLACE30OO271 


210.99 


227.81 


179.99 


1.08 


0.85 


PLACE3000276 


22.03 


19.83 


15.86 


1 


1 


PLACE3000304 


283.54 


350.52 


301.89 


1.24 


1.06 


PLACE3000309 


48.91 


70.41 


44.97 


1.44 


0.92 


PLACE3000310 


42.78 


41.15 


34.91 


0.96 


0.94 


PLACE3000320 


49.02 


51.22 


40.77 


1 04 


0 83 

V/.OJ 


PLACE30OO322 


3 16 


0.57 


1 79 




1 

1 


PLACE30OO33O 


221.71 


298 07 


976 89 


1 34 


1 95 


PLACE300033 1 


138.49 


160 45 


193 87 


1 16 

LIU 


0 89 

yJ.07 


PLACE30OO336 


37 63 


57 57 


^7 


1 ^1 


1 


PLACE3000339 


104 65 


1 14 64 


t)0 45 


1 1 

1.1 


0 86 


PLACE3000341 


1 14 82 


141 48 

Jtl .to 


1 10 97 


1 73 


0 Q7 


PLACF 30003 50 


160.43 


173 41 


191 40 


1 08 


0 76 


PLACE30O0352 


47 6 


57 89 

•J f .07 


40 6 


1 99 i 

1 .ZZ 1 


n 85 


PLACE30O0353 


61 18 


67 39 


56 69 


1 I 

JL . 1 


0 93 


PLACE300036? 


76 


90 79 


76 16 


1 19 

1*17 


1 

1 


PLACF 3000363 


16 A 


77 93 


15 48 


1 
1 


1 


pt acf3000365 


97 86 


33 76 


^1 QS 


1 
1 


1 


pi acf3aoo373 


71 61 
Z i. 01 


91 8 

zl.o 


77 10 

zz. iy 


f 
1 


1 
1 


pt acf3aoa374 


^1 37 


41 9S 
41. ZD 


90 ^ 


1 Cil 


1 
I 


pt ACF'3Ann387 


8 7<% 


Q 87 

y.oz 


A 38 


1 
I 


1 
1 


dt apt^aaa^qq 


04. oy 


/ /.y 


44. J i 


1.2 


O.oo 


pt apf3aa/y2qo 


1 1 7 AS 


1 "37 33 


1AO Q< 

lyy.jo 


1 1 B 

l.lo 


A A7 




44.DD 


4y.yo 


41. z 


1 1 o 

1.12 


U.yz 


pt app3aaa/iai 


4QA 44 

4yvV.4*+ 


aaa i a 


J 1U. 14 


i.ZZ 


1.U4 


PT APF3AAAAA7 


37 QS 


/l 1 7S 


9'7 ^7 


1.04 


1 


pt act<3aaa/ia< 


5^ S7 


A1 Q7 

0 1.7 f 


A9 77 
DZ. /Z 


1 1 A 
1.10 


117 

1.1 / 


PT APF^nOfUOrt 




38 71 
JO. / 1 


49 7^ 
4Z.ZJ 


1 
1 


1 AA 
1.U0 


pt APF^nondi^ 

I i-rAV-«JJ( J V/\A/*T I J) 


18 ns 


1A 

10. oO 


18 


1 

1 


1 
1 


pt APF3noo4i6 


oq A4 


98 6 


^1 16 
J 1. 1 0 


1 
I 


1 


PLAPF3000425 


50 78 


54 47 


57 61 


1 08 


1 1 *\ 

I. ID 


PT ACF3000437 


704 43 


914 99 


91 5 87 

Z 1 J.OX 


1 f\\ 


1 AA 


PLACE 30004 55 


70.16 


96 18 

J.O 


109 86 


1 37 

L.J f 


1 57 


PLACE3000475 


146.58 


174 44 


167 87 


1 19 

1 . 1 7 


1 1 5 


PLACE3000477 


71 98 

' I ./O 


48 83 


46 97 


0 68 


O 64 


PLACE4000003 


23.25 


25.51 


19 95 

1 .7.7*J 


1 
1 


1 

1 


PLACF400000R 


70.24 


63 65 


1A 26 


0 91 

\J.7 1 


1 06 


PLACE4000009 


43.12 


37.54 


47 82 


0 93 


1 1 1 
i, i i. 


PLACE4000014 


21.64 


19.96 


21.69 


1 




PLACE4000029 


445.92 


441.3 


386 76 

JOU. / VJ 


0 99 


0 87 


PLACE4000034 


90.28 


104.98 


136.62 


1.16 


1 51 


PLACE4000049 


80.02 


77.88 


91.08 


0.97 


1.14 


PLACE4000052 


28.33 


17.89 


22.57 
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I 


PLACE4000062 


33.61 


37.15 


30.93 


1 


1 


PLACE4000063 


43.96 


48.75 
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1.11 


1.03 


PLACE4000089 


59.97 


63.79 


53.77 


1.06 


0.98 


PLACE4000093 


19.92 


15.59 


24.78 


1 


1 


PLACE4000100 


59.02 


65.05 


63.87 


1.1 


1.17 
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PLACE4000103 


23.19 


22.13 


16.6 


1 


1 


PLACE4000106 


42.56 


54.08 


43.9 


1.27 


L03 


PLACE4000128 


67.58 
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1.12 


1.06 


PLACE4000129 


29.93 


24.81 


23.87 
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PLACE4000131 


782.86 


711.57 


587.61 


0.91 


0.75 


PLACE4000147 


14.59 


9.44 


6.98 
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PLACE4000156 


163.18 


267.14 


159.69 


1.64 


0.98 


PLACE4000175 


14.89 
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10.66 
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PLACE4000190 


628.33 
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0.8 


0,73 


PLACE4000192 
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PLACE4000206 
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0.74 


1.04 


PLACE4000211 
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1.27 
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PLACE5000059 
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1 
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81.41 


79.91 


0.91 


0.89 


PLACE5000165 


78.93 


76.87 


88.02 


0.97 


1.12 



SKNMC1000004 101.25 99.46 95.02 0.98 0.94 

SKNMC10000 U 46.1 44.65 56.16 0.97 1.22 

SKNMC1000013 16.47 25.9 14.18 1 1 

SKNMC1000014 92.84 113.71 75.96 1.22 0.82 

SKNMC1000018 54.44 47.21 45.13 0.87 0.83 

SKNMC1000020 21.7 28.63 29.3 1 1 

SKNMC1000046 26.3 28.76 1.6.18 1 1 
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THYROlOOl 969 

X XX X IWJ 1 UU X -UL 


26 80 


27.89 


19.46 


1 


1 


THYROlOOl 266 

X X X X IX V_/ 1 UU 1 iUv 


24 21 


23 01 


18.49 


1 


1 


THYROlOOl 271 

x x x x xx vy ivui^i / 1 


33 6 


39.06 


47.64 


1 1.19 


THYRO 100 1287 

A XX X tWJ X UU X jbU / 


618.09 


675.7 


490.75 


1.09 


0.79 


THYRO 100 1290 


8.16 


5.43 


5.68 


1 


1 


THYRO1001291 


59.43 


91.42 


60.21 


1.54 


1.01 


THYRO 100 1297 


36.39 


49.57 


53.18 


1.24 


1.33 


THYRO 100 1302 


16.1 


15.52 


13.89 


1 


1 


THYRO1001313 


12.16 


11.5 


7.09 


1 


1 


THYRO1001320 


67.67 


100.5 


55.72 


1.49 


0.82 


THYRO1001321 


47.21 


52.86 


37.77 


1.12 


0.85 


THYRO1001322 


24.97 


27.56 


20.65 


1 


1 


THYRO1001327 


22.74 


18.51 


20.74 


1 


1 


THYRO1001336 


67.89 


117.68 


67.41 


1.73 


0.99 


THYROlOOl 347 


30.07 


15.91 


22.89 


1 


1 


THYRO1001358 


33.4 


31.77 


32.94 


1 


1 


THYRO1001363 


29.1 


29.57 


27.89 


1 


1 


THYRO1001365 


22.72 


20.54 


17.71 


1 


1 


THYRO 1001374 


55.89 


36.19 


39.41 


0.72 


0.72 


THYRO1001401 


67.18 


66.1 


79.9 


0.98 


1.19 
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THYRO1001403 36.96 

THYRO1001405 60.25 

THYRO1001406 99.99 

THYRO1001411 162.66 

THYRO1001420 281.42 

THYRO1001426 295.65 

THYRO1001430 66.13 

THYRO1001434 32.32 

THYRO1001456 36.49 

THYRO1001457 45.96 

THYRO1001458 37.02 

THYRO1001459 169.67 
THYRO1001471 33.1 

THYRO1001478 23.72 

THYRO1001480 332.7 

THYRO1001481 120.8 

THYRO1001487 120.62 

THYRO1001495 82.69 

THYRO1001498 24.31 

THYRO1001510 26.13 

THYRO1001512 1869.6 
THYRO1001519 79.4 

THYRO1001522 89.46 

THYRO1001523 71.35 

THYRO1001526 240.13 

THYRO1001529 90.07 

THYRO1001534 50.65 

THYRO1001537 166.69 

THYRO1001541 177.91 

THYRO1001545 51.89 

THYRO1001559 145.05 

THYRO1001563 183.92 

THYRO1001570 30.95 

THYRO 1001 573 65.95 

THYRO1001584 47.65 

THYRO 1001 593 82.04 

THYRO 1001595 103.98 

THYRO1001596 58.19 

THYRO 1001 602 87.72 

THYRO 1001605 42.84 

THYRO1001608 121.51 

THYRO 1001617 117.84 

THYRO 1001634 47.62 

THYRO1001637 208.17 

THYRO1001641 27.43 

THYRO1001656 59.41 

THYRO1001658 164.89 

THYRO1001661 26.03 

TIIYRO1001671 40.07 

THYRO1001672 15.08 

THYRO1001673 142.06 

THYRO 100 1677 67.29 



35.79 36.33 1 1 

66.49 51.3 1.1 0.85 

118.14 125.66 1.18 1.26 
177.91 174.09 1.09 1.07 

206.35 163.61 0.73 0.58 
347.22 278.53 1.17 0.94 
74.19 77.05 1.12 1.17 
68.71 43.27 1.72 1.08 

32.57 41.27- 1 1.03 
55.07 45.99 1.2 1 
45.23 50.19 1.13 1.25 

160.28 164.66 0.94 0.97 

25.58 22.4 1 1 
21.89 21.41 1 1 
411.76 349.43 1.24 1.05 
159.14 137.5 1.32 1.14 
158.11 135.86 1.31 1.13 
84.53 88.63 1.02 1.07 
46.88 45.76 1.17 1.14 
19.03 19.35 1 1 

2049.81 1317.06 1.1 0.7 

79.3 75.14 1 0.95 

101.52 59.9 1.13. 0.67 

72.38 74.09 1.01 1.04 
365.08 318.05 1.52 1.32 

80.02 57.67 0.89 0.64 

49.31 81.97 0.97 1.62 
165.39 144.11 0.99 0.86 

167.08 139.4 0.94 0.78 

36.64 42.95 0.77 0.83 
146.22 132.42 1.01 0.91 

184.36 182.85 1 0.99 
31.51 31.27 1 1 
39.85 42.27 0.61 0.64 
49.27 53.94 1.03 1.13 
72.74 68.9 0.89 0.84 
110.51 102.49 1.06 0.99 
51.42 63.84 0.88 1.1 

85.88 72.86 0.98 0.83 
41.69 43.2 0.97 1.01 

57.35 96.56 0.47 0.79 
136.24 110.76 1.16 0.94 

45.6 45.24 0.96 0.95 
214.42 182.7 1.03 0.88 

33.65 36.4 1 1 
54.94 78.81 0.92 1.33 

276.29 264.03 1.68 1.6 
22.14 26.37 1 1 
38.84 37.89 1 1 
14.64 16.68 1 1 
146.64 96.74 1.03 0.68 

78.89 67.23 1.17 1 
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THYRO1001683 


134.37 


158.27 


162.12 


1.18 


1.21 


THYRO1001700 


20.47 


19.37 


14.84 


I 


1 


THYRO1001702 


116 


117.84 


102.88 


1.02 


0.89 


THYRO1001703 


48.06 


45.1 


43.24 


0.94 


0.9 


THYRO 1001 706 


82.92 


111.31 


83.86 


1.34 


1.01 


THYRO1001721 


34.49 


36.81 


37.64 


1 


1 


THYRO1001725 


156.38 


135.31 


116.05 


0.87 


0.74 


THYRO 1001730 


439.5 


509.26 


'39.36 


1.16 


1.05 


THYRO1001738 


45.7 


45.43 


46.39 


0.99 


1.02 


THYRO1001743 


28.14 


23.08 


20.97 


1 


1 


THYRO1001745 


17.14 


21.06 


16.26 


1 


I 


THYRO 1001746 


31.83 


30.99 


31.95 


1 


t 


THYRO1001770 


365.71 


367.44 


345.23 


1 


0.94 


THYRO1001772 


123.83 


151.39 


150.86 


1.22 


1.22 


THYRO 1001778 


125.3 


136.46 


3.14.03 


1.09 


0.91 


THYRO1001793 


118.26 


92.44 


95.51 


0.78 


0.81 


THYRO 1001 796 


35.4 


35.03 


31.41 


1 


1 


THYRO 1001 800 


138.35 


110.54 


85.07 


0.8 


0.61 


THYRO1001803 


54.17 


51.87 


51.91 


0.96 


0.96 


THYRO1001809 


68.41 


58.62 


37.24 


0.86 


0.58 


THYRO1001817 


108.47 


135.8 


146.32 


1.25 


1.35 


THYRO100L819 


52.11 


82.26 


80.67 


1.58 


1.55 


THYRO1001828 


4332.93 


3758.25 2993.64 0.87 0.69 


THYRO 100 1854 


310.97 


325.29 


244.91 


1.05 


0.79 


THYRO 100 1895 


50.43 


53.8 


41.92 


1.07 


0.83 


THYRO1001907 


95.74 


95.16 


76.26 


0.99 


0.8 


TRACH 1000006 


28.12 


33.72 


27.35 


1 


1 


TRACH 10000 13 


14.62 


17.35 


10.88 


1 


1 


TRACH 1000074 


91.95 


104.52 


91.83 


1.14 


1 


TRACH1000095 


24.29 


25.7 


21.89 


1 


1 


TRACH1000102 


89.04 


112.46 


84.84 


1.26 


0.95 


TRACH1000108 


18.93 


22.62 


9.17 


1 


1 


TRACH1000126 


56.02 


51.95 


46.03 


0.93 


0.82 


TRACH1000146 


55.68 


61.38 


^14.09 


- 1.1 


0.79 


TRACH1000160 


6.99 


1.98 


2.87 


1 


1 


TRACH1000184 


135.47 


176.97 


305.52 


1.31 


2.26 


VESEN 1000004 


30.77 


39.29 


26.61 


1 


1 


VESEN 1000007 


47.71 


47.56 


40.32 


1 • 


0.85 


VESEN1000013 


92.2 


108.84 


158.66 


1.18 


1.72 


VESEN1000028 


152.94 


139.07 


153.59 


0.91 


1 


VESEN 1000059 


47.54 


41 : 


36.63 0.86 


0.84 


VESEN1000100 


43.33 


51.75 


59.44 


1.19 


1.37 


VESEN1000107 


36.45 


39.21 


41.9 


1 1.05 


VESEN1000117 


36.31 


35.07 


40.25 


1 


1.01 


VESEN 1000122 


47.58 


33.92 


57.09 


0.84 


1.2 


VESEN1000137 


54.08 


51.03 


54.97 


0.94 


1.02 


VESEN1000195 


59.79 


53.87 


60.72 


0.9 


1.02 


VESEN1000215 


20.64 


18.66 


18.03 


1 


1 


VESEN 1000279 


182.2 


194.3 


161.47 


1.07 


0.89 


VESEN1000363 


130.95 


132.52 


120.92 


1.01 


0.92 


VESEN1000388 


47.19 


34.28 


39.83 


0.85 


0.85 


VESEN1000394 


45.79 


54.32 


54.41 


1.19 


1.19 
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X 7C O T7XT1 f\t\f\A 1 (~\ 

VESEN1000410 


33.77 


24.94 


18.14 


1 


1 


VESEN10004H 


40.62 


43.06 


55.86 


1.06 


1.38 


VESEN 100041:) 


44.83 


38.74 


34.12 


0.89 


0.89 


VESEN1 000440 


77.99 


76.99 


81.63 


0.99 


1.05 


VESEN 1000452 


55.97 


59.97 


56.08 


1.07 


1 


VESEN1000539 


2520.38 


1514.24 


\ 2475.51 0.6 


• 0.98 


VESEN 1000554 


23.28 


20.08 


20.19 


1 


1 


VESEN 1000557 


65.42 


99.26 


91.48 


1.52 


1.4 


VESEN1000575 


33 


42.85 36.23 1.07 


1 


VESEN 1000585 


33.26 


35.72 


48.21 


1 1.21 


VESEN 1000592 


14.7 


10.84 


12.9 


1 


1 


VESEN 1000658 


53.11 


50.87 


53.69 


0.96 


1.01 


VESEN1000669 


156.32 


171.85 


194.32 


1.1 


1.24 


VESEN1000743 


30.01 


26.82 


23.72 


1 


1 


VESEN1000752 


616.05 


621.22 


670.66 


1.01 


1.09 


VESEN1000761 


102.22 


128.97 


144.62 


1.26 


1.41 


VESEN2000039 


76.51 


106.05 


108.81 


1.39 


1.42 


VESEN2000102 


27.9 


33.4 39.37 


1 


1 


VESEN2000164 


75.95 


85.45 


57.77 


1.13 


0.76 


VESEN2000175 


16.91 


16.81 


13.67 


1 


1 


VESEN2000186 


47.71 


41.92 


47.45 


0.88 


0.99 


VESEN2000199 


210.67 


251.42 


274.58 


1.19 


1.3 


VESEN2000200 


31.77 


34.78 


30.5 


1 


1 


VESEN2000204 


42.87 


27.57 


46.4 


0.93 


1.08 


VESEN2000218 


233.2 


310.25 


266.85 


1.33 


1.14 


VESEN2000230 


51.87 


57.61 


55.03 


1.11 


1.06 


VESEN2000272 


66.18 


71.44 


47.62 


1.08 


0.72 


VESEN2000299 


33.39 


36.15 


34.44 


1 


1 


VESEN2000323 


122.34 


153.67 


120.03 


1.26 


0.98 


VESEN2000327 


25.64 


38.53 


30.18 


1 


1 


VESEN2000328 


287.92 


426.6 


459.49 


1.48 


1.6 


VESEN2000330 


210.17 


635.42 


400.1 


3.02 


1.9 


VESEN2000336 


19.26 


21 


30.8 


1 


1 


VESEN2000354 


29.98 


44.87 


45.25 


1.12 


1.13 


VESEN2000378 


214.41 


200.95 


233.25 


0.94 


1.09 


VESEN2000379 


637.63 


734.74 


663.65 


1.15 


1.04 


VESEN2000397 


33.94 


34.23 


25.21 


1 


1 


VESEN2000416 


33.88 


35.1 


24.86 


1 


1 


VESEN2000420 


13.29 


9.98 


11.98 


1 


1 


VESEN2000430 


82.14 


123.46 


143.79 


1.5 


1.75 


VESEN2000448 


13.1 


15.75 


14.63 


1 


1 


VESEN2000449 


77.75 


116.78 


106.38 


1.5 


1.37 


VESEN2000456 


16.97 


16.07 


16.5 


1 


1 


VESEN2000562 


141.49 


130.91 


105.14 


0.93 


0.74 


VESEN2000573 


8.91 


8.61 


6.79 


1 


1 


VESEN2000604 


13.88 


12.29 


11.35 


1 


I 


VESEN2000614 


226.89 


314.06 


318.98 


1.38 


1.41 


VESEN2000638 


17.11 


18.86 


13.45 


1 


1 


VESEN2000641 


30.44 


33.47 


35.1 


1 


1 


VESEN2000645 


114.84 


103.19 


111.61 


0.9 


0.97 


Y79AA1000013 


23.65 


28.36 


17.86 


1 


1 


Y79AA1000030 


54.3 


54.62 


46.92 


1.01 


0.86 
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Y79AA1000033 111.64 118.12 102.03 1.06 0.91 

Y79AA1000037 88.44 96.39 66.63 1.09 0.75 

Y79AA1000041 30.18 31.51 34.51 1 1 

Y79AA1000059 55.17 55.82 52.18 1.01 0.95 

Y79AA1000065 270.08 316.25 285.13 1.17 1.06 

Y79AA1000081 261.42 374.34 508.29 1.43 1.94 

Y79AA1000127 107.56 107.37 68.62 1 0.64 

Y79AA1000130 127.02 147.17 116.76 1.16 0.92 

Y79AA1000131 6111.24 5656.63 5788.88 0.93 0.95 

Y79AA1000134 52.82 69.93 53.91 1.32 1.02 

Y79AA1000143 117.86 127.82 125.02 1.08 1.06 

Y79AA1000144 74.35 76.59 74.72 1.03 1 

Y79AA1000150 2545.96 2718.65 2054.54 1.07 0.81 

Y79AA1000153 5666.03 5284.5 5846.98 0.93 1.03 

Y79AA1000166 55.33 54.66 50.83 0.99 0.92 

Y79AA1000179 91.15 94.27 (4.88 1.03 0.71 

Y79AA1000181 46.14 50.95 39.78 1.1 0.87 

Y79AA1000202 588.9 770.83 565.25 1.31 0.96 

Y79AA1000207 188.44 235.03 155.99 1.25 0.83 

Y79AA1000214 266.68 298.79 319.39 1.12 1.2 

Y79AA1000222 86.44 101.81 106.59 1.18 1.23 

Y79AA1000226 82.03 161.73 169.02 1.97 2.06 

Y79AA1000227 48.01 65.96 45.99 1.37 0.96 

Y79AA1000230 31.14 25.61 22.03 1 1 

Y79AA1000231 118.41 136.39 99.08 1.15 0.84 

Y79AA1000239 151.15 168.81 146.2 1.12 0.97 

Y79AA1000258 29.42 44.77 54.63 1.12 1.37 

Y79AA1000268 43.67 51.54 45.57 1.18 1.04 

Y79AA1000269 47.5 40.64 44.86 0.86 0.94 

Y79AA1000270 130.55 110.71 113.31 0.85 0.87 

Y79AA1000280 70.79 81.14 73.63 1.15 1.04 

Y79AA1000285 29.49 30.14 27.66 1 1 

Y79AA1000295 35.22 30.73 33.72 1 1 

Y79AA1000307 18.53 20.75 18 1 1 

Y79AA1000313 49.32 51.4 49.22 1.04 1 

Y79AA1000314 75.77 84.06 101.41 1.11 1.34 

Y79AA1000328 29.85 29.66 36.26 1 1 

Y79AA1000334 23.99 28.51 35.56 1 1 

Y79AA1000342 327.09 366.24 329.71 1.12 1.01 

Y79AA1000346 81.6 47.85 70.26 0.59 0.86 

Y79AA1000347 133.77 102.63 126.89 0.77 0.95 

Y79AA1000349 108.67 107.41 141.16 0.99 1.3 

Y79AA1000355 162.38 124.35 158.8 0.77 0.98 

Y79AA1000368 300.14 326.89 275.96 1.09 0.92 

Y79AA1000388 264.81 244.65 255.31 0.92 0.96 

Y79AA1000392 29.82 42.96 63.94 1.07 1.6 

Y79AA1000405 76.52 90.11 72.49 1.18 0.95 

Y79AA1 000410 344.28 441.37 334.83 1.28 0.97 

Y79AA1000420 51.5 55.34 53.93 1.07 1.05 

Y79AA1000423 99.42 111.57 110.84 1.12 1.11 

Y79AA1000426 48.92 57.41 47.33 1.17 0.97 

Y79AA1000432 31.27 26.61 25.92 1 1 
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Y79AA1000453 79.54 259.3 206.07 3.26 2.59 

Y79AA1O00465 17.15 42 49.86 1.05 1.25 

Y79AA1000469 168.58 190.42 171.96 1.13 1.02 

Y79AA1000480 43.91 47.71 38.1 1.09 0.91 

Y79AA1000502 92.82 78.1 86.82 0.84 0.94 

Y79AA1000521 41.82 34.78 40.15 0.96 0.96 

Y79AA1000534 82.06 125.38 113.59 1.53 1.38 

Y79AA1000538 184.83 261.28 173.89 1.41 0.94 

Y79AA 1000539 354.26 344.61 222.22 0.97 0.63 

Y79AA1000540 26.42 33.12 31.6 1 1 

Y79AA100O560 1601.95 1282.77 1345.84 0.8 0.84 

Y79AA1000574 24.19 29.5 35.63 1 1 

Y79AA1000584 48.15 39.35 38.38 0.83 0.83 

Y79AA1000589 2778.11 2470.23 1588.55 0.89 0.57 

Y79AA1000598 29.48 26.04 21.58 1 1 

Y79AA1000600 114.94 209.4 237.16 1.82 2.06 

Y79AA1000609 31.84 21.28 28.15 1 1 

Y79AA1000618 63.61 66.01 76.25 1.04 1.2 

Y79AA1000627 62.01 61.57 49.97 0.99 0.81 

Y79AA100O636 92.84 80.65 118.18 0.87 1.27 

Y79AA1000649 96.75 123.64 122.08 1.28 1.26 

Y79AA1000656 1766.04 1687.12 1253.96 0.96 0.71 

Y79AA1000673 27.77 24.97 21.2 1 I 

Y79AA1000674 1171.63 1373.94 651.44 1.17 0.56 

Y79AA1000678 36.94 44.09 34.34 1.1 1 

Y79AA1000682 1983.1 1699.68 1530.39 0.86 0.77 

Y79AA1O0O683 49.85 42.48 43.56 0.85 0.87 

Y79AA1000697 242.38 296.34 355.35 1.22 1.47 

Y79AA1000700 43.92 66.94 58.24 1.52 1.33 

Y79AA1000702 139.07 146.21 285.74 1.05 2.05 

Y79AA1000704 18.66 25.29 15.37 1 1 

Y79AA1000705 44.31 44.51 31.94 1 0.9 

Y79AA1000717 75.03 98.74 86.2 1.32 LIS 

Y79AA1000722 41.86 34.12 41.61 0.96 0.99 

Y79AA1000724 72.99 67.48 66.4 0.92 0.91 

Y79AA1000726 33.66 36.24 29.59 1 1 

Y79AA1000734 44.87 42.21 66.46 0.94 1.48 

Y79AA1000748 31.18 25.23 28.06 1 1 

Y79AA1000750 122.85 138.64 121.01 1.13 0.99 

Y79AA1000752 32,8 31.76 33.14 1 1 

Y79AA1000774 66.23 53.85 62.7 0.81 0.95 

Y79AA1000776 26.59 22.27 24.72 1 1 

Y79AA1000777 129.38 122.4 131.92 0.95 1.02 

Y79AA1000778 51.22 36.45 32.48 0.78 0.78 

Y79AA1000782 ' 63.92 63.79 87.96 1 1.38 

Y79AA1000784 52.79 64.69 85.36 1.23 1.62 

Y79AA1 000794 23.36 22.73 19.03 1 1 
Y79AA1000800 29.75 32.72 33.2 1 1 

Y79AA1000802 30.35 26.74 20.73 1 1 

Y79AA1000805 19.03 22.52 16.55 1 1 

Y79AA1000814 106.9 114.58 89.95 1.07 0.84 

Y79AA1000823 158.18 147.37 123.66 0.93 0.78 
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Y79AA1000824 36.55 

Y79AA1000827 72.11 

Y79AA1000831 100.55 

Y79AA1O0O833 2837.13 

Y79AA1000850 56.14 

Y79AA1O0O856 86.17 

Y79AA1000862 21.4 

Y79AA1000876 126.25 

Y79AA1000888 391.22 

Y79AA1000902 91.22 

Y79AA1000935 63.3 

Y79AAI000959 59.37 

Y79AA1000962 36.15 

Y79AA1000963 96.8 
Y79AA1000966 519 

Y79AA1000967 19.89 

Y79AA1000968 80.03 

Y79AA1O0O969 37.01 

Y79AA100O976 14.88 

Y79AA1O00978 51.09 

Y79AA1000985 236.63 

Y79AA1O00989 119.43 

Y79AA1000991 1240.54 

Y79AA10O1O13 1435.44 

Y79AA1001014 59.34 

Y79AA1001019 50.26 

Y79AA1001020 77.34 

Y79AA1001023 30.63 

Y79AA1001030 54.37 

Y79AA1001O35 36.18 

Y79AA1001041 34.02 

Y79AA1001043 104.7 

Y79AA1001048 36.81 

Y79AA 100 1056 83.24 

Y79AA1001061 109.03 

Y79AA1001062 29.05 

Y79AA1001068 155.79 

Y79AA1001073 63.42 

Y79AA1001077 141.08 

Y79AA1001O78 89.83 

Y79AA1001081 52.76 

Y79AA1001088 430.32 

Y79AA1001089 92.85 

Y79AA1001090 67.22 

Y79AA1001105 122.65 

Y79AA1001142 62.73 

Y79AA1001145 99.57 

Y79AA1001162 61.53 

Y79AA 100 1167 22.2 
Y79AA1001176 22.58 
Y79AA 1001 177 33.47 
Y79AA1001179 172.36 



29.44 33.27 1 1 

68.69 52.85 0.95 0.73 

112.39 119.5 1.12 1.19 
2936.23 2467.7 1.03 0.87 

49.87 45.58 0.89 0.81 

85.24 87.41 0.99 1.01 

15.44 14.93 1 1 

128.25 138.28 1.02 1.1 

560.15 327.4 1.43 0.84 

102.61 97.33 1.12 1.07 

75.01 65.76 1.18 1.04 
76.73 60.41 1.29 1.02 
37.57 34.42 1 1 

192.62 232.02 1.99 2.4 
651.66 477.36 1.26 0.92 
292.47 251.96 7.31 6.3 
76.94 75.11 0.96 0.94 

40.02 31.68 1 1 
17.75 13.35 1 1 
73.65 56.87 1.44 1.11 
273.81 258.11 1.16 1.09 
125.67 133.77 1.05 1.12 

994.5 880.71 0.8 0.71 
1460.4 1293.41 1.02 0.9 

57.2 61.99 0.96 1.04 

49.6 55.51 0.99 1.1 

83.75 108.42 1.08 1.4 
37.84 28.21 1 1 
72.86 67.84 1.34 1,25 
52.22 60.57 1.31 1.51 
26.39 39.75 1 1 
132.62 114.65 1.27 1.1 
40.02 39.21 1 1 
70.9 78.16 0.85 0.94 
110.8 115.01 1.02 1.05 

40.37 33.85 1.01 1 

171.69 179.73 1.1 1.15 

240.36 260.57 3.79 4.11 
122.58 123.69 0.87 0.88 

99.86 113.12 1.11 1.26 

53.5 48.66 1.01 0.92 
406.89 460.33 0.95 1.07 

116.61 115.46 1.26 1.24 
69.72 59.84 1.04 0.89 

110.5 72.39 0.9 0.59 

127.62 148.35 2.03 2.36 
109.62 105.59 1.1 1.06 
55.57 54.52 0.9 0.89 

27.76 22.05 1 1 
13.4 14.3 1 1 

34.18 31.87 1 1 • 
288.96 209.97 1.68 1.22 
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Y79AA1001185 


4.57 


59.88 


4.92 


1.5 


1 


Y79AA1001201 


75.33 


82.93 


99.95 


1.1 


1.33 
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1.07 


1.21 
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98.62 


1.1 


1.01 
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95.32 
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78.99 
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0.83 


Y79AA1001216 
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1.03 


1.15 


Y79AA1 001228 


81.54 
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78.83 


1.06 


0.97 


Y79AA1001233 


24.91 


19.52 


21.84 


1 


1 


Y79AA1001236 


41.43 


68.09 


69.24 


1.64 


1.67 


Y79AA 100 1239 


66.08 


63.52 


79.5 


0.96 


1.2 


Y79AA1001240 


40.45 


44.69 


30.33 


1.1 


0.99 


Y79AA1001255 


209.03 


243.4 


327.16 


1.16 


1.57 


Y79AA1001264 


77.47 


114.96 


155.28 


1.48 


2 


Y79AA1001272 


94.67 


108.27 


133.39 


1.14 


1.41 


Y79AA1001281 


18.21 


17.06 


16.63 


1 


1 


Y79AA1001299 


84.16 


104.65 


104.16 


1.24 


1.24 


Y79AA1001312 


29.58 


27.93 


24.52 


1 


1 


Y79AA1001319 


50.23 


74.51 


92.58 


1.48 


1.84 


Y79AA1001323 


29.99 


42.34 


39.19 


1.06 


1 


Y79AA1 001328 


54.08 


55.7 


41.63 


1.03 


0.77 


Y79AA1001343 


4712.62 


5708.31 5950.25 1.21 1.26 


Y79AA1001351 


30.34 


22.22 


24.29 


1 


I 


Y79AA1001364 


57.23 


72.81 


54.68 


1.27 


0.96 


Y79AA1001367 


33.46 


28.07 


29.13 


1 


1 


Y79AA10O1384 


16.59 


11.98 


21.5 


1 


1 


Y79AA1001391 


22.75 


18.1 


18.89 


1 


1 


Y79AA1001394 


107.41 


106.15 


85.41 


0.99 


0.8 


Y79AA1001402 


88.44 


106.63 


80.2 


1.21 


0.91 


Y79AA1001410 


31.55 


32.32 


27.63 


1 


1 


Y79AA1001414 


89.66 


99.17 


102.16 


1. 11 


1.14 


Y79AA1001426 


26.19 


30.96 


29.42 


1 


1 


Y79AA1001427 


944.35 


1175.39 


1 818.75 


1.24 0.87 


Y79AA1001430 


62.12 


77.68 


66.7 


1.25 


-1.07 


Y79AA1001439 


106.67 


110.26 


142.44 


1.03 


1.34 


Y79AA 100 1485 


46.51 


42.89 


31.32 


0.92 


0.86 


Y79AA1001493 


35.54 


24.61 


23.88 


1 


1 


Y79AA1001511 


57.74 


65.35 


93.44 


1.13 


1.62 


Y79AA1001523 


37.34 


66.39 


30.87 


1.66 


1 


Y79AA1001530 


106.49 


109.86 


93.6 


1.03 


0.88 


Y79AA1001532 


99.42 


111.62 


100.16 


1.12 


1.01 


Y79AA1001533 


64.49 


53.61 


44.36 


0.83 


0.69 


Y79AA1001541 


23.65 


33.4 


31.44 


1 


1 


Y79AA1001548 


180.15 


182.1 


165.86 


1.01 


0.92 


Y79AA1001555 


57.85 


54.82 


39.03 


0.95 


0.69 


Y79AA 100 1562 


159.81 


149.99 


152.18 


0.94 


0.95 


Y79AA1001581 


54.55 


60.53 


50.36 


1.11 


0.92 


Y79AA 100 1585 


96.52 


98.24 


79.13 


1.02 


0.82 


Y79AA1001592 


62.47 


- 74.66 


67.17 


1.2 


1.08 


Y79AA1001594 


. 6.58 


7.46 


4.36 


1 


1 


Y79AA1001603 


1371.88 


1354.64 1311.51 0.< 


99 0.96 


Y79AA1001613 


41.9 


47.86 


41.96 


1.14 


1 


Y79AA1001630 


21.43 


17.4 


21.48 


1 


1 
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Y79AA1001647 76.41 83.21 65.45 1.09 0.86 

Y79AA1001664 87 149.39 85.61 1.72 0.98 

Y79AA1001665 46.95 45.27 52.61 0.96 1.12 

Y79AA1001679 226.19 250.68 232.31 1.11 1.03 

Y79AA1001692 36.23 50.52 46.28 1.26 1.16 

Y79AA1001696 14.49 20.08 15.55 1 1 

Y79AA1001705 28.44 37.49 24.51 1 1 

Y79AA1001711 93.7 115.28 83.78 1.23 0.89 

Y79AA1001717 21.82 24.44 17.74 1 1 

Y79AA1001719 56.65 50.42 51.8 0.89 0.91 

Y79AA1001727 63.97 82.15 75.03 1.28 1.17 

Y79AA1001750 201.52 244.27 213.32 1.21 1.06 

Y79AA1001760 1525.14 1826.08 1836.66 1.2 1.2 

Y79AA1001777 27.57 • 22.01 20.75 1 1 

Y79AA1001781 14.2 10.34 11.67 1 1 

Y79AA1001787 34.67 32.77 31.46 1 1 . 

Y79AA1001793 490.12 500.64 415.02 1.02 0.85 

Y79AA1001795 20.82 15.64 16.66 1 1 

Y79AA1001799 63.3 90.19 82.19 1.42 1.3 

Y79AA1001800 206.49 248.75 358.98 1.2 1.74 

Y79AA1001801 59.81 46 44.71 0.77 0.75 

Y79AA1001803 32.78 24.73 24.59 1 1 

Y79AA1001805 93.54 111.29 88.98 1.19 0.95 

Y79AA1001807 156.64 104.4 119.1 0.67 0.76 

Y79AA1001827 54.55 36.34 49.28 0.73 0.9 

Y79AA1001846 90.02 81.03 88.49 0.9 0.98 

Y79AA1001848 46.02 35.28 38.62 0.87 0.87 

Y79AA1001853 54.99 60.14 72.48 1.09 1.32 

Y79AA1001863 55.19 71.44 82.39 1.29 1.49 

Y79AA1001866 73 77.51 62.79 1.06 0.86 

Y79AA1001874 12.88 7.85 8.7 1 1 

Y79AA1001875 92.9 99.69 99.18 1.07 1.07 

Y79AA1001907 1093.88 755.57 1038.49 0.69 0.95 

Y79AA1001908 28.59 18.2 21.42 1 1. 

Y79AA1001923 40.94 40.51 35.36 0.99 0.98 

Y79AA1001927 54.84 54.43 48.17 0.99 0.88 

Y79AA1001930 25.74 40.86 42.58 1.02 1.06 

Y79AA1001932 97.69 98.39 84.63 1.01 0.87 

Y79AA1001933 57.63 46.41 44 0.81 0.76 

Y79AA1001942 37.83 42.2 33.88 1.06 1 

Y79AA1001963 342.06 324.07 294.47 0.95 0.86 

Y79AA1001968 133.87 148.65 174 1.11 1.3 

Y79AA1001983 31.53 29.07 29.92 1 1 

Y79AA1002000 38.81 38.99 47.02 1 1.18 

Y79AA1002004 37.99 102.36 131.4 2.56 3.29 

Y79AA1002008 90.25 65.44 54.66 0.73 0.61 

Y79AA1002012 127.69 126.92 98.41 0.99 0.77 
Y79AA1002017 12.63 3.46 2.78 1 1 

Y79AA1002022 130.63 151.97 106.29 1.16 0.81 

Y79AA1002027 31.61 32.98 29.25 1 1 

Y79AA1002050 45.8 38.26 51.32 0.87 1.12 

Y79AA1002058 1897.19 1240.87 921.95 0.65 0.49 
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Y79AA 1002060 


63.24 


95.77 


121.69 


1.51 


1.92 


Y79AA 1002062 


138 95 


173.15 


116.65 


1.25 


0.84 


Y79AA1002065 


241.79 


213.59 


256.71 


0.88 


1.06 


Y79AA 1002067 


69 44 


85.04 


88.86 


1.22 


1.28 


Y7 A AA10090nQ 


99 4S 


14.55 


11.72 


1 


1 


Y7QAA1 009070 


9Q0 91 


261.7 


420.51 


0.9 


1.45 




A! QA j?s 


4322.02 3500.57 0.9 0.73 


V70 A A 1 00907 A 


91 09 

z^.yz 


22.89 


30.01 


1 


1 


Y7Q A A 1 O090R1 


19 A4 


25.47 


18.78 


1 


1 


V7Q A A 1 0090ftA 


jo.y^ 


47.45 


58.61 


0.83 


1.03 


V7Q A A 1 0090S A 


9Q QC 

zy.yo 


30.26 


23.7 


1 


1 


V*70 A A 1 AA7AB7 


Oqa Q/t 


473.89 


305.27 


1.39 


0.9 


V*70 A A 1 AA7 aq a 
I /yAAlUUZUoy 


05.5 / 


68.96 


66.81 


1.08 


1.05 


V7A A A 1 AAOArtO 

l /VAAlUUzUyj 


/I C /CO 

45.69 


38.45 


36.91 


0.88 


0.88 


V7Q A A 1 aao 1 A 1 

Y /yAAlOOzlOl 


1 a a i 
ly.ol 


22.84 


19.2 


1 


1 


V7A A A 1 AAO 1 A1 

Y /9AA100zl03 


3/.D1 


37.75 


35.74 


1 


1 


I /9AA100zll5 


AO *> 

48.3 


60.52 


68.39 


1.25 


1.42 


vnn a a i nnn i o i 
Y /9AA100zl21 


50.52 


36.73 


32.42 


0.79 


0.79 


V"70 A A 1 AAI IOC 

Y /yAAlU0zlz5 


ol.o5 


86.76 


79.2 


1.06 


0.97 


■w-^i A A A t AA1 1 OA 

Y79AA 1002 129 


OO ^O 

33.63 


31.52 


18.59 


1 


1 


vto a a 1 aao i o i 

Y79AA1002131 


oa 

20.65 


14.34 


20.31 


1 


1 


vnn a a i aao ion 
Y79AA 1002 139 


31.44 


25.87 


27.48 


1 


1 


VIA A A 1 AAO 1>4/l 

Y79AA 1002 144 


138.16 


90.77 


145.45 


0.66 


1.05 


Y79AA1002177 


53.67 


57.36 


47.56 


1.07 


0.89 


virt a a 1 aao im 

Y79AA1002183 


168.93 


154.43 


165.5 


0.91 


0.98 


Y79AA 1002202 


111.2 


133.56 


100.48 


1.2 


0.9 


Y79AA 1002204 


35.34 


28.87 


17.92 


1 


1 


Y79AA 1002206 


28.51 


22.35 


18.61 


1 


1 


Y79AA 1002208 


36.92 


36.47 


44.08 


1 


1.1 


Y79AA1 002209 


48.12 


45.04 


49.5 


0.94 


1.03 


Y79AA1002210 


29.11 


36.94 


29.41 


1 


1 


t/'OA A A t AAOO 1 1 

Y79AA 10022 11 


57.36 


63.16 


52.25 


1.1 


0.91 


VIA A A 1 AAOO 1 T 

Y79AA 10022 13 


133.51 


136.73 


123.74 


1.02 


0.93 


Y /9AA1002215 


1 Oft O 1 

139.31 


112.01 


119.56 


0.8 


0.86 


VIOA A 1 AAOOOA 

Y /y/VA lUUzzzO 


£.d TfA 

oy.79 


59.74 


58.27 


0.86 


0.83 


Y /yAAJUOzzZD 


A 1 OA 

91.29 


74.46 


87.97 


0.82 


0.96 


V7QA A 1AA7000 

i /yAAiouzzzy 


1/1 OA 

54.zy 


24.76 


28.27 


1 


1 


V7 A A A 1 C\iY)^1A 

Y /9AA100zz34 


i/i c:o 
34.32 


56.44 


51.95 


1.41 


1.3 


I /9AA1UUZZ0J 


/3.5o 


67.73 


74.78 


0.92 


1.02 


V70 A A IftfYJIAA 

i /y/\i\iuuzz*fo 


JU. /d 


51.58 


35.73 


1.02 


0.79 


V70 A A 1 0099^.0 

i /y/\Aiuuzzjo 


/TO 1 e 

Dj. 1 J 


82.64 


90.15 


1.31 


1.43 


V70A A 1 AA977Q 

i /yAAiwzz/y 


IZZ.lo 


148.88 


110.84 


1.22 


0.91 


Y70A A 1009909 


Dl.*fZ 


72.22 


67.83 


1.18 


1.1 


V70 A A 1 00990ft 

i /yAAiuuzzyo 


10 fit 


43.55 


30.57 


1.09 


1 


Y70 A A 1 009107 


19 77 
jZ. / / 


30.65 


23.26 


1 


1 


Y79AA1002309 


18.06 


24.11 


13.63 


1 


1 


Y79AA1002311 


53.31 


57.19 


84.46 


1.07 


1.58 


Y79AA1002334 


35.05 


38.07 


31.31 


1 


1 


Y79AA1002351 


42.13 


61.09 


58.56 


1.45 


1.39 


Y79AA1 002355 


48.88 


42.39 


40.68 


0.87 


0.83 


Y79AA1002361 


87.11 


88.66 


76.9 


1.02 


0.88 


Y79AA1002365 


38.75 


24.26 


20.53 


1 


1 
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Y79AA1002373 43.96 

Y79AA1002376 3080.78 

Y79AA1002378 73.33 

Y79AA1002381 248.36 

Y79AA 1002388 118.82 

Y79AA1002399 36.12 

Y79AA1002407 57.84 

Y79AA1002413 78.77 

Y79AA1002416 34.3 

Y79AA1002429 67.91 

Y79AA1002431 24.66 

Y79AA1002433 27.12 

Y79AA1002445 78.66 

Y79AA1002461 29.04 

Y79AA1002466 882.69 

Y79AA1002471 53.74 

Y79AA1002472 121.95 

Y79AA1002474 53.33 

Y79AA1002482 103.36 

Y79AA1002487 30.92 

Y79AA1002490 101.4 

Y79AA1002493 107.88 

ZRV6C1006278 46.63 



55.06 28.34 1.25 0.91 
3824.05 4481.1 1.24 1.45 

93.61 68.22 1.28 0.93 
288.51 304.13 1.16 1.22 
135.82 129.37 1.14 1.09 

30.1 32.87 1 1 
42.82 52.54 0.74 0.91 
81.36 87.31 1.03 1.11 

30.2 51.99 1 1.3 
69.81 80.19 1.03 1.18 
21.16 23.98 1 1 
18.11 23.63 1 1 
54.58 73.75 0.69 0.94 

24.84 32 1 1 
904.65 782.53 1.02 0.89 
51.26 68.91 0.95 1.28 
127.4 127.11 1.04 1.04 

40.85 47.18 0.77 0.88 
111.11 116.07 1.07 1.12 
25.8 32.51 1 1 
90.92 90.54 0.9 0.89 
125.54 105.75 1.16 0.98 
30.08 32.23 0.86 0.86 



Table 186 

Expression of each cDNA in undifferentiated NT2 cells, in NT2 cells cultured in the presence 
of retinoic acid, or in NT2 cells that were cultured in the presence of retinoic acid and then 
further cultured in the presence of cell-division inhibitor added (This table also contains clones 
without description in Examples) 

In the table, NT2, NT2_RA, and NT2_RA_INHIB represent untreated NT2 cells, retinoic 
acid-treated NT2 cells, and retinoic acid/inhibitor-treated NT2 cells, respectively. The assay 
was performed in triplicate (n=3), and each result was shown in the column of exp. 1 , exp.2, or 
exp.3. In addition, "t-test N/R" and "t-test N/I" represent results of test for significance of 
difference between the untreated cells and the retinoic acid-treated cells, and between the 
untreated cells and the retinoic acid/inhibitor-treated cells, respectively. ..The results of the test 
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are shown in the columns of *:p<0.05 and **:p<0.01. 
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2.75 
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1.86 
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Z89 
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ADRGL1000077 


13.48 
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+ 






ADRGL1000092 
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9.97 


332 
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5.86 


6.61 
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5.49 
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5.24 
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7.16 
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3.41 
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4.67 


4.25 
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ADRGL1000171 
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4.19 


4.37 


2.55 


3.88 


3.45 
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5.1 
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2.6 


3.16 


4.06 


2.97 


2.64 


3.06 


3.44 






| 




BGGIH000015 


13.95 
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6.72 
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9.19 


10.24 


9.94 


10.66 


10.13 






i 




BGGIH000016 


15.49 
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11.38 


8.72 
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539 


5.9 










BGGI11000031 


4.71 


Z16 


Z74 


4.09 


3.29 


3.96 


4,02 


3.67 


2.33 










BGGI11000042 


6.37 


5.24 


3.74 


5.63 


6.22 


436 


4.66 


5.2 


4.04 






— y 




BGGI11000046 


19.01 


1Z57 


9.23 


12.39 


15.7 


12.37 


8.8 


10.92 


9.17 










BNGH41000020 


. 859 


910.1 


603 


164 


319.2 


267.4 


638.2 


771.6 


845.4 




- 






BNGH41000Q25 


5.35 


2.06 


Z09 


Z76 


Z76 


3.77 


4.23 


Z01 


3.06 










BNGH41000026 


16.2 


7.69 


7.05 


934 


11.37 


9.66 


10.13 


7,16 


10.71 










BNGH41000027 


2.31 


2.18 


Z5 


2.9 


3.01 


2.82 


3.68 


3.48 


4.21 


** 


+ 






BNGH41000035 


14.57 


8.83 


9.36 


10.92 


935 


14.75 


15.02 


15.18 


1Z2 










BNGH41000037 


10.56 


7.46 


6.2 


8.16 


9.21 


6.42 


3.37 


5.45 


4.98 










BNGH41O00O42 


77.1 


50.85 


58.45 


47.64 


53.39 


62.67 


28.12 


35,48 


23.44 






* * 


- 


BNGH41000O48 


3.5 


2.19 


1.91 


4.28 


Z87 


2.4 


1.63 


3.01 


1.78 










BNGH41000056 


237 


Z01 


1 


1.91 


Z63 


2.15 


1.41 


2.4 


1.79 










BNGH41000087 


9.84 


5.84 


5.53 


12.49 


10.24 


10.25 


11.74 


9.68 


833 










BNGH41000091 


337 


2.59 


1.21 


3.29 


3.01 


135 


2.95 


237 


Z13 






— i 




BNGH41000157 


10,63 


5.64 


6.15 


833 


9.05 


7.74 


6.38 


6.68 


5.75 










BNGH41000169 


3.77 


4.34 


3.82 


4.9 


3.48 


332 


3.4 


4.16 


4.19 










BNGH41000181 


Z47 


139 


1.84 


2.93 


Zl 


1.8 


1.7 


Z66 


139 










BNGH41000198 


8.13 


4.64 


3.79 


5.48 


4.35 


5.59 


4.3 


4.15 


4.35 










BNGH41000219 


9.61 


3.92 


4.87 


4.17 


5.29 


5.45 


5.24 


7.12 


7.13 






— — 




BNGH41000229 


19.61 


13.28 


8.68 


10.86 


11.27 


9,36 


7.9 


95 


10.85 






— 




BNGH41000237 


10.9 


5.47 


6.45 


6.65 


6.97 


7.79 


636 


6.25 


5.44 






— 




BNGH41000238 


4.58 


7 


3.45 


5.91 


4.68 


4,34 


433 


5.44 


4.22 






— 




BN GH41 000243 


13.85 


8.69 


8.48 


10.19 


9.71 


8.97 


8.23 


4.87 


5.54 










BNGH41000270 


5.83 


2.62 


2.35 


Z3 


3.05 


3.44 


239 


3.49 


1.3 










BRAWH1000004 


4.19 


2.83 


2.48 


5.04 


3.15 


3.26 


1.44 


3.45 


2.05 










BRAWH1000018 


4.85 


1.95 


2.29 


7.47 


8.8 


8.85 


8.68 


6.61 


7.96 


** 


+ 


* 


+ 


BRA WH 1000021 


6.52 


5.06 


5.87 


5.09 


6.94 


6.44 


Z89 


6.23 


4.28 










BRAWH1000027 


11.64 


8.86 


7.19 


8.24 


10.39 


1131 


5.58 


7.13 


8.24 










BRAWH100O029 


9.58 


5.15 


352 


6.01 


6.72 


6 


5.08 


5.12 


5.84 










BRAWH1000040 


4.6 


1.89 


1 2.14 


Z92 


Z71 


2.7 


2.92 


Z5 


3.01 










BRAWH1000050 


11.48 


4.95 


5.19 


9,74 


7.25 


8.62 


8.25 


8.09 


8.93 








— 


BRAWH1000051 


8.18 


3.93 


3.19 


6.15 


5.72 


6.02 


5.01 


4.251 4.44 








i 
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BRAWH1000060 


2.9 


2.93 


1.8 


3.46 


335 


2.78 


2.07 


3.22 


2.32 










BRAWH1000075 


2.06 


1.78 


1.17 


2.08 


2.99 


2.28 


1.92 


Z13 


Z14 










BRAWH1000081 


436 


1.87 


2.1 


2.75 


2.22 


Z25 


1.42 


Z46 


1.85 










BRAWH1000084 


26.93 


16.26 


13.57 


2337 


33.3 


27.71 


19.86 


27.26 


24.74 










BRAWH1000095 


11.47 


5.88 


3.86 


6.15 


6.04 


6.04 


6.03 


4.2 


5.03 










BRAWH1000096 


7.17 


5.2 


3.04 


5.76 


6.13 


4.73 


635 


5.93 


7.43 










BRAWH1000097 


7.61 


5.42 


4.3 


8.36 


937 


10.77 


5.92 


6.56 


7.12 


* 








BRA WH 1000100 


235 


2.26 


1.29 


3.27 


4.09 


3.18 


3.47 


3.17 


3.82 


» 


+ 


ft 




BRAWH1000101 


15.93 


5.73 


7.58 


15.78 


16.69 


15.33 


1038 


7.98 


10.75 










BRAWH1000I04 


1.83 


1.99 


1.25 


3.05 


231 


2.64 


0.9 


2.83 


2.28 




+ 






BKAWH1000107 


5.24 


3.06 


Z55 


3.69 


4.48 


3.14 


231 


6.62 


234 










BRAWH1000110 


37.02 


23.89 


17.95 


52.01 


48.45 


48.78 


25.83 


19.88 


30.82 


• 


+ 






BRAWH1000111 


13.78 


8.87 


6.05 


12.15 


10.84 


10.06 


10.64 


8.06 


9.74 










BRAWH1000135 I 


11.51 


6.6 


6.16 


7.34 


6.27 


6.18 


7.86 


5.16 


9.04 










BRAWH1000190 


5.57 


3.61 


3.06 


4.88 


4.05 


4.63 


4.28 


3.62 


5.01 










HEMBA1000005 ! 


2.17 


2.36 


239 


339 


3.26 


3.09 


231 


1.69 


3.76 


•* 


+ 






HEMBA1000006 


4.88 


4.08 


3.07 


5.64 


5.07 


4.69 


3.89 


4.34 


3.69 










HEMBA1000012 


7.67 


9.97 


9.83 


7.99 


7.06 


6.98 


335 


5.22 


3.46 






**' 




HEMBA1000020 


27.06 


1436 


16.3 


24.94 


23.65 


29.76 


15.51 


1438 


1735 










HEMBA1 000030 


7.2 


6.04 


437 


4.93 


6.66 


4.71 


4.8 


4.96 


7.17 










HEMBA1000034 


5.42 


3.03 


3.13 


3.92 


5.81 


535 


2.45 


2.65 


535 










HFMRA1 000642 


10.53 


5.34 


5.29 


12.34 


15.71 


1533 


6.74 


5.14 


8.81 


* 








HF MR A 1000045 


3.35 


1.45 


2 


3.11 


2.27 


3.63 


2.78 


2.42 


Z82 










HFMBA1 000046 


4.44 


3.21 


3.62 


634 


8.01 


11.1 


5.61 


539 


6.03 


• 


+ 


** 


+ 


HFMRA 1 000047 


3.38 


2.86 


1.36 


3.03 


Z25 


Z95 


Z29 


1.9 


1.25 










urxiDA 1A0(|A48 


6l35 


3.98 


4.34 


16.75 


14.72 


14.62 


7.09 


8.13 


7.75 


•* 


+ 


• 


+ 


hfmr A 1 000050 


1.73 


0.67 


036 


1.86 


1.47 


1.56 


132 


2.71 


1.56 










nriufl a i nofl051 




1 5 


138 


2.81 


3.5 


3.13 


237 


1.92 


337 


• 








If CM R A 1 (10001(0 


d 78 
*». to 


% IK 


2.77 


4.56 


4.67 


439 


3.9 


4.27 


4.27 










HFMR A 1 000072 


71.82 


55.54 


44.63 


47.17 


62.62 


63.43 


25.66 


24.24 


32.66 






« 




HFMR A1 000073 


2.41 


1.46 


1.48 


2.36 


235 


2.6 


1.84 


2.72 


Z72 










irrvfij a l (10007/1 


in rn 


11.17 


835 


27.94 


21.02 


20.27 


16.4 


9.49 


15.31 


•* 








HfMRAI 000084 


3.64 


2.86 


3.72 


4.85 


4.96 


4.11 


5.09 


5.98 


4.83 


* 


+ 


* 




HFMRA1000087 


3.12 


2*56 


2.1 


4.7 


3.46 


238 


Z59 


4.09 


3.28 










HFM RA lOOOOftft 


1.57 


0.55 


0.65 


1.47 


0.74 


0.92 


1.69 


Z19 


Z78 






ft 


4- 


HF MBA 1000091 


7.82 


3.65 


338 


5.14 


4.68 


532 


5.87 


j 2.69 


5.02 










HFMRAI 00011 1 


3.34 


2.33 


Z42 


4.87 


539 


5.9 


! 3.66 


337 


3.36 


** 


+ 






HEMBA 1000121 


3.69 


2.19 


1.8 


4.54 


7.02 


639 


3.95 


33 


432 


* 


•f 






HEMBA 10001 2S 


4.07 


1.73 


1.88 


3.07 


3.61 


4.19 


4.82 


5.85 


5.45 






ft 


+ 


HEMBA1 000129 


4.83 


2.28 


Z77 


2.81 


3.65 


1 339 


2.57 


Z73 


3.94 










HEMBA1 000141 


2.71 


Z09 


1.62 


4.16 


Z77 


4.01 


Z77 


3.67 


1.66 


* 








HEMBA1 000146 


2.9 


13 


1.8 


2.65 


Z28 


1.73 


1.61 


3.65 


1.85 










HEMBA1000150 


26.65 


13.33 


17.02 


3139 


35.61 


38.63 


19.78 


16.66 


26.75 


• 








HEMBA1000154 


36.53 


16.72 


17.93 


24.12 


2335 


16.21 


9 


9.29 


13.92 










HEMBA1000156 


12.63 


7.55 


7.2 


12.13 


11.18 


10.85 


5.44 


6.27 


1032 










HEMBA1000158 


14.24 


5.92 


4.83 


1537 


17.46 


14.26 


10.9 


1Z16 


12.71 










HEMBA1000168 


10.07 


5.72 


538 


8.47 


10.06 


8.07 


7.36 


7.05 


5.56 










HEMBA1000180 


3.67 


1.14 


1.34 


3.4 


Z55 


2.88 


1.78 


Z08 


2.49 










HEMBA1000185 


9.44 


4.05 


4.26 


1135 


10.93 


1036 


7.42 


53 


5.94 


• 


+ 






HEMBA1000188 


2.86 


1.61 


0.93 


2.94 


Z3f 


3.1 


137 


1.5S 


1.71 










HEMBAI000193 


1.23 


' 0.5* 


0.24 


1.37 


0.85 


0.82 


0.26 


033 


0.45 










HEMBA1000194 


11.05 


> 435 


5.41 


17.15 


n.e 


> 13.81 


11.0? 


I 8.03 


17.29 


• 


+ 






HEMBA1000201 


333 


I 1.5 


> 1 75 


> 4.07 


2.62 


I Z46 


zw 


> Z6S 


2.83 










HEMBA1000213 


1 2.: 


I 0.91 


0.97 


' 1.85 


; 2.6< 


> 1.8$ 


> 1.72 


! 1.64 


1.67 










HEMBA1000216 


4.31 


5 3.5! 


\ 3.4S 


) 7.1 


L 6.o: 


I 3.1 


3.4< 


i 3.84 


\ 4.14 










HEMBA1000227 


6.9: 


3 1.9* 


> 2.9f 


5 5.3* 


r 3.71 


3.95 


> 3.& 


t 2.5! 


f 3.6f 
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HEMBA1000231 


5.77 


4.79 


1.39 


5.73 


5.06 


5.05 


2.57 


4.02 


3.83 










HEMBA1000237 


10.5 


9.41 


7.28 


13.8 


14.47 


14.03 


8.59 


13.21 


9.08 




+ 






HEMBA1000243 


4.4 


2.18 


1.57 


4.11 


5.36 


4.88 


3.72 


339 


3.4 










HEMSA1000244 


11.09 


6.03 


5.16 


9.66 


7.12 


62 


9.02 


6.06 


9.63 










HEMBA1000251 


2.83 


2.17 


1.02 


Z88 


4.48 


Z64 


1.69 


Z92 


2.44 










HEMBA1000254 


5.6 


3.06 


Z15 


6.61 


5.66 


5.33 


3.44 


3.21 


4.84 










HEMBA1000264 


3.12 


2.38 


1.29 


3 


Z42 


Z07 


Z39 


1.18 


3.05 










HEMBA1000269 


3.15 


2,65 


1.66 


4.09 


3.3 


L89 


1.88 


1.49 


1.6 










HEMBA1000275 


10.1 


8.27 


6.59 


1Z65 


1Z4 


13.32 


7.47 


7.72 


5.65 


* 


+ 






HEMBA1O0O28O 


2.4 


1.67 


1.86 


3.2 


3.34 


Z25 


0.92 


2.83 


1.47 










HEMBA1000282 


4.3 


2.15 


1.99 


8.2 


7.71 


7.54 


4.05 


3.59 


4.68 


•* 


+ 






HEMBA1000287 


6.5 


5 


3.8 


6.66 


6.95 


7.33 


6.19 


6.14 


4.66 










HEMBA1000288 


4.22 


5.47 


1.6 


5.44 


4.7 


5.08 


3.8 


Z7 


3.03 










HEMBA1000290 


Z44 


1.68 


1.41 


3.3 


2.07 


Z24 


2.46 


137 


1.82 










HEMBA1000296 


4.58 


3.23 


3.04 


3.88 


4.57 


3.87 


2.97 


3.13 


3.49 










HEMBA1000300 


7.18 


7.47 


4.77 


15.63 


1Z41 


11.86 


8.05 


9.96 


6.36 


** 


+ 






HEMBA1000J02 


2.87 


1.87 


1.42 


2.86 


Z56 


2.8 


1.34 


Z59 


137 










HEMBA1000303 


12.63 


6.43 


5.95 


8.6 


9.24 


832 


6.4 


831 


7.91 










HEMBA100Q3O4 


5.94 


4.85 


Z91 


8.58 


10.98 


8.79 


6.22 


5.73 


536 


* 


+ 






HEMBA 1000307 


335 


Z83 


1.79 


732 


6.27 


5.03 


537 


4.79 


3.97 


* 


+ 


* 


+ 


HEMBA1000312 


7.59 


5.13 


7.25 


13.4 


935 


10.01 


7.66 


6.43 


8.25 


* 


+ 






HEMBA100Q318 


4.73 


3.46 


Z76 


7.07 


634 


4.78 


4.52 


5.17 


4.75 










HEMBA1000327 


4.9 


14.95 


Z36 


5.69 


8.99 


5.72 


3.18 


5.4 


3.63 










HEMBA1000333 


2.68 


1.29 


0.21 


239 


1.6 


138 


2.24 


133 


1.95 










HEMBA1000338 


7.1 


5.92 


3.55 


10.42 


12.67 


10.27 


5.82 


7.1 


5.05 


* 








HEMBA1000343 


4 


2.99 


Z01 


Z63 


3.79 


2.89 


1.22 


Zl 


1.84 










HEMBA1000349 


3.15 


Z72 


2.94 


1.9 


338 


2.84 


1.58 


1.8 


2.44 






* 




HEMBA1000351 


12.26 


4.06 


r 4.63 


9.54 


11.2 


9.66 


5.66 


5.25 


4.95 










HEMBAI000355 


5.83 


4.02 


3.82 


5.03 


5.09 


4.09 


3.9 


3.77 


4.2 










HEMBA1000356 


8.5 


4.16 


3.88 


9.66 


6 


7.29 


7.01 


5.23 


5.35 






| H 




HEMBA100Q357 


636 


2.11 


3.61 


7.55 


7.35 


8.12 


3.8 


336 


333 


• 








REMBA100Q366 


2.01 


1.56 


0.82 


Z54 


1.86 


2.67 


1.26 


Z04 


1.96 










HEMBA1000369 


7.61 


3.99 


4.13 


5.06 


4.64 


5.24 


3.29 


3.78 


339 










HEMBA1000370 


1.94 


1.23 


1.23 


3.73 


3.06 


3.01 


1.19 


2.46 


1.97 


** 


+ 






HEMBA1 000376 


5.48 


4.4 


4.48 


8.19 


9.77 


8.68 


4.81 


5.75 


4.74 


** 








HEMBA1000387 


6.72 


4.8 


4.24 


12.88 


11.31 


8.93 


7.04 


6.86 


7.9 


* 


+ 






HEMBA1000389 


6.41 


4.31 


3.18 


5.44 


5.19 


3.87 


3.91 


4.16 


5.13j 










HEMBA100G390 


2.89 


3.46 


Z42 


Z82 


Z5 


3.02 


235 


Zl 


236 










HEMBA100Q392 


1.66 


1.01 


0.96 


Z76 


Z9 


2.64 


1.17 


Z08 


1.89 


** 


+ 






HEMBA1O0O396 


2.67 


1.46 


1.17 


3.48 


2.29 


1.9 


Z07 


Z04 


Z6 










HEMBA1 000411 


2.73 


2.11 


2 


Z49 


Z83 


1.98 


1.3 


238 


1.84 










HEMBA1000418 


2.29 


Z59 


1.6 


3.21 


4.57 


Z67 


2.11 


3.04 


Z45 










HEMBA1000422 


5.88 


3.82 


Z78 


5.71 


5.46 


6.46 


Z91 


5 


3.36 










HEMBA100O428 


2.98 


1.47 


I 


5.92 


5.67 


4.87 


336 


3.17 


3.89 


** 


+ 






HEMBA1000434 


0.46 


1.18 


0.48 


1.51 


2.2 


1.01 


1.46 


136 


1.4 






• 


+ 


HEMBA1000442 


1.91 


1.74 


Z18 


1.99 


r Z71 


Z66 


1.77 


2.2 


1.7 










HEMBA1000443 


5.28 


4.21 


Z77 


4.95 


5.35 


7.43 


4.57 


4.71 


4 










HEMBA1000446 


15.47 


8.43 


7.47 


8.86 


8.46 


9.56 


8.97 


838 


10.15 










HEMBA1000456 


7.87 


3.87 


5.62 


1Z88 


11.2 


12.65 


6.87 


8.86 


1032 


#* 


+ 






HEMBA1000459 


3.86 


2.75 


1.81 


4.89 


5.61 


4.96 


2.29 


3.47 


3.74 










HEMBA1000460 


2.95 


1.91 


1.24 


1.69 


3.46 


2.84 


3.05 


Z46 


5.23 










HEMBA1000462 


17.16 


10.03 


4.79 


13.14 


13.57 


10.69 


11.49 


13.69 


11.75 










HEMBA10OO464 


1.23 


1,41 


0.6 


1.41 


1.89 


0.9 


1.32 


1.26 


0.96 










HEMBA1000468 


1.87 


1.63 


0.67 


3.5 


1.61 


1.75 


2.85 


Z43 


2.2 










HEMBA1000469 


4.36 


Z95 


2.67 


7.93 


8.36 


9.97 


539 


4.1 


4.79 


*• 


+ 


L 




HEMBA1000477 


6.04 


238 


Z34 


5.17 


5.61 


5.34 


6 


5.59 


6.01 
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»» 


4 
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4 
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6.07 
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+ 
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3.78 
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13.9 


73 


5.63 
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1.91 
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6.49 


637 


7.65 
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1331 


13.79 


6.16 


6.12 


6.47 










HEMBA1002712 


5.57 


3.22 


3.91 


7.46 


9.02 


7.13 


2.62 


3.73 


3.7 


* 








HEMBA1002715 


7.56 


4.05 


6.71 


7.13 


9.71 


10.17 


4.38 


6.93 


5.48 











500 



EP 1 130 094 A2 



Table 199 



HEMBA 10027 1 6 


2.33 


1.79 


1.1 


2.97 


1.95 


Z33 


1.67 


1.27 


1.06 










HEMBA1002718 


16.72 


11.81 


9.31 


17.97 


12.98 


15.17 


10.44 


10.19 


11.13 










HEMBA1002728 i 


9.67 


334 


5.97 


10.6 


12.96 


15.33 


7.76 


5.08 


9.8 


* 








HEMBA1002730 


7.86 


232 


3.4 


5.36 


7.91 


6.74 


6.78 


4.96 


7.37 










HEMBA 1002734 


7.73 


4.31 


335 


7.93 


6.46 


7.46 


5.62 


6.29 


6,83 










HFMR A 1 0A2742 

M*Ed*wlDf%Mvw4t lift 


3 fi c 


1.6 


2.01 


2.64 


2.74 


26 


1.48 


2.29 


1 92 

4.7* 










HFMR A 1 002746 


k on 


4.06 


4.19 


4.98 


4.66 


5.4 


2.78 


42 


3 33 










HFMR A 1 04)274° 

ILlTUJ/iiUVi/TO 


4 1a 


1 in 


3 37 


1 53 


4 4S 


4.03 


Z42 


7 8 

CO 


J.OO 












A AS 


-1 AA 


3 OQ 


S 3R 




7 2ft 


1 44 
j.*t*t 


7 7A 


3 07 










WFMRA1ftft77« 


O.oj 


3 3 


3 ftft 

J.OO 


9 7S 


Q 1ft 


1fl 07 


4 4S 


S 70 


S 47 

J.*rX 


* 








MtxVlUAIWZ / 3>y 


7 A7 
2.4/ 


rv 07 


1^5 j 


A 37 

**.jj& 


1 7Q 

3. /9 


A 17 


7 CA 


7 AA 
2.00 


7 A^ 

2.05 




+ 






II1TMnAlAA17in 
nJiiVliVAAWX / to 


17 7Q 

i/. /y 


ft AO 

5,Oy 


Q AQ 


1 l.^j 


10, Aft 
lU.Oo 


17 80 


0 AA 

7.*HJ 


1ft Ofi 


11 11 










in? mre a i ftftl7 at 

H£rMl>AlUv27 67 


A OA 
4.50 


-1 £A 
3.04 


a ie 
«».13 


A AO 


A" 17 


*. 77 


A ftA 
4.54 


A fifi 
4.58 


A A1 
0.05 










hLtMBAlUUi/oo 


7 AC 
/.05 


1 CO 


A ID 
4.3o 


7 < 


7 1A 
/JO 


7 fl< 
/.o5 


A 11 
0.31 


A 7< 

o.75 


7 1A 

7.10 










HtMiJAlW27bV 


6.55 


T £ 


A 7Q 

4.Z9 


A "i 

4.3 


5.70 


C AA 

5.49 


A AD 

4.08 


C AO 

5.08 


A C*7 

4.57 










UirXfllAinA^TTA 


1ft to! 

lU.Zy 


A 7A 


ft 1Q 


11 77 


1 1 flA 


11 A 


7 ni 


A 1A 
0.30 


ft A7 
8.42 










IffMRi f ftrtTTTT 
HIUV1IIAIUUX77 / 




A 7 


< 71 

j. /I 


ft <Q 

coy 


ft 70 


0 AA 

y.40 


A 1ft 
0^5 


A 1 
4.5 


7 Aft 
/.48 










rtt-JTl DA 1UUZ / /y 1 




in aa 


A 77 


1^ 1A 


13.05 


in 7i 

XU.Z1 


1ft 17 


1ft ftl 
1U.U1 


in ii 

1U.51 










urun a IftATTftft 


4 7 
5. f 


7 ftA 
2.50 


3 


A OO 


7 ft 


0 


A 70 
4. /y 


A 71 
4. /5 


A A 
0.4 


« 


+ 








A OQ 

4.yy 


7 11 


1 f!7 

J Alt 


A ^7 


ft 01 
0.75 


7 OA 

/.yo 


A ftft 
4.U5 


5. f5 


A O 

4.y 


* 


+ 








5.5/ 


^ AT 
5.0/ 


A SQ 


^ 7ft 

5./o 


A 11 
0.15 


ft AA 
0.44 


A 70 
0./9 


A < 
OJ 


A K 
0.15 










urvrn a 1 /wvitao 


1 7A 


n ca 


1 A< 
1.00 


7 77 


7 1 


1 ftA 
1.50 


a l>7 
U.5/ 


7 AA 
2.04 


ft T7 

0./7 




+ 






HkMBAlUuZoOl 


1 AO 


0.93 


1 "J/C 

1.3o 


A 01 
4.^1 


3.o 


1.85 


T T1 

2. /I 


OA 

2.29 


3.22 








4 


HEMBAIU0281U 


9.65 


A ITT 

4.37 


C <Q 

j.wb 


1 1 lie 
13.26 


12.11 


9.75 


C 1*7 

5.27 


6.41 


0.28 










ri£JVl AAlOUZal o 


a Dii 


A CI 


a *n 

4.72 


y.31 


£ CO 

6^58 


A "J 

9.2 


C DA 

5-89 


5.54 


c o^ 
5.86 










HEMBA1 002515 


13.95 


7.65 


7.85 


1237 


11.48 


113 


11.94 


8.46 


10.87 










HEMBA1 002820 


8.63 


4 At 

4.01 


5.8 


1 1 AO 

12. US 


1 C- Af 

16.06 


13.75 


7.38 


6.93 


7.73 










HEMBA1002&26 


2.06 


0.77 


0.96 


1 


0.94 


1.69 


1.3 


2.13 


0.88 










HEMBA1 002853 


9.88 


4.57 


5.73 


7.08 


7.89 


7.35 


7.95 


8.57 


7.16 










HEMBA1002850 


0.76 


0.3 


1.24 


1.8 


137 


1.81 


0.67 


Zl2 


1.24 




+ 






HEMBA1002862 


2.92 


2.24 


335 


9.63 


8.86 


7.72 


5.29 


8.86 


7.89 




4 




4 


HEMBA1002863 


3.16 


2.79 


5.23 


4.86 


535 


5.31 


3.6 


5.86 


5.95 










HEMBA1002867 


3.74 


1.09 


1.41 


1.95 


Z42 


2.24 


131 


1.85 


1.96 










HEMBA 1002876 


10.81 


3.46 


4.85 


5.22 


5.51 


6.47 


5.11 


4.45 


5.37 










HEMBA1002886 


1.73 


1.14 


1.2 


ii 


3.11 


2.84 


1.24 


1.52 


0.93 




4 






HEMBA 1002896 


536 


2.89 


Z26 


4.16 


5.6 


6.36 


4.43 


4.26 


5.28 










HEMoAJ0U2yl5 


6.83 


3,41 


A 1 

4. J 


0.13 


4.50 


C CA 

5.54 


• a a 
4.0 


A A£. 

4.4o 


4.22 










HEMBA10VZ9Z1 


C AA 

5.09 


1.35 


•a A7 
3.4Z 


A A1 

4.U] 


3.7o 


1 AT 

3.47 


T QT 

2.82 


1 HQ 

3.08 


1.70 










himvldai uvzy*4 


t AA 


1 AA 

j.*#o 


7 M 




7 TO 


3.U7 


A 7 
4./ 


7 OA 


1 AA 










nJLftlljA lUUAy.34 


10 A1 

iy.4.1 


m SA 


11 A1 
JJ.vFl 


7ft 7ft 


7A 0 

zo.y 


11 77 
3 J. / / 


11 ftl 


1ft A7 
iU.QZ 


17 17 

1 /.J/ 




4 






hit rah a iaatok 




7 ^1 


■a i 
J.i 




Q 17 


ft 7R 

a. /o 


a 


A ^ 
4 J 


A AA 




4 






HFMRA1002937 

DJUViDrWlA#*7J / 


7 94 


097 


1 56 


5.32 


3 72 


3.2 


4.25 


3 23 


S 41 






• 




HFMR A 1002939 


J. 4. J 


2.26 


1.27 


6.12 


6.22 


7.2 


3.36 


S 43 


4 fll 










HFIVTRA 1002944 


2.39 


1.05 


0.97 


2.45 


2,94 


1.89 


1.97 


1.66 


1,79 










HEMBA1002951 


4.82 


2.48 


2.82 


6.08 


7 02 


6.04 


4.67 


6.63 


5.8 


• 








HEMBA1002954 


3.07 


1.62 


1.21 


5.05 


333 


2.74 


1.86 


3.21 


Z77 










HEMBA1002962 


4.7 


4.71 


2.06 


11.63 


834 


7.28 


2.97 


452 


4.25 


* 


4 






HEMBA1002968 


7.62 


3.18 


4.17 


11.44 


831 


9.98 


4.32 


438 


5.82 


* 


+ 






HEMBA1002970 


1.55 


2.24 


Z05 


3.8 


4.05 


Z91 


1.8 


3.84 


2.44 


* 


4 






HEMBA1002y71 


2.55 


2.17 


1.09 


2.11 


2.8 


2.2 


1.84 


1.44 


235 










HEMBA1002973 


4.7 


U7 


2.41 


7.46 


7.53 


5.02 


4.19 


3.07 


334 


* 


+ 






HEMBA1002978 


4.6 


2.2 


2.96 


5.07 


6.26 


5.9 


Z87 


3.98 


1.74 


♦ 


4 






HEMBA1002981 


10.14 


3.92 


5.05 


6.62 


5.73 


6.85 


4.75 


3.37 


4.22 










HEMBA1002W5 


5.65 


3.15 


2.63 


4.75 


6.26 


6.46 


4.22 


6.1 


4.66 










HEMBA1002986 


8.0* 


6.02 


4.91 


10.22 


16.35 


15.33 


1Z26 


16.22 


1Z17 


* 


4 


• 


4 


HEMBA1002988 


1.5* 


0.91 


1.43 


5.23 


7.34 


7.21 


3.78| 3.98 


3.2 


• * 


4 


** 


4 
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HEMBA10O2992 


9,81 


4.26 


5.48 


8.62 


8.82 


10.46 


6.24 


6 81 


7,68 










HEMBA1002995 


9.95 


5.67 


5.79 


12.67 


13.82 


15.45 


7.42 


8.68 


5.34 


* 








HEMBA1002997 


5.35 


3.23 


2.63 


6.04 


6.82 


4.47 


3.67 


4.27 


4.14 










HEMBA1002999 


1.41 


1.2 


1 


1.77 


1.86 


Z15 


1.32 


1.54 


1.79 


• 


+ 






HEMBA10O3O04 


-4.4 


2.05 


2.04 


4.44 


235 


3.6 


4.34 


2.86 


3.43 










HEMBA1003006 


3.81 


3.03 


1.95 


4.39 


5.85 


4.42 


331 


438 


4.16 










HEMBA10O3O08 


3.21 


2.19 


23 


3.68 


6.17 


6.62 


2.11 


3.8 


Z8 


• 


+ 






HEMBA1003O21 


7.74 


5.2 


3.87 


9.69 


18.49 


13.68 


7.18 


7.68 


6.46 


* 








HEMBA1003027 


2.46 


2.25 


2.2 


3.48 


3.21 


5.26 


3.71 


4.99 


5.27 






** 




HEMBA1003029 


16.49 


15.58 


12.66 


14.01 


2Z6 


13.51 


9.84 


22.76 


21.22 










HEMBA1003O31 


7 


6.8 


4.83 


11.72 


1431 


1Z51 


5.21 


5.97 


6.1 


*« 








HEMBA1003032 


8.54 


532 


531 


6.83 


9,05 


7.67 


7.01 


6.8 


7.13 










HEMBA1003033 


13.69 


8.92 


7.92 


18.19 


20.22 


19.59 


7.06 


10.97 


931 


** 


+ 






HEMBA10O3O34 


10.16 


6.76 


5.59 


16.34 


16.21 


18.88 


7.61 


9.38 


7.94 




+ 






HEMBA1003035 


0.86 


0.59 


032 


1.61 


1.97 


035 


0.09 


2.49 


0.47 










HEMBA1003037 


14.14 


5.43 


5.96 


738 


8.71 


8.97 


7.73 


636 


7.19 










HEMBA1003O41 


13.54 


5.42 


7.39 


11.23 


11.7 


11.68 


7.62 


7.38 


7.89 










HEMBA1003O46 


10.88 


S 


7.65 


10J4 


1Z65 


937 


6.83 


7.13 


6.72 










HEMBA 1003047 


6.06 


232 


2.2 


4.15 


5.03 


5.74 


4.14 


4.89 


5.07 










HEMBA1003O48 


4.06 


Z13 


Z64 


5.2 


6.24 


5.07 


5.54 


7.31 


7.12 


• 




• * 


+ 


HEMBA10G3064 


1.85 


0.88 


1.11 


Z44 


3.01 


2.83 


0.75 


Z55 


1.61 










HEMBA1003O67 


3.99 


3.75 


3.24 


6.04 


435 


5.67 


2.42 


3.41 


2.73 


• 








HEMBA1003071 


4.89 


2 


2.46 


3.09 


3.36 


3.95 


2.75 


4.15 


2.46 










HEMBA1003O72 


5 


3.54 


3.49 


9.31 


7.84 


7.21 


4.62 


3.3 


3.28 


•* 








HEMBA10G3076 


17.78 


7.65 


8.23 


14.31 


15.74 


1539 


9,87 


12.41 


9.92 










HEMBA1003O77 


2.58 


1.45 


1.89 


1.93 


Z25 


1.91 


1.66 


Z15 


1.57 










HEMBA10G3078 


234 


1.51 


135 


3 


4.23 


3.44 


2.66 


2.38 


218 


* 








HEMBA1003079 


1.91 


1.85 


1.65 


2.48 


Z95 


4.35 


2.42 


3.49 


4.71 










HEMBA1003083 


3.9 


3.64 


3.64 


4.53 


10.29 


6.35 


3.33 


5.25 


3.51 










HEMBA 1003086 


4.22 


1.35 


Z59 


5.79 


636 


7.76 


2.96 


3.81 


3.22 




+ 






HEMBA1003090 


4.24 


1.39 


3.28 


3.62 


3.38 


4 


2.6 


Z81 


2.75 










HEMBA1003094 


7.91 


4.48 


3.84 


639 


5.65 


6.37 


3.63 


7.81 


6.29 










HEMBA1003096 


235 


1.26 


1.42 


4.86 


4.02 


4.86 


6.22 


5.89 


7.19 


•* 


+ 


• * 




HEMBA1003098 


13.3 


7.22 


6.89 


14.21 


8.08 


14.42 


737 


4.87 


3.41 










HEMBA1003101 


3.86 


1.83 


2.21 


3.42 


3.01 


2.84 


5.05 


3.05 


337 










HEMBA1003109 


4.5 


2.81 


2.78 


4.25 


4.4 


4.14 


3.32 


3.04 


3.75 










HEMBA1003114 


4.72 


1.49 


Z76 


4.85 


5.37 


3.83 


2.72 


3.02 


2.47 










HEMBA1003117 


3.34 


1.32 


1.84 


1.94 


3.48 


3.4 


1.15 


Z8 


1.47 










HEMBA1003120 


6.26 


3.04 


4.46 


833 


11.03 


9.87 


Z19 


432 


4.23 


* 








HEMBA1003129 


2.92 


Z45 


1.66 


4.57 


4.93 


4.76 


Z42 


2.95 


3.22 




+ 






HEMBA1003133 


3.76 


2.75 


Z66 


4.15 


4.94 


3.64 


3.03 


3.83 


1 3.17 










HEMBA1003136 


10.1 


5.38 


536 


4.76 


5.69 


335 


4.84 


6.06 


5.16 










HEMBA1003142 


3.63 


2.31 


Z57 


5.7 


6.12 


5.75 


4.06 


432 


4.11 


*• 


+ 


* 


+ 


HEMBA1003148 


3.76 


1.84 


1.85 


637 


6.35 


7.13 


3.78 


3.2 


3.41 


** 








HEMBA1003151 


3.06 


1.21 


Z06 


337 


3.12 


3.47 


1.14 


Z71 


1.88 










HEMBA1003152 


0.94 


1.17 


1.24 


1.37 


1.78 


3.11 


1.18 


1.39 


0.96 










HEMBA1003157 


5.21 


1.69 


3.38 


3.87 


23 


3.42 


0.86 


1.61 


037 










HEMBA1003166 


16.26 


12.43 


11.19 


3Z39 


35.71 


31.69 


16.79 


24.31 


19.76 


** 


+ 






HEMBA1003171 


2.89 


0.72 


037 


1.31 


1.88 


0.92 


1.38 


1.84 


1.16 










HEMBA1 003175 


2.6 


1.51 


1.44 


3.64 


3.88 


4.37 


1.98 


2,4 


2.06 


»* 


+ 






HEMBA1003179 


4.43 


2.72 


4.24 


3.15 


2.78 


4.29 


3.01 


4.28 


3.14 










HEMBA1 003186 


8.23 


6.45 


532 


11.84 


15.62 


13.23 


6.12 


9.01 


736 


*♦ 








HEMBA1003196 


5.41 


2.8 


3.15 


4.6 


6.06 


5.01 


3.65 


4.6 


3.58 










HEMBA1003197 


1.16 


0.72 


039 


1.88 


2.27 


1.84 


I 1.37 


138 


0.69 


»• 


+ 






HEMBA1003199 


2.2 


0.82 


0.97 


3.9 


3.83 


339 


1.11 


2.24 


1.33 


** 


+ 






HEMBA1003202 


6.51 


4.3 


1 4.72 


9.3 


10.18 


10.03 


5.76 


4.86 


4.67 


*» 


+ 
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HEMBA10032O4 


4.47 


288 


1.95 


6.42 


9.31 


7.19 


4.16 


4.11 


352 


• 








HEMBA1003210 


5.3 


332 


2.57 


8.14 


10.48 


837 


17.93 


9.12 


16.05 






* 


+ 


HEMBA10Q3212 


10.06 


5.15 


6.84 


12.91 


14.8 


18.49 


9.01 


8.88 


9.76 


* 








HEMBA1003218 


1.85 


0.63 


1.04 


136 


1.25 


1.72 


1.4 


25 


1.89 










HEMBA 1003220 


27.66 


24 


25.44 


26.62 


36.09 


37.79 


16.07 


14.85 


175 










HEMBA1003222 


2.88 


1.72 


336 


3.75 


3.58 


3.59 


257 


359 


2.87 










HEMBA1003225 


2.92 


1.48 


2.59 


3.07 


2.81 


2.57 


Z42 


3.81 


3.48 










HEMBA10O3229 


3.63 


1 


0.92 


4.49 


4.02 


436 


4.86 


6.18 


835 






• 


+ 


HEMBA1003230 


4.81 


133 


1.59 


3.63 


3.48 


2.96 


4.65 


4.11 


4.45 










HEMRA1003235 


4.25 


2.83 


2.72 


4.77 


5.98 


6.44 


3.15 


3.65 


294 


• 


+ 






HEMBA1003236 


2.61 


212 


162 


4.85 


3.24 


532 


5.66 


4.6 


3.8 


* 






+ 


HEMBA1003250 


1.73 


0.34 


1.4 


2.93 


3 


2.03 


1.83 


Z23 


138 


• 


+ 






HEMBA1003252 


5.88 


2.96 


536 


7.78 


7.79 


7.89 


4.58 


5.63 


5.99 


* 








HEMBA1003257 


4.93 


1.49 


3.88 


3.03 


4.82 


4.08 


Z99 


3.59 


4.04 










HEMBA1003268 


0.75 


0.26 


0.6 


239 


1.18 


1.2 


0.42 


131 


0,41 










HEMBA1003273 


3.46 


2.51 


1.67 


5.94 


6.01 


5.04 


2.19 


3.45 


3.47 


»* 








HEMB Al 003276 


1.81 


1.29 


0.96 


4.38 


4.69 


4.83 


214 


273 


3.03 


** 




* 




HEMBA 1003277 


2.81 


1.68 


0.99 


Z39 


Z91 


2.66 


Z69 


2.74 


1.67 










HEMBA1003278 


1.65 


0.9 


1.98 


Z98 


3.92 


3.95 


2.37 


3.01 


217 


•* 








HEMBA1 003280 


332 


1.78 


3 


4.76 


33 


357 


2.93 


5.18 


3.65 










HEMBA 1003281 


4.06 


0.91 


2.42 


3.46 


332 


3.57 


253 


4.81 


3.88 










HEMBA 1003284 


0.48 


0.51 


0.58 


2.22 


0.82 


1.41 


1.13 


2.8 


1.15 










HEMBA 1003286 


3.88 


2.4 


2.73 


5.92 


3.88 


3.67 


2.08 


4.79 


3.77 










HEMBA1003291 


238 


1.74 


0.% 


Z57 


3.95 


3.8 


2.72 


45 


5.97 


• 








HEMBA1 003294 


5.2 


3.14 


3.02 


8.15 


7.24 


754 


4.43 


4.64 


6.12 


** 


4. 






HEMBA1003296 


3.52 


1.49 


1.47 


1.62 


2.44 


1.83 


2.01 


2.49 


25 










HEMB A 1003304 


133 


0.87 


0.46 


1.14 


1.8 


1.15 


0.92 


1 OS 


159 










HEM B Al 003306 


4.82 


1.91 


2,68 


6.16 


5.24 


6.21 


5.8 




6.01 


• 


4. 


* 




HEMBA 1 0Q33O9 


0.64 


0.18 


0.98 


3.28 


3.28 


Z43 


1.17 


204 


1.94 


•* 




* 




HE MB 4 1 00331 4 


30.47 


18.15 


1633 


19.29 


25.08 


19.75 


2031 


7ft 7X1 


24.11 










HEMBA 100331 5 


10.03 


5 


5.86 


8.82 


6.71 


8.85 


7.02 


63 


8.18 










HEMRA 1 003322 


6.46 


2.81 


4.38 


11.92 


11.23 


7.71 


5.2 


4 77 


6.83 


• 








HFMVA1 003326 


4.18 


1.78 


2.35 


2.75 


Z35 


Z84 


2.28 


3.1 


3 17 










HFMBA10Q3327 


1.82 


3.14 


] 29 


2.95 


3.45 


3 27 


2.29 


2.03 


3.08 










HE MBA 1003328 


4.01 


4 


2.1 


5.29 


&03 


6.1 


3.75 


553 


3.53 


• 


4. 






HEMBA 1003330 


11.21 


6.43 


6.46 


11.55 


10.31 


11.11 


539 


556 


6.86 










HEMBA 1003348 


5.75 


437 


356 


10.47 


9.44 


951 


4.42 


5.42 


4.82' 


** 








HEMBA 1003369 

muff ■ a vwvv/ 


3.52 


239 


2.06 


5.95 


6.68 


6.94 


3.15 


4.91 


3.36 










HEM BA1 003370 


20.51 


11.56 


11.02 


25.15 


23.1 


21.13 


1Z45 


14.72 


17.99 










HEMBA1003373 


3.04 


1.4 


0.86 


3.17 


Z01 


332 


Z12 


1.4 


216 










HEMBA1003376 


11.18 


554 


7.92 


20.96 


23.88 


21.25 


10.64 


10.28 


11.12 


*• 


+ 






HEMBA10Q3380 


23 


1.46 


133 


234 


1.63 


1.87 


Z49 


1.54 


246 










HEMBA1003384 


2.29 


0.73 


1.56 


3.93 


3.22 


3.27 


1.72 


2.42 


3.12 


• 








HEMBA1003387 


1.34 


0.55 


1.92 


1.88 


0.47 


0.99 


1.2 


0.99 


1.1 










HEMBA1003392 


8.27 


438 


5.55 


5.24 


7.99 


8.63 


5.42 


7.97 


653 










HEMBA1003395 


1.96 


1.22 


1.19 


Z43 


3.54 


3.02 


1.59 


55 


1.02 


* 








HEMBA1003399 


! 5.58 


3.74 


3.33 


5.08 


437 


5.04 


3.4 


3.1 


3.67 










HEMBA1003400 


10.74 


5.28 


6.5 


8.13 


8.07 


5.69 


7.43 


7.79 


7.28 










HEMBA1003402 


4.66 


2.07 


1.57 


4.25 


3.02 


2.77 


2.27 


1.71 


218 










HEMBA1003403 


4.57 


4.91 


4.99 


4.14 


4.8 


3.26 


2.96 


355 


2.8 










HEMBA1003408 


10.68 


7.13 


5.44 


7.16 


7.17 


7.67 


7.62 


9.08 


752 










HEMBA1003412 


6.57 


4.94 


4.07 


6.42 


6.27 


6.69 


3.99 


6.63 


4.67 










HEMBA1003417 


4.27 


226 


3.09 


1.9 


2.03 


2.19 


2.24 


2.99 


276 










HEMBA1003418 


10.03 


4.9 


6.22 


10.24 


12.15 


12.3 


3.46 


6.64 


453 










HEMBA1003420 


1.52 


0.53 


0.73 


7.04 


2.2 


531 


1133 


12.68 


10.88 






** 


+ 


HEMBA 1003425 


137 


1.11 


1.05 


2.65 


Z01 


Z17 


1.63 


0.88 


0.8€ 


** 


+ 
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1 SLA 
1.0** 


1 IT 

1.1 / 


Z.03 


I. ft 


1.5 


Z03 


2.04 


0.74 












l.JO 


A CK 


j.yo 


3.59 


A AG 

4.4y 


1 t\A 

Z94 


11.67 


10,24 


9.89 










M&ATHA1UU3442 


"Til 

7.11 


3,o9 


530 


33.09 


44.16 


39.43 


1Z88 


14.11 


14.92 








+ 


npuil A 1 AJVl>4>4f 

HfcMDAIW3447 


0.43 


1 OA 

2.84 


5.38 


Z86 


4.59 


3.43 


2.19 


3.65 


2.78 










H KM BA1 003453 


5.3 


Z06 


4.2 


3.35 


2.95 


3.68 


3.79 


4.22 


4.22 










HEMBA1 003461 


4.9 


1.85 


2.53 


3.24 


4.51 


4.52 


Z91 


4.48 


Z29 










HEMBA1 003463 


2.07 


0.69 


1.15 


5.59 


5.7 


5.89 


4.6 


5.83 


5.74 


«* 


+ 






HEMBA10Q3465 


9.37 


4.59 


4.46 


10.69 


9.03 


7.99 


6.08 


6.86 


6.92 










HEMBA10G3480 


9.33 


5.04 


6.92 


1Z74 


16.03 


14.45 


6.27 


6.32 


7.43 


m* 








HEMBA1003485 


20.75 


10.29 


10.54 


10.17 


12.27 


12.15 


10.87 


6.69 


7.13 










HEMBA1003487 


4.58 


Z05 


1.61 


Z41 


3.47 


2.58 


3.04 


3.53 


Z9 










HEMBA1003492 


2.07 


1.37 


0.95 


233 


2.7 


Z94 


1.03 


Z89 


1.4 


* 


+ 






HEMB A 1003494 


2.49 


0.76 


1.49 


27.92 


31.78 


20.12 


3.6 


6.11 


5.48 


** 




• 


+ 


HEMBA1003497 


3.12 


0.78 


1.83 


3.69 


4.28 


3.96 


1.74 


2.6 


Z31 


* 








HEMBA10035O3 


3.45 


Z06 


1.43 


3,15 


Z26 


Z25 


1.52 


3 


3.05 










HEMBA1003511 


Z69 


1.04 


0.98 


1.76 


1.46 


1.83 


1.71 


1.33 


0.95 










HEMBA10Q3528 


18.14 


11.27 


11.45 


1Z37 


19.83 


18.44 


16.97 


1Z4 


16.79 










HEMBA1003530 


2.6 


1.44 


Zll 


Z26 


2.64 


3.14 


2.32 


Z96 


3.27 










HEMBA1003531 


6.99 


4,57 


4.74 


10,98 


15.62 


1036 


6.08 


6.8 


4.37 


* 


+ 






HEMBA1003532 


13.93 


5.28 


9.84 


1Z79 


13.95 


12.42 


7.71 


9.02 


10.58 










HEMBA1003538 


Z36 


1.42 


1.55 


0.71 


3.61 


2.87 


1.32 


3.05 


1.48 










HEMBA1003545 


1.41 


0.47 


0.87 


1.63 


1.67 


1.35 


0.85 


1.8 


0.86 










HEMBA1003546 


6.22 


3.88 


Zl 


1133 


13.41 


10.1 


6.93 


7.89 


5.98 


** 


+ 






HEMBA1003548 


0.92 


0.44 


0.29 


1.8 


1.25 


1.92 


0.41 


1.43 


0.38 


* 


+ 






HEMBA1003553 


10.98 


8.66 


9.18 


19.1 


13.8 


21.91 


7.81 


8.18 


9.02 


* 


+ 






HEMBA1003555 


3.02 


1.7 


1.46 


1.76 


3.2 


2.69 


2.27 


3.4 


2.27 










HEMBA1003556 


4.32 


1.68 


Z2 


3.83 


6.46 


5.67 


Z71 


3.54 


2.22 










HEMBA1003560 


1.14 


1.46 


1.03 


0.88 


1.35 


1.08 


1.46 


Z03 


1.63 










HEMBA10G3565 


4.06 


3.07 


3.95 


3.82 


4.6 


4.62 


4.01 


5.7 


5.12 










HEMBA1003568 


2.91 


0.76 


1.15 


1.22 


1.08 


1.38 


1.05 


1.98 


0.77 










HEMBA1003569 


8.99 


12.88 


9.75 


5.29 


6.55 


5.16 


4.54 


533 


5.68 


* 


- 


* 




HEMBA1003571 


10.48 


4.42 


3.13 


21.11 


11.99 


10.73 


5.96 


8.94 


7.11 










HEMBA1003579 


5.23 


2.72 


1,87 


4.14 


3.57 


5.4 


3.01 


3.4 


2.79 










HEMBA1003580 


11.03 


736 


6.64 


6.54 


6.56 


8.11 


7.97 


8,17 


8.81 










HEMBA10035S1 


5.6 


4.24 


4.26 


4.68 


5.52 


5.87 


5.47 


438 


5.02 










HEMBA1003591 


39.81 


31.07 


28.74 


5Z34 


52.04 


48.99 


14.34 


10.05 


14.79 


*♦ 


+ 


** 


- 


HEM BA1 003595 


1.99 


0.8 


1.07 


3.33 


4.04 


3.39 


Z08 


3.22 


1.45 


»* 


+ 






HEMBA1003597 


1.33 


0.63 


133 


3.65 


3.35 


4.52 


1.94 


2.9 


2.36 


»* 


+ 


* 


+ 


HEMBA100359S 


2.9 


0.82 


1.41 


1.32 


Z05 


! Z83 


1.88 


0.98 


0.49 










HEMBA1003600 


5.78 


3.55 


3.06 


6.44 


7.48 


5.87 


4.2 


4.07 


5.87 










HEMBA1003602 


Z69 


1.98 


1.66 


3.29 


2.76 


2.29 


1.48 


Zll 


2.34 










HEMBA10Q3604 


11.43 


8.02 


8.72 


12.24 


9.01 


11.87 


7.65 


832 


8.25 










HEMBA1 003610 


8.44 


6.02 


5.83 


14.76 


14.29 


15.88 


13.42 


931 


12.15 


+ • 


+ 


* 


+ 


HEMBA1 003615 


6.42 


3.45 


3.87 


5.96 


5.91 


5.22 


3.28 


5.75 


3.48 










HEMBA 1003617 


3.99 


3.24 


3.91 


16.74 


14.07 


12.64 


7.57 


9.08 


9.03 


** 




mm 




HEMB A 1003620 


5.35 


2.63 


3.62 


8.39 


631 


6.44 


4.6 


5.32 


5.6 


* 


+ 






tifMVl tyfK IIAIOOXI 


j.UJ 






y.4o 


12.07 


10.28 


5.9 


5.67 


5.82 




+ 






HEMBA1003622 


1.74 


1.02 


1 0.61 


2.09 


2.03 


2.5 


0.94 


1.66 


0.88 


* 


+ 






HEMBA1003630 


1.59 


0.33 


0.75 


1.41 


1.11 


1.15 


1.54 


Z32 


1.54 










HEMBA1003637 


Z15 


0.95 


0.99 


3.26 


5.54 


3.57 


1.75 


2.71 


1.99 


* 








HEMBA1003640 


2.27 


1.59 


Zll 


4,99 


4.15 


5.22 


3.36 


5.53 


2.27 


** 








HEMBA1003645 


1.63 


0.53 


1.13 


3.97 


2.86 


2.71 


Z66 


3.44 


1.36 


* 


+ 






HEMBA1003646 


0.8S 


0.8 


1.19 


333 


3.36 


4.74 


1.35 


3.89 


1.8 


• * 


+ 






HEMBA1003647 


0.75 


0.36 


0.72 


3.69 


2.19 


3.35 


1.03 


2.87 


1.04 


** 


+ 






HE MB AI 003656 


3.32 


1.76 


1.62 


4 


4.27 


4.72 


3.61 


3.92 


2.65 


* 








HEMBA1003662 


2.7^ 


1.1 


0.73 


3.91 


3.34 


1.69 


3.38 


3 


335 
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HEMBA1003666 


138 


1.05 


0.83 


1.72 


1,7 


1.06 


0.87 


1.13 


0.89 










HEMBA1003667 


14.71 


11.01 


£>.94 


14.75 


22.82 


18.78 


15.24 


1039 


14.49 










HEMBA1003670 


0.91 


0.22 


0.29 


1.11 


1.61 


1.82 


036 


1.43 


0.85 


♦ 








HEMBA1003674 


26.03 


18.94 


18.61 


21.67 


28.7 


30.08 


14.76 


19.25 


20.49 










HEMBA1003677 


3.73 


1.52 


2.36 


7.63 


8.16 


6.96 


10.74 


10.88 


8.28 


• * 




• * 


+ 


HEMBA1003679 


1.48 


0.67 


125 


5.41 


5.58 


4.44 


1.61 


3.27 


2.24 










HEMBA1003680 


6.18 


3.86 


3.32 


4.89 


3.65 


4.22 


2.45 


3.41 


4.34 










HEMBA1003684 


3.07 


3.42 


Z52 


4.93 


3.87 


3.53 


2.61 


237 


4.26 










HEMBA1003690 


8.67 


43 


4.89 


633 


5.61 


6.33 


6.11 


7.01 


737 










HEMBA1003692 


6.51 


4.39 


2.76 


7.65 


13.21 


1137 


6.71 


7.24 


6.09 


* 








HEMBA10037O2 


7.49 


3.3 


Z54 


5.23 


6.69 


4.84 


4.77 


3.72 


5.73 










HEMBA1003711 


5.86 


2.58 


3.21 


3.28 


5.33 


5.99 


Z95 


4.08 


4.68 










HEMBA1003714 


4.3 


2.42 


1.47 


334 


3.98 


331 


13 


Z8 


3.08 










HEMBA10O3715 


5.16 


2.24 


Z94 


8.09 


8.13 


8 


2.66 


4.48 


4.1 




+ 






HEMBA1003717 


3.17 


Z29 


1.96 


4.19 


335 


532 


1.88 


144 


1.67 


• 


+ 






HEMBA1003720 


1.56 


1.73 


1.27 


3.11 


333 


3.49 


23 


1.66 


3.08 


mm 


+ 






HEMBA1003725 


1.46 


0.94 


0.92 


3.84 


Z37 


Z61 


Zl 


1.7 


2.25 


m 


+ 


* 


+ 


HEMBA10Q3728 


6.2 


3.24 


4.06 


5.16 


6.27 


6.67 


5.85 


4.48 


335 










HEMBA1003729 


3.99 


1.42 


Z32 


6.36 


5.84 


438 


3.64 


4.72 


3.3 


m 


+ 






HEMBA1003732 


1.63 


1.1 


1 


332 


2.12 


1.25 


0.95 


134 


1.47 










KEMBA1003733 


2.5 


4.71 


1.16 


4.86 


6.33 


5.47 


Z99 


3.73 


3.5 










HEMBA1003742 


6.12 


2.9 


4.2 


5.24 


4.87 


532 


Z62 


6.27 


5.03 










HEMBAI003743 


Z64 


1.63 


1.2 


232 


2.37 


3.69 


2.34 


1.46 


1.92 










HEMBA10C3758 


5.8 


2.98 


4.74 


10.06 


11.45 


11.44 


7.34 


332 


6.11 


** 


+ 






HEMBA1003760 


5.32 


Z29 


2.62 


4.55 


3.7 


438 


337 


43 


437 










HEMBA1003764 


5.57 


1.67 


3.47 


5.12 


Z71 


2.62 


3.98 


3.91 


4.87 










HEMBA1003769 


11.09 


7.81 


6.22 


738 


7.99 


10.09 


8.32 


6.25 


8.19 










HEMBA1 003773 


4.06 


Z15 


2.74 


3.4 


2.78 


Z89 


3.34 


3.66 


3.74 










HEMBA1003783 


5.9 


5.63 


5.15 


7.21 


10.97 


7.92 


4.02 


5.97 


435 










HEMBA1003784 


1.56 


055 


0.26 


1.01 


1.64 


1.14 


0.84 


139 


1 










HEMBA1003794 


22.02 


14.74 


15.29 


16.32 


2337 


1831 


19.15 


20.16 


23.83 










HEMBA1003799 


3.18 


0.83 


0.69 


1.6 


1.44 


2.62 


1.76 


1.29 


1.44 










HEMBA1003803 


5.18 


3.99 


23 


7.41 


7.07 


8.96 


7.06 


6.07 


5.89 


> 


+ 


* 


+ 


HEMBA10Q3804 


4.31 


3.24 


3.27 


5.11 


3.19 


3.64 


3.81 


3.96 


3.99 










HEMBA10Q3805 


9.07 


8.11 


9.22 


15.23 


14.63 


10.98 


734 


10.04 


632 


• 


+ 






HEMBA10O38O7 


Z26 


0.57 


1.05 


1.41 


1.99 


1.42 


1.14 


1.69 


1.19 










HEMBA1003810 


2.67 


2.32 


0.99 


3.03 


239 


2.69 


2.81 


4.61 


3.57 










HEMBA1003827 


25.92 


18.96 


19.46 


14.46 


2035 


25.66 


14.02 


29.91 


19.07 










HEMBA1003836 


9.8 


5.94 


7.41 


16.46 


20.73 


18.84 


10.1 


7.05 


9.1 


mm 








HEMBA1003838 


29.21 


22.41 


20.25 


35.45 


47.13 


35.6 


26.78 


26.74 


2331 


m 


+ 






HEMBA1003843 


8.31 


5.73 


4.45 


4.63 


2.15 


3.75 


3.72 


Z7 


3.17 










HEMBA1003846 


26.28 


20.72 


1837 


21.86 


22.27 


1Z11 


9.99 


15.1 


13.9 






* 


- 


HEMBA10Q3856 


3.23 


248 


1.56 


1.62 


Z7 


2.03 


1.6 


2.63 


2.09 










HEMBA 1003857 


5.6 


3.94 


4.15 


8.14 


11.16 


11.16 


4.4 


7.01 


4.61 


mm 


+ 






HEMBA1003864 


4.85 


1.81 


2.77 


3.23 


4.07 


4.12 


3.31 


339 


2.74 










HEMBA1003866 


1.42 


0.62 


137 


1.22 


1.21 


1.69 


0.7 


1.76 


0.89 
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+ 


* 


+ 
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* 
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4 


** 
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** 
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+■ 
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• 
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HEMBA1004O49 


1.17 


0.64 


0.7 


Z26 


3.05 


236 


1.86 


2.62 


1.77 




4 


* 


4 
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3.51 
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** 


4 
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3 
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•« 


4 


* 


4 
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0.07 
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0.47 
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* 
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2.96 
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5.06 


7.71 
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7.12 
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833 


9.62 
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8 
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5.26 
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2.6 


4.21 
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1.78 
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2 63 
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4.33 


3.51 
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11.41 


1036 


6.76 


6.57 
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8.42 


• 
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4.69 


2.77 
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4.36 
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HEMBA1004946 


6.58 


4.26 


256 


8.23 


7.78 


9.16 


5.73 


6.06 


6.35 


* 


+ 






HEMRA1004952 


5.05 


2.8 


1.43 


3.17 


3.75 


3.4 


2.89 


356 


3.26 










HEMBA10O4954 


2.94 


Z13 


253 


7.6 


9.09 


8.39 


8.28 


11.47 


6.83 


mm 


4 


* 


4 


HEMBA1004956 


1.7 


0.98 


0.85 


Z16 


255 


1.65 


Z19 


1.65 


0.68 










HEMBA1004960 


4.22 


1.35 


1.83 


3.33 


455 


3.89 


3.18 


Z33 


2.62 








- 


HEMBA1004971 


2.85 


2.08 


2.33 


3.11 


3.19 


2.48 


4.48 


351 


3.12 










HEMBA1004972 


7.97 


3.44 


5.28 


7.05 


7.91 


7.94 


4.91 


4.41 


4.71 










HEMBA1004973 


4.05 


Z96 


1.6 


4.3 


3.46 


4.03 


3.1 


Z58 


3.76 










HEMBA10O4977 


14.24 


10.04 


6.48 


10.74 


14.23 


17.72 


5.8 


5.62 


5.43 










HEMBA10W978 


3.63 


3.21 


1.82 


4.34 


4.05 


553 


379 


4.18 


253 
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2.43 


1.78 


4.29 


5.14 


5.81 


Z73 


3.03 


2.97 


mm 


4- 






HEMBA1004982 


1.4 


0.95 


055 


1.1 


1.4 


2.11 


0.94 


Z12 


0.81 










HEMBA1004983 


1.7 


15 


1.07 


1.2 


1.85 


1.29 


1.7 


1.13 


1.37 










HEMBA1004995 


4.75 


453 


4.44 


551 


5.64 


4.6 


3.99 


3.69 


453 










HEMBA1005004 


4.11 


3.34 


2.48 


4.8 


3.41 


3.91 


3.87 


Z23 


259 










HEMBA1005008 


555 


2.4 


3.38 


353 


555 


4.97 


3.01 


4.08 


3.22 










HEMBA1005009 


10.15 


9.95 


7.66 


7.94 


11.36 


8.06 


4.21 


5.06 


5.68 






•* 




HEMBA10O5019 


6.33 


2.93 


3.49 


4.34 


5.65 


6.43 


4.58 


6.41 


4.98 










HEMBA10O5O21 


5.34 


2.42 


3.36 


5.76 


5.02 


6.07 


3.05 


452 


3.35 










HEMBA10Q5029 


7.09 


2.85 


5.15 


5.79 


6.77 


7.31 


4.12 


452 


4,02 










HEMBA1005035 


13.39 


11.61 


9.27 


16.88 


2Z86 


20.98 


13.14 


12.08 


14.81 


m 


4 
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9.37 


4.S 


> 6.57 


4.71 


7.3 


8.3S 


7.97 


8.49 


9.16 










HEMBA1005039 


! 2.56 


2.26 


> 1.97 


3.46 


i 4.91 


5.18 


t Z9 


353 


3.77 


m 


4 


* 


4 


HEMBA10O5047 


3.73 


2.6S 


> 25* 


2.7 


r 3.22 


. 4.65 


> 3.1S 


3.2S 


3.52 
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4.69 


. f 35 


6.4 


8.24 


6.75 


4.64 


5.95 


4.47 
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Z24 


3.49 


0.58 


2.31 


2.34 


156 


1.28 


255 


135 
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1.59 


0.53 


1.22 


1.43 


2.19 


Z08 


0.94 


137 


2.12 
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10.97 


5.24 


5.8 


11.93 


6.24 


15.81 


3.48 


6.87 


4.63 










HEMBA1 005070 


54.34 


32.66 


23.12 


7.48 


7.23 


9.46 


4.96 


6.22 


5.67 


* 




• 


- 


HEMBA1005075 


4.78 


2.93 


2.39 


9.53 


8.99 


8.84 


5.77 


6.79 


5.19 


** 


+ 


* 


+ 
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7.81 


5.77 


9.39 


9.72 


10.05 


5.01 


5.86 


6.72 
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1Z04 


7.57 


6.48 


19.42 


17.72 


15.43 


85 


9.75 


11.45 


• 


+ 
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Z66 


1.46 


0.66 


1.94 


3.02 


2.07 


1.27 


Z07 


1.73 
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7.91 


6.72 


4.77 


5.71 


7.85 


8.74 


5.49 


4.34 
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Z86 


1.68 


1.86 


Z41 


5.46 


5.18 


1.67 


351 


1.49 
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5.98 


4.14 


4.5 


9.36 


10.56 


953 


2.93 


5.59 


457 


*• 


+ 
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33.54 


22.43 


1755 


44.06 


43.43 


42.47 


20.48 


2Z61 


173 




+ 
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5.76 


3.96 


4.37 


6.03 


5.87 


6.22 


4.23 


33 


6.27 
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Z76 


3.85 


3.75 


5.23 


3.72 


Z48 


3.36 


3.77 
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4.5 


1.82 


Z91 


2.69 


3.89 


3.12 


3.06 


3.74 


252 










HEMBA10Q5U3 


1.43 


0.81 


0.45 


8.23 


11.09 


10.71 


5.43 


5.23 


651 


** 


+ 


»• 


+ 
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10.61 


5.86 


5.3 


15.09 


2159 


18.64 


8.57 


8.85 


833 


• 


+ 






HEMBA1005133 


2.6 


Z55 


2.08 


5.44 


6.93 


6.67 


3.17 


4.12 


Z67 


»» 


+ 






HEMBA1005135 


1.91 


1.13 


1.66 


1.75 


3.38 


154 


1.31 


3.02 


1.14 
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16.67 


9.87 


9.21 


1239 


15.8 


16.28 


8.2 


10.27 


10.61 
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10.32 


5.61 


5.06 


11.44 


1Z5 


1Z06 


7.17 


859 


7.71 


* 
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6.34 


4.06 


3.55 


952 


11.4 


1Z18 


3.28 


4.04 


5.79 


*» 


+ 
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0.7 


1.49 


0.94 


1.57 


2.36 


1.76 


1.22 


Z54 


0.91 










HEMBA1005172 


43.22 


25,23 


24.37 


335 


39.86 


37.96 


3Z09 


25.74 


34.44 










HEMBA1005185 


4.97 


4.57 


Z99 


Z86 


3.27 


4.08 


Z48 


3.14 


1.7 
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3.35 


Z42 


3.23 


5.64 


6.25 


4.46 


Z06 


Z21 


Z79 


* 


+ 






HEMBA1005195 


1.99 


0.84 


0.81 


1.89 


Z31 


152 


131 


Z87 


1.25 










HEMBA1005201 


6.2 


5.19 


2.55 


5.77 


6.88 


6.27 


4.89 


5.22 


655 










HEMBA1005202 


8.96 


4.63 


5.23 


6.96 


8.01 


6.67 


8.1 


7.62 


9.46 










HEMBA10Q5204 


113.3 


93.42 


M.36 


145.9 


165 


1065 


90.09 


595 


89.11 










HEMBA1005206 


6.48 


3.93 


4.87 


5.9 


5.71 


6.15 


4.98 


432 


452 










HEMBA1005219 


2.14 


1.72 


1.8 


4.03 


Z98 


Z85 


3.28 


4.04 


431 




+ 






HEMBA10Q5223 


3.02 


Z16 


Z78 


4.29 


3.41 


4.21 


Z9 


3.66 


3.28 




+ 






HEMBA1005229 


0.71 


0.07 


0.59 


1.25 


1.02 


0.47 


051 


Z08 


0.98 










HEMBAi 005230 


4.24 


4.62 


Z37 


7.34 


7.76 


6.64 


252 


4.81 


4.22 


• 








HEMBA1005232 


0.15 


0.54 


0.47 


1.05 


1.44 


1.37 


1.1 


0.73 


0.86 








+ 


HEMBA1005238 


5.05 


3.37 


Z42 


6.46 


5.11 


6.11 


4.05 


3.86 


3.91 










HEMBA1005241 


18.2 


11.3 


9.41 


11.74 


14.66 


18 


9.85 


733 


9.11 










HEMBA1005244 


6.45 


3.35 


4.4 


53 


7.24 


5.85 


3.98 


5 


6.42 










HEMBAI 005246 


9.39 


6.95 


6.65 


15.52 


17.83 


1337 


15.28 


9.28 


1Z96 


*« 


+ 






HEMBA1005251 


2.49 


1.43 


2.18 


5.25 


6.15 


4.92 


3.41 


3.93 


335 


** 


+ 


» 


+ 


HEMBA1005252 


3.83 


Z63 


3.03 


356 


4.92 


3.46 


2.88 


45 


438 










HEMBA1005267 


1.63 


0.84 


1.67 


10.27 


755 


7.28 


1.17 


3.13 


1.81 


** 


+ 






HEMBA1005274 


1.18 


0.71 


0.61 


1.46 


Z14 


1.62 


1.18 


1.08 


1.02 


* 


+ 






HEMBA1005275 


1.9 


i 0.81 


0.85 


2.82 


4.11 


3.4 


1.92 


254 


t 1.27 


* 


+ 






HEMBA1005288 


3.5 


1.84 


Z36 


6.6 


8.72 


6.93 


3.45 


3.43 


332 




+ 






HEMBA1005293 


1.91 


2.03 


0.55 


454 


1.95 


1.33 


058 


2.15 


1.2 










HEMBA1005296 


401.9 


314.1 


296.6 


377.8 


403.7 


432.4 


228.1 


207.4 


230 






• 




HEMBA1005301 


1.98 


0.74 


1.57 


Z67 


1.35 


1.8 


1.62 


2.6 


1.33 










HEMBA1005304 


4.1 


Z37 


Z93 


8.99 


8.69 


9.63 


4.7 


6.26 


5.96 






• 


+ 


HEMBA1005305 


2.8 


1.25 


1.81 


4.03 


4.81 


4.66 


2.57 


435 


Z78 


•* 


+ 






HEMBA1005311 


Z04 


1.03 


155 


2.81 


Z74 


3.45 


0.88 


23 


2.36 


* 


+ 






HEMBA1005313 


6.91 


3.99 


3.19 


6.31 


4.42 


4.78 


4.14 


4.74 


6.56 










HEMBA1005314 


0.55 


! 0.27 


0.2 


1.02 


1.14 


0.89 


1.2 


0.4 


1.03 




+ 






HEMBA1005315 


4.12 


1.27 


1.36 


3 


4.13 


3.44 


3.48 


Z53 


3.28 
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4.6 
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1.29 
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•* 
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4 
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3.26 
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22.24 


11.71 


11.54 


14.09 


14.09 


14.6 


1Z65 


14.29 


14.22 










HEMBA1005353 


655 


4.18 


3.72 


6,77 


13.54 


9.81 


6.95 


6.75 


7.1 










HEMBA1005359 


7.54 


5.12 


6,63 


11.85 


1Z2 


12.76 


7.38 


8.41 


9.39 


** 


4 






HEMBA1005362 


9.18 


7.14 


7.14 


5.77 


8.95 


8.4 


3.09 


3.31 


2.6 




• 


** 


- 
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0.89 


1.26 


0,41 


1.96 


2.44 


1.02 


1.19 


1.6 


1.68 










HEMBA1005367 


3.22 


Z29 


1.05 


4.88 


6.98 


6.68 


5.63 


8 


6.43 


* 


4 


** 


4 


HEMBA1005372 


2.2 


0.98 


0.77 


1.74 


3.83 


3.08 


4.16 


Z78 


Z66 






« 


4 


HEMBAI005374 


6.99 


3.71 


3.35 


1254 


10.52 


8.75 


6.1 


658 


7.22 


* 


4 






HEMBA1005379 


1.84 


1.63 


1.2 


1.2 


1.49 


Z65 


1.75 


1.09 


1.97 










HEMBA1005382 


7.86 


4.67 


5.2 


10.89 


7.83 


8.14 


558 


6.98 


652 










HEMBA1005384 


4.42 


2.21 


2.13 


6.74 


6.14 


5.84 


4.87 


4.21 


4.01 


• 


4 






HEMBA1005386 


6.04 


3.65 


338 


6.45 


5.92 


6.1 


5.2 


4.67 


5.78 










HEMBA1005389 


5.36 


3.94 


2.77 


5.75 


6.88 


6.02 


Z6 


5.56 


3.66 
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6.27 


3.67 


358 


3.93 


459 


4.22 


Z21 


4.81 


3.15 
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11.32 


8.45 


6.9 


16.3 


23.03 
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13.06 


13.2 








4 
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4.51 


117 


5.61 


4.87 


4.3 


551 


3.2 


4.27 
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1.48 


1.46 


0.98 


2.22 


1.83 


Z32 


3.82 


231 


Z31 


• 


4 


* 


4 


HEMBA100S4U 


332 


2.25 


1.72 


856 


7.19 


8.45 


4.84 


3.85 


4.74 


•* 


+ 


* 


4 


HEMBA1005423 


4.84 


2.65 


Z83 


7.04 


5.69 


5.75 


3.26 


4.32 


3.64 


* 


4 






HEMBA1005426 


1.66 


0.94 


1.03 


2.84 


Z24 


Z73 


1.74 


Z79 


1.34 


*+ 








HEMBA1005427 


18.06 


13.04 


14.1 


24.89 


25.18 


27,94 


1155 


18.31 


15.99 


*• 


4 






HEMBA1005430 


3.16 


1.5 


2.13 


1.75 


2.9 


3.37 


Z43 


3.98 


2.23 










HEMBA1005438 


4.91 


3.54 


3.44 


5.97 


8.41 


5.02 


5.97 


4,67 


658 










HEMBA10C5443 


11.24 


11.79 


6.21 


19.21 


19.58 


15.66 


17.03 


13.17 


10.83 


• 


4 






HEMBA1005447 


3.13 


3.2 


1.74 


4.18 


4.12 


4.68 
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Z36 


2.86 


m 


4 
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2.92 


3.15 
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351 
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3.38 
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4.04 


356 


7.29 
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4.29 


5.16 
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3.77 


3.63 


4.31 
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9.91 
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5.46 
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4.49 


4.09 
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355 


5.47 
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458 


4.13 
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5.09 
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457 


3.72 
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17.71 


1457 
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7.86 


* 
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12.04 
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1Z78 


5.02 


3.73 
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3 
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3.65 


3.78 


4.7 
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Z01 


2 


• 
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** 
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- 


HEMBA1005576 


3.57 


2.9 


1.76 


5.63 


4.9 


6.27 


331 


4.43 


3.65 




+ 






HEMBA10Q5577 


3.28 


1.8 


1.85 


232 


3.76 


3.29 


1.78 


2.45 


Zl 










HEMBA1 005581 


6.44 


3.47 


3.35 


11.86 


10,8 


9.38 


931 


8.35 


7.77 


*• 


+ 


m 




HEMBA10O5582 


3.79 


Z19 


1.67 


4.94 


4.83 


5.37 


3.11 


3.69 


2.69 


• 


+ 






HEMBA1005583 


2.18 


Z16 


134 


2.99 


3.77 


4.66 


23 


Z75 


1.62 


* 








HEMBA1005588 


3.6 


2.49 


331 


8.28 


7.89 


9.86 


3.63 


5.17 


4.67 










HEMBA1005593 


3.44 


3.2 


2.65 


4.18 


6.03 


3.87 


2.97 


3.28 


Z95 










HEMBA1005595 


Z58 


2.31 


1.83 


3.46 


4.98 


5.89 


3.2 


2.15 


3.87 










HEMBA1005597 


13.38 


9.58 


8.44 


10.53 


1Z2 


11.02 


833 


9.47 


8.93 










HEMBA1005606 


1X27 


7.53 


6.44 


5.89 


7.11 


6.3 


8.22 


8.78 


11.95 










HEMBA10Q5609 


5.25 


3.66 


3.27 


10.52 


11.83 


1036 


4.85 


5.36 


5.71 


• * 








HEMBA1005616 


5.15 


3.24 


2.69 


6.77 


7.27 


7.69 


4.76 


532 


4.74 


* 








HEMBA1005621 


5.71 


4.59 


4.34 


4.48 


5.05 


3.45 


2.83 


4.75 


2.83 










HEMBA1005627 


4.83 


Z61 


Z82 


631 


8.02 


6.48 


3.29 


4.97 


4.83 


* 


+ 






HEMBA10O5628 


5.64 


3.83 


3.44 


12.81 


11.82 


14.97 


10.64 


9.94 


1334 


«» 


+ 


mm 




HEMBA10G5631 


2.21 


1.39 


0.65 


2.83 


4.04 


3.15 


5.61 


3.11 


3.88 


• 




* 


+ 


HEMBA1005632 


11.01 


3.49 


3.42 


8.83 


9.02 


7.82 


5.06 


4.35 


5.44 










HEMBA1005634 


6.35 


2.76 


Z05 


5.36 


8.63 


6.5 


4.98 


5 


6.87 










HEMBA1005662 


1.07 


1.53 


1.02 


Z26 


2.43 


233 


Z04 


1.73 


2.38 


*» 








HEMBA1005666 


4.52 


3.82 


432 


9.91 


8.09 


7.3 


6.48 


6.28 


5.06 


** 




* 


+ 


HEMBA1005670 


2.29 


Z27 


1.9 


7.3 


631 


7 


3.1 


7.04 


3.71 


mm 








HEMBA1005671 


3.97 


1.07 


3.6 


3.68 


3.22 


2.26 


4.53 


6.9 


3.6 










HEMBA1005679 


4.26 


2.11 


3.13 


635 


7.51 


6.35 


Z51 


4.92 


3.8 


mm 








HEMBA1005680 


6.79 


3.09 


Z88 


6.98 


9.15 


8.11 


7.19 


3.45 


6.54 










HEMBA10056&5 


5.15 


2.24 


Z86 


3.16 


3.75 


6,06 


3.75 


2.67 


3.13 










HEMBA1005698 


6.46 


4.64 


3.65 


631 


6.49 


8.04 


4.48 


5.97 


6.27 










HEMBA1005699 


2.04 


1.37 


1.03 


Z33 


2.8 


Z44 


1.39 


3.16 


0.93 


m 


♦ 






HEMBA1005703 


1.57 


1.14 


033 


Z63 


1.8 


1.22 


0.95 


3.02 


1.71 










HEMBA10O5705 


4.78 


Z62 


3.65 


835 


539 


7.85 


3.94 


5.46 


2.65 


m 








HEMBA10057H 


L7 


0.73 


0.42 


Z78 


2.29 


Z36 


1.03 


Z79 


1.13 


* 


+ 






HEMBA100S717 


1.99 


1.9 


137 


439 


1833 


4,07 


1.65 


3.65 


Z24 










HEMBA1005718 


1X46 


6.17 


5.4 


10.4 


11.53 


8.97 


6.74 


7.19 


8.25 










HEMBA100S721 


15.4 


8.95 


6.41 


11.18 


12.64 


1139 


11.3 


10.89 


13.73 










HEMBA1005722 


11.88 


7.25 


5.73 


15.89 


16.63 


13.24 


10.07 


13.96 


1Z55 


• 








HEMBA1005724 


4.23 


139 


1.12 


1.47 


3.11 


Z3 


1.44 


1.83 


Z83 










HEMBA1005732 


4.64 


3.73 


2.82 


4.17 


4.78 


53 


3.41 


2.84 


3.27 










HEMBA1005737 


Zll 


1.17 


0.89 


1.64 


1.86 


1.55 


2.37 


1.99 


1.73 










HEMBA100574Z 


Z91 


1.85 


1.65 


20.12 


22.7 


20.93 


10.11 


6.75 


7.19 


mm 


+ 






HEMBA1005746 


3.55 


Z22 


235 


2.88 


5.21 


3.91 


i Z28 


2.67 


1.49 










HEMBAI005747 


6.73 


2.98 


3.61 


4.2 


6.34 


4.06 


4.88 


4.78 


5.21 










HEMBA1005749 


16 


15,05 


7.61 


16.72 


17.56 


14.78 


13.73 


10.17 


19.02 










HEMBA1005755 


1.55 


138 


0.58 


Z76 


3.45 


1.74 


Zll 


2.82 


Z29 






* 


+ 


HEMBA1005760 


6.22 


4.23 


3.01 


5.27 


5.19 


5.24 


4.36 


3.24 


4.73 










HEMBA1005765 


5.47 


4.02 


4.47 


8.82 


838 


6.98 


4.72 


5.79 


338 


** 


+ 






HEMBA1005766 


6.49 


3.72 


3.07 


6.86 


5.34 


6.17 


43 


5.2 


3.85 










HEMBA1005780 


5.24 


3.72 


336 


7.77 


10.48 


12.03 


5.65 


6.93 


5.8 


• • 




* 


+ 


HEMBA1005795 


2.44 


Zl 


Z01 


3.69 


3.63 


Z88 


1.69 


3.18 


1.68 


* 








HEMBA 1005809 


2336 


22 


11.6 


14.58 


20.18 


18.5 


16.89 


18.97 


9.81 










HEMBA1005813 


3.44 


3.32 


2.49 


332 


4.47 


4.04 


2.83 


4.45 


3.63 










HEMBAI005815 


6.13 


3.52 


2.7 


5.29 


7.35 


4.96 


4.74 


5.46 


7.01 










HEMBA1005822 


4.2 


1.96 


Z92| 8.67 


7.02 


9.4 


4.99 


3.69 


6.16 


** 
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HEMBA1005829 


7.71 


4.11 


4.16 


9.68 


9.82 


10.65 


5.68 


6.05 


6.18 










HEMBA100S833 


5.55 


4.05 


3.69 


5.07 


5.16 


5.6 


4.09 


4.46 


5.21 










HEMBA1005334 


655 


434 


5.21 


12.06 


12.18 


15.25 


4.16 


7.19 


5.66 










HEMBA1005844 


55.19 


32.63 


42.62 


5231 


50.88 


44.4 


13.71 


2239 


16.54 






* 




HEMBA1005852 


1432 


735 


8.88 


11.42 


13.87 


1228 


1212 


9.6 


10.71 










HEMBA1005853 


4.46 


3.87 


27 


5.48 


7.15 


7.24 


6.76 


3.1 


4.03 


« 








HEMBA1005S78 


10.9 


931 


6.82 


15.29 


18.75 


1835 


11.26 


9.02 


9.91 


• • 


+ 






HEMBA10O5883 


28 


3.02 


2.09 


299 


4.75 


3.12 


3.03 


3.43 


283 










HEMBA1005884 


1.78 


1.18 


05 


241 


222 


1.91 


216 


1.93 


1.73 










HEMBA1005891 


1.55 


1.14 


052 


225 


437 


4.09 


208 


269 


1.69 


• 


+ 






HEMBA1005894 


3.43 


2.12 


297 


5.44 


5.86 


5.44 


254 


452 


277 


■ft 


+ 






HEMBA1005898 


16.67 


8.8 


1151 


11.61 


1853 


21.97 


6.97 


1221 


8.22 










HKMBA10O5902 


4.41 


3.46 


255 


297 


331 


357 


3.63 


4.8 


4.43 










HEMBA 1005907 


1.14 


1 


032 


139 


1.9 


1.41 


1.83 


217 


138 






* 


+ 


HEMBA1005909 


0.96 


0.99 


0.06 


0.74 


152 


0.83 


1.8 


0.82 


0.95 










HEMBA1005911 


5.56 


3.24 


354 


559 


8.12 


8.18 


4.97 


3.97 


5.62 


* 


+ 






HEMBA1005912 


6.61 


6.28 


5.64 


8.63 


1033 


851 


7.27 


7.15 


4.9 










HEMBA1005913 


3.32 


1.87 


2.67 


4.85 


5.83 


539 


4.23 


6.09 


5.19 


•ft 


+ 


• 


+ 


HEMBA1005921 


5.08 


3.6 


4.07 


7.96 


11.09 


11.08 


3.93 


6.12 


4.64 


• ft 


+ 






HEMBA1005922 


9.29 


4.86 


8.75 


1031 


11.79 


1459 


5.42 


7.95 


659 










HEMBA100S929 


9.26 


6.15 


5.27 


835 


1225 


1251 


8.91 


7.98 


6.88 










HEMBA1005931 


1337 


8.03 


6.05 


13.2 


15.89 


16.14 


10.01 


9.04 


10.17 










HEMBA10G5934 


11.83 


7.65 


6.91 


1133 


21.92 


13.8 


6.94 


9.42 


10.1 










HEMBA10G5945 


9.41 


6.42 


4.64 


6.1 


7.01 


8.67 


8.01 


6.77 


7.06 










HEMBA10Q5962 


2.52 


1.69 


1.85 


252 


244 


3.11 


1.69 


3.18 


261 










HEMBA1005963 


158 


1.29 


0.83 


222 


232 


1.65 


0.75 


223 


1.58 










HEMBA1005990 


53.63 


37.05 


35.87 


2288 


28.11 


30.49 


25.75 


38.21 


38.5 










HEMBA1005991 


4,36 


288 


252 


7.83 


8.53 


8.07 


3.66 


3.18 


437 


• ft 


+ 






HEMBA1005999 


7.25 


4.04 


3.51 


7.81 


9.22 


8.54 


5.71 


6.17 


5.07 


ft 


+ 






HEMBA1006002 


4.03 


26 


1.83 


232 


2.41 


299 


356 


4.2 


3.68 










HEMBA1006005 


358 


3.7 


247 


1.41 


2.98 


278 


219 


332 


3.16 










HEMBA1006011 


28.82 


13.22 


19.62 


6.69 


8.42 


8.26 


9.43 


7.34 


8.25 


* 








HEMBA1006013 


4.9 


3.69 


2.44 


282 


3.64 


2.69 


3.14 


3.46 


263 










HEMBA1006016 


5.42 


2.01 


3.02 


4.73 


5.78 


5.82 


3.09 


4.11 


3.71 










HEMBA1006019 


4.75 


3.24 


219 


266 


6.4 


5.83 


201 


358 


3.27 










HEMBAX006021 


5.17 


264 


3.76 


13.9 


2033 


23.22 


9.49 


1271 


9.39 


*• 


4 


• ft 


♦ 


HEMBA1006022 


6.7 


7.43 


3.24 


7.5 


739 


6.93 


5.83 


6.01 


1 83 










HEMBA1006G31 


4.39 


5.2 


21 


355 


7.12 


4.25 


282 


439 


3.34 










HEMBA1006035 


3.57 


1.83 


21 


268 


331 


332 


352 


3.36 


3.1 










HEMBA1006036 


11.47 


5.72 


5.91 


13.84 


2261 


1936 


7.96 


7.38 


10.66 


• - 


+ 






HEMBA 1006042 


5.24 


3.69 


284 


6.48 


8.01 


7.56 


436 


7.77 


4.18 


• 


-f 






HEMBA1006044 


1.69 


0.79 


0.7 


2 


1.1 


158 


0.9 


205 


1.25 










HEMBA1006045 


4.3 


3.06 


236 


5.33 


6.87 


5.75 


4.69 


7.34 


3.91 


• 








HEMBA1006048 


5.42 


3.01 


4.33 


537 


6.23 


4.19 


3.1 


3.81 


25 










HEMBA1006053 


5.79 


4.06 


2.48 


45 


6.49 


355 


3.66 


3.74 


4.34 










HEMBA1006055 


1.82 


1.84 


1.28 


L8 


2.36 


219 


1.75 


252 


248 










HEMBA1006058 


4.72 


218 


221 


2.56 


3.95 


3.04 


3.54 


3.28 


3.39 










HEMBA1006063 


15.52 


11.99 


10.03 


16.08 


16.03 


13.94 


13.46 


9.12 


10.83 










HEMBA1006067 


1.98 


155 


1.25 


1.72 


265 


1.7 


2.65 


272 


271 






ft* 


+ 


HEMBA10060S1 


3.98 


3.25 


2.94 


352 


4.19 


3.86 


274 


3.6 


218 










HEMBA1006089 


10.8* 


7.08 


9.01 


8.5 


7.48 


9.62 


5.2* 


4.65 


613 






• 




HEMBA1006090 


2.72 


1.74 


> 231 


24* 


4.09 


► 253 


1.71 


3.25 


266 










HEMBA 1006091 


\ 8.41 


4.91 


' 53* 


\ 6.67 


13.08 


I 953 


6.54 


5.82 


7.45 










HEMBA1006093 


4.« 


> 3.4< 


; u 


\ 4.22 


4.6* 


I 5.91 


4.02 


. 439 


559 










HEMBA1006099 




! 2.83 


\ 3.5- 


1 7.25 


7.2*; 


> 6.62 


8.1 


' 6i 


I 7.75 










HEMBA1006100 


4.94 


\ 3.5* 


J 3.4* 


I 6.75 


7.94 


i 1.S4 


5.42 


\ 452 


! 4.63 


•* 


+ 
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HEMBA100610* 


5.03 


2.45 


Z82 


5.62 


4.96 


3.72 


3.28 


3.95 


3.28 










HEMBA 100611 4 


5.25 


4.63 


5.08 


7.3 


10.42 


7.17 


4.76 


5,44 


5.87 




+ 






HEMBA1006121 


6.32 


2.33 


4.31 


5.84 


6.44 


733 


4.17 


635 


4.7 










HEMBA1006124 


3.12 


2.28 


2.5 


333 


4.9 


Z3 


1.69 


3.9 


Z53 










HEMBA1006U5 


10.14 


8.44 


4.52 


732 


17.2 


16.18 


932 


10.87 


14.31 










HEMBA1006130 


2.62 


2.68 


Z39 


2.72 


3.08 


4.43 


3.7 


43 


4.1 






** 




HEMBA1006138 


7.26 


4.73 


3.72 


93 


11.39 


10.14 


5.49 


5.98 


737 


• 


+ 






HEMBA1006142 


6.22 


3.63 


4.24 


733 


10.18 


10.72 


637 


6.34 


6.19 




+ 






HEMBA1006150 


16.28 


10.88 


9.66 


1537 


15.3 


1333 


637 


7.84 


7.68 










HEMBA1006151 


8.94 


6.23 


8.3 


9.44 


9.41 


9.8 


14.8 


13.36 


17.11 






• • 


+ 


HEMBA1006155 


431 


2.12 


3.11 


Z99 


Z19 


Z62 


2.75 


4.44 


3.92 










HEMBA1006158 


1.99 


Z23 


1 


532 


Z28 


1.62 


0.79 


3.02 


2.04 










HEMBA1006164 


7.82 


6.93 


4.48 


10.95 


14.83 


12 


6.46 


6.96 


7.98 




+ 






HEMBA1006171 


3.78 


1.96 


1.78 


Z93 


3.7 


4.2 


6.07 


5.07 


5.46 






* 


+ 


HEMBA1006173 


3.13 


1.34 


2.45 


Z99 


4.82 


4.35 


2.87 


4.45 


2.71 










HEMBA1006176 


17.29 


15.19 


1Z08 


17.72 


24.16 


2Z1 


76.2 


63.22 


78.98 






*• 


+ 


HEMBA1006182 


2.42 


1.06 


1.52 


Z8 


3,22 


2.43 


1.16 


33 


1.94 










HEMBA1006197 


6.41 


5.46 


4.82 


12.32 


9.66 


9.7 


432 


5.89 


5.15 


** 


+ 






HEMBA1006198 


938 


7.2 


6.52 


9.4 


935 


10.32 


5.65 


836 


6.79 










HEMBA1006213 


236 


0.9 


1.99 


3.02 


4.19 


4.18 


1.76 


238 


3.01 


ft 


+ 






HEMBA1 006217 


23.81 


1Z95 


14.09 


28.71 


29.21 


22.65 


54.8 


57.77 


74.75 






** 


+ 


HEMBA1006226 


45.81 


48.81 


55.06 


71.05 


67.87 


69.04 


34.7 


30.76 


48.77 




+ 






HEMBA100623S 


2.69 


1.66 


2.93 


2.89 


2.63 


3.42 


3.26 


2 


Z73 










HEMBA1006248 


4.57 


1.66 


2.14 


4.47 


3.25 


4.51 


337 


335 


Z98 










HEMBA1006251 


731 


5.13 


5.62 


8.77 


8.46 


1033 


8.03 


7.68 


7.92 


• 




* 




HEMBA1 006252 


2.83 


2.65 


0.76 


1.86 


Z33 


3.7 


231 


1.94 


Z08 










HEMBA1 006253 


532 


3.08 


3.71 


4.06 


4.47 


4.75 


Z99 


Z68 


1.89 










HEMBA1006259 


4.17 


1.88 


2.86 


437 


4.88 


6.45 


Z66 


Z31 


3.49 










HEMBA1D06261 


6.4 


3.95 


339 


6.02 


5.83 


6.2 


5.45 


3.63 


10.61 










HEMBA1006268 


3.66 


2.08 


1.88 


4.46 


4.9 


5.18 


Z58 


Z36 


4.27 


• 


♦ 






HEMBA1006271 


7.71 


2.93 


431 


11.62 


12.09 


12.3 


7.07 


533 


10.91 


#« 








HEMBA1006272 


Z81 


1.63 


1 


Z86 


Z92 


3.49 


Z16 


1.96 


2.4 










HEMBA1006273 


5.39 


2.09 


3.07 


4.81 


3.79 


4.4 


5.32 


3.06 


3.91 










HEMBA1006276 


2.93 


1.9 


3.24 


3.4 


435 


3.76 


Z55 


1.66 


Z29 










HEMBA1006278 


1.93 


1.63 


133 


4.06 


4.19 


3.8 


Z43 


1.58 


2.09 


*• 


+ 






HEMBA10O6283 


735 


3.25 


33 


4.82 


5.8 


5.93 


4.92 


3.12 


4.11 










HEMBA1006284 


3.83 


2.26 


Z04 


538 


Z8 


434 


3.15 


Z33 


3.82 










HEMBA1006291 


4.96 


136 


1.34 


4.1 


Z68 


4.41 


3.86 


3.13 


3.18 










HEMBA 1006292 


2.77 


2.02 


1.73 


Z32 


Z22 


1.89 


2.26 


1.67 
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4.78 


7.19 


757 


8.09 


8 


6.14 


453 


8 






HEMBA1006885 


14.47 


10.91 


10.29 


11.14 


1359 


13.12 


8.92 


9.99 


1151 
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9.88 


9.1 


5.85 


13.2 


135 


1Z51 


7.07 


6.68 


7.13 


" + 




HEMBA10O6889 


6.59 


4.3 


4.26 


4.32 


5.23 


5.84 


3.48 


4.25 
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1657 


11.14 


9.96 


1358 


12.6 


17.46 


13.28 


8.89 


13 






HEMBA1006900 


11.28 


4.72 


4.94 


6.26 


7.37 


10.33 


5.94 


4.33 


6.61 






HEMBA10O69O2 


2.57 


1.63 


Z97 


3.06 


25 


3.31 


2.84 


4.11 


Z62 






HEMBA1006912 


9.86 


3.49 


5.48 


8.69 


10.41 


10.91 


5.79 


6,47 


5.76 
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14.14 


7.94 


1037 


14.19 


14.05 


16.96 


6.19 


5.9 
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9.91 


7.1 


4.15 


7.61 


7.72 


7.02 


3.84 


3.67 
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5.33 


2.22 


1.77 


2.75 
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Z98 


2.63 


Z52 


3.45 






HEMBA1006926 
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2 


3 
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7.43 


7.48 
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5.31 
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12.22 


7.8 


9.63 


10.28 


8.93 


1152 
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8.19 


4.07 


653 


8.73 


9.65 


145 


10.35 


757 


10.44 
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16.05 


14.06 


2151 


2859 


29.47 
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11.2 
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1.82 
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1.36 
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3.54 
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3.61 


* + 
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2.71 


1.15 
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0.32 
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HEMBA1006993 
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1 
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85 
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-i 
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HEMBA1007002 
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HEMBA1007017 
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17 
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► 
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9.21 
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5.19 
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HEMBA1007080 ! 


6.49 


3.94 


5.98 


9.98 


8.08 


9.96 


7.3 


4.03 


5.16 


* 


+ 






HEMBA10O70S4 


6.15 


4.73 


3.3 


733 


11.43 


12.96 


4.4 


634 


5.84 


• 


+ 






HEMBA1007085 


1137 


6.03 


6.42 


14.47 


16.1 


16.28 


1038 


7.67 


10.37 


* 








HEMBA1007087 


8.74 


3.56 


5.06 


9.07 


6.88 


8.89 


6.19 


4.83 
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4 
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3.78 
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3.34 
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65.09 
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58.54 


73.69 


65.61 
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8.13 


4.48 


3.34 


8.09 


6.98 


8.85 


8.22 


8.26 
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5.96 


2.89 


2.91 


5.64 


4.63 


435 


331 


Z95 


4.74 
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9.92 


8.69 
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4.85 


5.28 
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m 
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1.7 


23 


Z24 


3.01 


4.69 
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1.95 
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3.26 


3.02 
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12 


5.01 


4.74 
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** 


+ 






HEMBA1007121 
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14 
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+ 
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4.97 
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+ 
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834 
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4.3 


43 


• 
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Z49 


3.67 


3.93 
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5.88 
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8.83 


9.47 
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8 
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9.37 
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• 


+ 
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3.41 


3.02 


7.21 


8.94 
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•* 


+ 
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23 
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* 


+ 
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2.71 
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1.16 


13 


3.65 


2.92 


13 
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1.07 


0.43 


1.29 


1.21 


1.04 


1.02 


1.25 
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6.62 


2.63 


3.23 


3.75 


3.81 


4.38 


2.75 


2.29 


3.75 
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1.29 
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5.75 


6.28 
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1.78 
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** 


+ 
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2.54 


1.91 
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23 
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HEMBB1000005 
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HEMBB1000008 


6.33 


3.99 


3.55 


932 


9.9 


1183 


4.69 


4.68 


538 


** 








HEMBB1000018 


9.18 


4.31 


7.12 


14.89 


18.9 


20.93 


7.15 


7.95 


8.65 




¥ 






HEMBB1000024 


8.61 


5.93 


3.83 


1Z18 


1538 


14.42 


6.22 


532 


83 


** 


f 






HEMBB1000025 


7.18 


1.68 


2.62 


5.76 


5.35 


5.09 


4.63 


43 


5.11 










HEMBB1000030 


5.99 


4.74 


5.88 


1195 


12.01 


10.44 


5.68 


5.83 


6.43 


** 


f 






HEMBB1000036 


5.65 


4.09 


3.36 


4.79 


4.59 


7.69 


4.76 


4.78 


5.5 










HEMBB1000Q37 


6.62 


4.31 


5.17 


7.83 


6.16 


9.26 


6.18 


5.41 


5.32 
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3.3 
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Z08 
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6.46 


3.88 
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•* 
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2.86 


3 


8.94 


8.97 


9.22 


3.67 
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3.74 
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4.16 


1.72 


3.61 


5.69 


6.15 


8.14 


331 


4.43 


3.25 


* 








HEMBB1000050 
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1.49 


135 


3.76 
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5.41 
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2 
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7.15 


3.88 
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24.4 


16.2 


17.8 
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9.69 
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« 


- 
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7.84 
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9.69 


10.78 
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* 


+ 


HEMBB1000072 


9.51 


4.64 
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1283 


10.68 


1119 


7.97 


7.6 


5.64 
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3.87 


1.35 


1.85 


5.08 


5.24 


4.46 


3.77 


3.99 


4.68 


* 


■f 
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2.08 
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8.88 
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3.2 


5.07 
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* 
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21 


3.13 
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7.12 


8.77 


3.62 


4.07 


4.02 


** 
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10.03 


4.21 


5.44 


7.27 


9.1 


10.43 


5.68 


3.83 
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221 


1.8 


1.66 


3.6 


3.78 


243 


231 


165 


1.94 


* 


+ 
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6 


2.44 


5.07 


9.23 


13.61 


1137 
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5.71 


7.13 
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11.08 


5.29 
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9.34 


10.14 


10.72 


4.69 


6.24 
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5.39 


8.37 


6.27 
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6.5 


5.47 


4.71 
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2.17 


2 
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336 


3.45 


3.36 
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337 


2.9 
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HEMBB1000119 


4.55 


245 


4.15 


5.3 


3.89 


4.98 


217 


5.09 
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BEMBB1000133 


36.74 


19.87 
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17.43 


2.43 


25.47 


18.03 


19.17 


26.05 










HEMBB1000134 


8.1 


5.02 


4.94 


5.99 


6.85 


11.63 


3.4 


5.64 


633 










HEMBB100O136 


4.52 


2.17 


145 


Z82 


231 


2.54 


3.01 


2.62 


4.93 










HEMBB1000141 


5.34 


226 


Z68 


7.34 


8.23 


8.82 


4.82 


3.93 


6.2 


• 








HEMBB1000144 


4.28 


3 


3.58 


1Z18 


6.95 


935 


4.11 


4.95 


6.86 


• 








HEMBB1000147 


3 


236 


0.48 


3.68 


283 


3.66 


175 


14 


28 










HEMBB1000152 


4.26 


239 


298 


3.85 


232 


33 


2.62 


3.23 


3.16 










HEMBB1000154 


3.63 


1.65 


197 


5.05 


4,98 


5.15 


228 


3.46 


4.23 


• 


+ 






HEMBB1O0O155 


3.1 


214 


206 


3.13 


438 


4.5 


217 


2.09 


204 










HEMBB1000173 


11.42 


5.05 


6.29 


19.61 


16.74 


1736 


10.24 


8.45 


9.62 


** 
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HEMBB1000175 


3.73 


1.02 


1.8 


5.42 


5.67 


6.02 


29 


Z66 


4.4 


* 
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HEMBB1000176 


5.82 


2.57 


3.52 


6.79 


73 


6.93 


5.44 


4.12 


6.38 


* 


+ 






HEMBB1000198 


2.93 


133 


0.9 


2.24 


0.81 


187 


177 


0.77 


187 
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3.02 


2.41 


168 


33 


231 


3.21 


228 


181 


161 










HEMBB100Q209 


4.47 


2.11 


226 


5.05 


5.4 


5.79 


2.1 


3.16 


224 


* 
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HEMBB1000212 


4.74 


238 


Z45 


332 


2.97 


6.08 


1.78 


3.81 


218 










HEMBB1000215 


12.22 


6.74 


7.81 


16.21 


19.51 
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10.04 


113 


10.31 
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4.31 


13 


3 


5.84 


8.07 


8.67 


4.27 


3.64 


454 




+ 






HEMBB1002044 


1.54 


1.29 


1.16 


1.41 


1.89 


139 


1.48 


104 


1.41 
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1356 


9.28 


9.85 


18.7 


19.69 


19.62 


1133 


11.49 


14.07 


** 


+ 
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0.94 


0.9 


1.48 


103 


3.05 


331 


1.86 


1 85 


1.5 




4 


* 




HEMBB1002050 


2.63 


0.87 


2.41 


124 


331 


3.77 


1.82 


2.42 


2J29 










HEMBB1002051 


2.77 


1.42 


272 


3.76 


4.08 


337 


1 


2.97 


1.66 




+ 






HEMBB1002068 


11.05 


4.29 


3.65 


7.71 


6.55 


757 


7.7 


4.29 


6.63 










HEMBB1002069 


13.1 


6.94 


8.01 


16.77 


20.06 


18.1 


11.13 


9.92 


13.2 










HEMBB 1 002075 


2.31 


1.12 


2.72 


4.01 


539 


4.96 


161 


152 


147 




+ 






HEMBB1002079 


3.29 


1.28 


Z08 


222 


142 


123 


253 


2.39 


1.66 










HEMBB100208O 


1.83 


255 


0.96 


115 


198 


4.39 


1.68 


181 


13 










HEMBB1002082 


2.22 


1.44 


1.38 


135 


14 


16 


1.2 


153 


2.07 










HEMBB10020S4 


1.85 


1.72 


1.75 


273 


3.83 


5.21 


172 


3.71 


3.91 






* 


+ 


HEMBB 1002088 


11.64 


8.26 


103 


14.66 


19.71 


16.32 


16.11 


15.05 


1956 






• 




HEMBB 1002092 


8.42 


4.12 


3.19 


8.1 


10.6 


9.29 


6.67 


5.28 


5.88 










HEMBB1002094 


8.51 


6.18 


7.26 


14.48 


15.44 


15.77 


7.48 


6.89 


8.09 




+ 






HEMBB10O21G3 


13.1 


135 


12.83 


61.49 


6835 


57.48 


66.63 


34.04 


51.6 


• a 


+ 


• 




HEMBB1002109 


6.77 


3.65 


4.41 


10.27 


1178 


11.5 


7.97 


4.24 


7.06 


*• 


+ 






HEMBB1002115 


44.63 


28.15 


3239 


41.8 


5337 


63.47 


24.84 


2128 


27.42 










HEMBB1002120 


2.22 


0.77 


13 


335 


183 


15 


1.74 


154 


1.48 




+ 
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1.32 


0.72 


139 


114 


1.84 


1.52 


1.15 


156 


1.25 
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29.98 


14.03 


1839 


2256 


28.18 


29.08 


20.1 


20.18 


26.29 
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5.67 


2.48 


3.78 


3.62 


3.43 


4.97 


3.89 


4.13 


4.88 
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3.55 


231 


2.47 


7.41 


6.73 


5.61 


7.6 


5.28 


8.06 


*• 


+ 


• 


+ 
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3.56 


2.49 


3.1 


6.05 


5.07 


6.19 


3.34 


5.1 


3.14 


mm 


+ 
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5.57 


2.73 


533 


5.02 


6.05 


7.64 


4.99 


5.45 


6.15 
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4.26 


2.17 


2.9 


5.21 


4.83 


7.21 


3.06 


3.4 


229 
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2.66 


1.68 


179 


4.87 


184 


191 


1.83 


333 


218 
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2.89 


1.29 


331 


6.08 


53 


7.8 


166 


3.88 


338 




+ 
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4.47 


109 


174 


4.63 


5.63 


4.42 


184 


452 


4.28 










HEMBB1002173 


2.01 


15 


133 


4.12 


5.2 


7.12 


121 


147 


3.85 




+ 






HEMBB1002189 


5.63 


4.01 


3.4 


938 


12.87 


1135 


5.18 


5.01 


5.41 


mm 


+ 






HEMBB1002190 


4.01 


6.72 


3.24 


835 


6.45 


9.57 


5.06 


3.62 


5.05 










HEMBB1002193 


43 


2.37 


3.54 


3.79 


4.24 


457 


3.11 


3.84 


285 










HEMBB1002217 


8.31 


4.18 


431 


10.88 


11.96 


11.17 


4.63 


635 


539 




+ 






HEMBB1002218 


21.17 


7.63 


13.71 


19.12 


2435 


22.92 


14,78 


13.7 


19.7 












4.29 


239 


333 


7.69 


9.04 


7.22 


3.92 


7.05 


4.8 


mm 


+ 






HEMBB1002232 


2.54 


0.96 


2.12 


5.44 


4.77 


4.87 


2 


4.33 


3.46 


*# 


+ 






HEMBB1002245 


2.24 


0.69 


1.25 


1.7 


1.97 


1.97 


1.7 


1.11 


1.6 










HEMBB1002247 


2.78 


1.52 


236 


1.84 


2.86 


126 


3.27 


152 


293 










HEMBB1002249 


8.45 


3.73 


4.77 


1148 


1232 


13.64 


6.18 


535 


5.42 


** 


+ 






HEMBB1002254 


2.12 


1.02 


132 


4.72 


4.67 


7.07 


3.96 


3.27 


2.9 




+ 


• 


+ 


HEMBB1002255 


0.31 


0.16 


1.07 


039 


0.84 


146 


0.5 


0.92 


0.27 










HEMBB1002266 


1.03 


031 


0.66 


4.13 


234 


15 


1.25 


1.72 


136 




+ 


* 




HEMBB1002271 


56.56 


35.65 


38.07 


2033 


29.91 


28.83 


14.93 


1636 


14.09 






* 




HEMBB1002280 


1.89 


0.47 


1.28 


2.71 


338 


175 


1.12 


1.95 


1.11 
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19.39 


1Z59 


10.1 


13.85 


9.77 


11.58 


17.38 


19.09 


20.6 
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2.27 


2.27 


4.97 


4.83 


5.06 


339 


Z79 


3.87 
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4.79 


2.37 


2.24 


3.34 


4.96 


4.22 


3.13 


3.11 


2.5 
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2.53 
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1.19 


Z95 


4.01 


333 


Z16 


Z15 


1.9 


• 
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1.37 


0.21 


1.01 


1.05 


1.85 


1.65 


13 


1.08 


0.63 
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9.34 


4.41 


4.08 


6.83 


11.8 


13.52 


5.14 


6.95 


5.58 
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3.74 


1.52 


Z2 


3.25 


6.69 


8.05 


1.41 


2.57 


Z14 
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6.65 


2.85 


3.03 


3.55 


3.52 


4.81 


339 


4 


4.24 
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Z45 


1.14 
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2.72 


7.22 


138 


1.47 


232 


1.56 
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10.67 


11.1 
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1039 


11.81 
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1237 
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8.06 


4.65 
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1339 


7.12 
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832 
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Z05 
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Z77 
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* 
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13.61 
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17,68 
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•* 


4. 


• t 
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10.26 
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1034 
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10.96 
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5.84 


1Z47 
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73 


* 
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Z7 
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6.67 
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■ 
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3.96 
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12.17 
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14.17 


10.19 


3.68 


832 
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8.82 
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5.23 


10.28 
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• 
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* 








inrMRnino?4C7 


ft ^4. 




1 7 


ft R7 
0.0/ 




Q S3 




S 01 


4 SI 










UCURR1 AOfACft 


1 MA. 


fl 7 


u.oo 


7 71 


1 f*s 


7 X) 


1 1ft 

1. JO 


A 77, 












HE«IVUfDlUUZ44J 


1* 00 


7 17 


7 70 


17 07 


ift os 


77 70 


ft Aft 


10 OQ 


10 fJ\ 
J u.oo 


• 








HUMd d IUUZ465 




1 no 

J.UV 




1 87 

1.0/ 


7 Aft 
Z.O0 


7. A1 


1 


■a 
j 


1 










Uri#DD1 myTilTT 


3.0 


! 1 7A 
I. /4 


1 A7 


7 Ai4 


"5 7 


7 1Q 


7 <n 


1 1A 

1.1** 


1 ft 
1.0 










UrUIIII 1 AAYiiaa 

11 fcMit H luuZ4 / y 






Z.UJ 


11) 77 

IV. f r 


11 751 


17 ft7 


10 01 


17 ^1 


J A. J J 






•* 




u ctran 1 ran aaa 


ft fVX 


A £7 


A A^ 


7 Aft 


7 1ft 
« .10 


7 ft 


^ 7ft 


6 S7 












UTVfD'D f fWl'VdA^ 

n EJVUdxI 




1 Q7 


a 7* 

u. ij 




c -fo 
0 .30 


A ^A 
H.JO 


\ 7A 


* 1A 


A M 




+ 






rl LIVID Jo 1UVXHT3 




4 77 


3.39 




7.91 


6.17 


5.79 


5.24 


4.34 










IITMPBIflfflCftt 
tUUrliSZI I WidV* 




0 A 


0.28 


1.27 


3.14 


4.39 


238 


Z95 


1.77 






* 


4. 


HEMRR1 002^00 


0.76 


0.61 


0.36 


0J2 


0.93 


0.91 


032 


1.26 


0.72 










HEMBB 1002510 


2.29 


0.9 


0.49 


1.25 


0.69 


0.67 


0.59 


1.16 


0.95 










HEMBB1002520 


10.96 


4.42 


7.37 


13.08 


19.28 


16.87 


8.43 


9.05 


9.26 


• 








HEMBB 1002522 


Z46 


1.73 


4.71 


2.71 


Z15 


236 


2.66 


Z31 


4.74 










HEMBB1002527 


9.87 


7.21 


7.79 


8.36 


11.1 


10.55 


1 7.47 


6.16 


5.86 










HEMBB 1002530 


7.03 


2.68 


3.29 


3.79 


4.83 


3.48 


4.44 


3.46 


435 










HEMBB1002531 


136 


2.37 


1.2 


1.94 


1.74 


Z82 


139 


23 


135 
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4.63 


2.48 


3.25 


4.66 


8.41 


839 


Z99 


3.62 


3.89 
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196 


1.03 


1.7 


1.05 


3.49 


2.9 


1.99 


Z14 


1.93 
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3.87 


12.89 


3.66 


4.05 


4.44 
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1.79 


533 


2.36 


■ 
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6.5 


3.17 


3.97 


5.87 


8.72 


7.62 


5.47 


5.22 


6.78 










HEMBB1002550 


3.53 


1.59 


238 


1.73 


2.12 


4.1 


3.45 


Z4 


Z04 










HEMBB1002556 


8.37 


2.84 


4.27 


10.84 


11.6 


10.64 


5.58 


6.3 


7.41 


* 


+ 






HEMBB1002571 


11.52 
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9.15 


11.56 


13.65 


12.93 


12.05 


1Z33 


1131 
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9.7J 
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7.97 


' 13.13 


1232 


6.51 
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635 
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HEMBB10Q2596 


11.09 


4.04 


5.16 


6.59 


103 


10.29 


7.09 


737 


6.28 










HEMBB1002600 


3.89 


1.64 


1.46 


3.06 


2.9 


Z86 


2.13 


3.4 


3.88 










HEMBB1002601 


4.5 


139 


1.18 


5.04 


4.66 


4.04 


3.46 


3.02 


3,12 










HEMBB10Q2603 


4.45 


2.06 


Z73 


4.75 


4.46 


7.27 


5.07 


4.62 


432 










HEMBB1002607 


3.19 


2.05 


1.88 


4.13 


5.39 


814 


336 


2.63 


Z56 


• 
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1.6 


0.63 


1.12 


0.91 


2.52 


Z41 


0.43 


Zl 


133 










HEMBB1002613 


5.6 


336 


3.29 


5.19 


886 


7.2 


3.09 


3.91 


3.13 
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1.91 


1.05 


132 


2.97 


5.34 


5.46 


7.36 


8.1 


8.6 


* 


+ 




+ 


HEMBB10Q2615 


6.52 


23 


1.68 


3.51 


2.94 


3.31 


2.18 


2.84 


3.84 










HEMBB1002617 


2.28 


1.5 


231 


5.27 


5.83 


5.57 


333 


2.69 


3.29 






* 
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5.51 


3.51 


3.7 


8.51 


8.93 


1034 


4.79 


3.06 


539 
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8.23 


4.59 


5.1 


6.42 


9.16 


10.04 


4.11 


4.54 


4.4 
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1.08 


1.05 


0.85 


1.12 


1.79 


1.91 


1.08 


Z01 


0.67 
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2.64 


1.42 


1.61 


2.73 


3.71 


3.6 


133 


2.71 


137 


• 
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8.49 


636 


7.31 


6.79 


8.07 


10.17 


5.35 


5.79 


6.57 
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5.54 


2.29 


1.98 


4.78 


6.75 


439 


5.18 


4.74 


4.09 
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7.71 


3.01 


2.12 


14.08 


5.44 


5.88 


4.41 


4.24 


338 
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6.55 


2.14 
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6.43 


8.16 


785 


4.77 


5.41 


5.8 
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6.6 


3.98 


5.84 


6.11 


8.43 


8.44 


6.92 


5.8 


5.93 










HEMBB1002677 


0.49 


035 


0.24 


0.79 


1.17 
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034 


1.89 


0.92 


* 
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3.87 
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535 
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1.78 
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4.34 


3.69 
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24.92 


15.48 


15.01 
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24.81 


26.67 


19.77 


14.09 


yy oi 
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17.93 


8.99 


10.18 


11.47 


11.22 


20.12 


13.91 


11.79 


14.04 
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0.32 


0.19 


0.19 


0.47 


1.02 


1.05 


0.71 


Z7 


0.69 


• 
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54.36 


30.23 


33.89 


54.62 


56.68 


67.83 


34.49 


32.64 


37.87 
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21.71 


12.85 


13.46 


11,07 


12.01 


16.43 


14.38 


1289 


14.05 










IMR321000089 


3.32 


1.43 


2.9 


5.84 


3.39 


437 


Z16 


3.41 


3.89 










IMR321000091 


5.29 


4.33 


6.45 


10.44 


1034 


14.12 


6.4 


9.24 


7.99 


»» 








UVER1 000004 


3.29 


1.11 


1.67 


131 


13 


1.97 


Z55 


2.25 


2.71 










UVER1000008 


3.19 


0.85 


0.9 


1.97 


1.35 


1.87 


1.63 


1.58 


Z33 










LTVER1000011 


7.48 


3.96 


4.16 


3.89 


434 


5.74 


4.62 


433 


4.73 










UVER1000022 


18.53 


8.45 


9.73 


12.74 


12.74 


1438 


133 


11.15 


13.79 










LIVER1000025 


7.77 


Z12 


4.44 


3.72 


7.23 


8.2 


3.81 


4.34 


4.79 










LIVER1000030 


4.56 


1.88 


159 


23 


3.48 


3.86 


1.46 


Z61 


Z79 










LIVER1000045 


Z68 


1.73 


3.56 


1.99 


4.14 


Z47 


1.85 


335 


1.86 










LIVER 1000046 


6.12 


3.21 


3.54 


3.3 


3.9 


5.04 


5.21 


3.87 


9.2 










LIVER1 000072 


2.92 


1.19 


0.82 


1.98 


3.04 


1.6 


231 


Z14 


7 54 










UVER1000077 


4.63 


3.26 


3.43 


3.77 


4.63 


3.6 


5.23 


4.42 


4.9 










LIVER1000080 


2 


1.34 


1.23 


2.91 


337 


3.99 


2.78 


335 


3.42 


mm 


+ 


mm 


+ 


UYER1000086 


4.56 


1.24 


1.67 


1.64 


531 


Z33 


4.25 


333 


3.07 










UYER1000092 


2.68 


1.43 


1.4 


338 


2.77 


3.26 


Z88 


3.19 


Z12 


m 


+ 






UVER1 000095 


4.08 


1.45 


1.83 


2.66 


3.55 


3.63 


] Z08 


3.97 


1.97 










LIVER1000097 


2.68 


0.88 


1.06 


2.99 


2 32 


236 


2.6 


1.48 


137 










UVER1000098 


2.82 


0.74 


1.66 


1.13 


Z25 


2.13 


232 


1.76 


Z99 










LIVER1000100 


8.61 


3.08 


3.61 


4.27 


5.23 


7.01 


4.06 


5.3 


6.22 
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LIVER1000101 


3.81 


Z12 


1.66 


2.9 


3.56 


2.76 


4.13 


357 


3.85 










LIVER1000106 


3.32 


1.56 


1.67 


3.52 


2.18 


3,06 


2.2 


1.66 


2.75 










LIVER1000108 


2.84 


1.54 


1.24 


2.99 


3.68 


3.4 


Z48 


3.48 


339 


* 


+ 






LIVER1000115 


2.61 


1.46 


1.12 


3.02 


3.28 


3.44 


1.96 


2.92 


2.86 




+ 






LIVER1000120 


5.02 


2.94 


Z41 


3.82 


3 


3.25 


335 


2.12 


2.66 










UVER1000U8 


4.91 


0.99 


2.36 


1.52 


2.93 


3.2 


Z89 


4.4 


2.68 










LIVER1000146 


11.83 


5.09 


5.8 


8.13 


11.73 


11.21 


7,01 


6.1 


7.3 










UVER1000148 


11.43 


4.5 


7.19 


7.38 


7.37 


7.45 


6.46 


5.27 


6.13 










UVER1000157 


33.53 


16.69 


18.55 


25.58 


33.97 


31.92 


16.84 


15.36 


18.47 










LIVER1000161 


7.22 


4.95 


3.61 


5.26 


5.68 


6.24 


4.45 


3.94 


6.08 










UVER1000167 


4.56 


Z13 


2.81 


3.19 


3.07 


3.13 


1.51 


238 


2.42 










UVER1000174 


3.84 


1.31 


1.5 


1.69 


Z19 


Z47 


1.08 


2.69 


2.65 










UVER1000185 


6.12 


3.35 


4.22 


3.51 


3.56 


3.98 


2.75 


3.21 


2.98 










LIVER1 000187 


3.26 


1.56 


0.93 


1 


1.39 


1.74 


0.82 


336 


0.61 










UVER1000190 


1.95 


1.11 


1.59 


1.96 


1.59 


Z03 


2.89 


1.41 


1.66 










LIVER1000192 


10.65 


6.24 


5.2 


5.75 


5.77 


6.49 


6.06 


5.8 


6.02 










MAMMA1000009 


5.3 


Z68 


Z46 


6.62 


5.77 


8.83 


4.6 


3.23 


5.23 


* 


+ 






MAMMA1000015 


5.84 


1.77 


1.87 


1.64 


Z88 


3.59 


338 


25 


Z77 










MAMMA1000019 


5.66 


2.6 


2.84 


4.89 


9.82 


8.95 


3.81 


3.64 


4.85 










MAMMA1000020 


3.8 


3.44 


4.09 


3.56 


8.72 


8.06 


437 


4.09 


4.16 










MAMMA1000024 


287 


0.82 


0.95 


1.1 


188 


Z53 


155 


Z13 


ZOl 










MAMMA1000025 


4.87 


Z19 


Z6 


4.8 


5.71 


6.47 


3.27 


3.34 


4.13 










MAM MA 1000043 


10.51 


5.09 


5.02 


1431 


20.26 


13.23 


7.72 


9.62 


9.43 


* 








MAMMA1000045 


1.69 


0.97 


1.62 


Z91 


3.36 


3.57 


3.47 


1.81 


1.55 


•* • 


+ 






MAMMA10O0O46 


6.47 


Z08 


3.57 


6.03 


7.6 


8.45 


5.17 


3.75 


4.66 










MAMMA10000S5 


6 


3.15 


3.53 


Z8 


3.48 


4.97 


5.81 


4.07 


Z35 










MAMMA1000057 


1Z48 


5.52 


7.03 


12.15 


203 


15.59 


7.03 


7.1 


8.26 










MAMMA1000060 


14.43 


7.18 


9.91 


16.29 


13.21 


18.23 


1059 


9.1 


11.91 










MAMMA1000069 


7.73 


3.61 


4.66 


6.69 


8.82 


10.74 


4.08 


5.81 


4.8 










MAMMA1000084 


9.73 


3.57 


5.05 


11.91 


14.34 


16.88 


5.45 


7.65 


6.73 


* 


+ 






MAMMA1000085 


3.47 


1.96 


1.87 


Z74 


2.35 


3.06 


1.99 


232 


Z6 










MAMMA 1000092 


5.41 


2.13 


Z26 


4.85 


6.6 


6.02 


2.97 


4.24 


4.71 










MAMMA1000096 


3.78 


3.03 


1.78 


3.72 


4.8 


6.47 


4.17 


3.9 


6.06 










MAMMA1000097 


4.13 


2.95 


3.91 


5.52 


4.24 


6.86 


3.6 


3.62 


3.89 










MAMMA1000102 


5.12 


Z21 


Z7 


5.22 


5.81 


5.02 


256 


4.65 


3.65 










MAMMA1000103 


331 


1.56 


2.28 


4.58 


6.05 


654 


Z94 


4.29 


337 


• 


+ 






MAMMA1000106 


2.7 


1.79 


Z13 


3.04 


5.09 


5.41 


1.36 


3.69 


2.27 


• 


+ 






MAMMA 10001 17 


Z72 


1.52 


1.22 


1 1.31 


2.51 


Z71 


05 


1.62 


1.27 










MAMMA1000118 


8.14 


2.71 


Z77 


3.78 


7.64 


637 


5.72 


5.22 


4.29 










MAMMA1000129 


4.52 


1.62 


2.67 


3.35 


3.9 


5.18 


1.94 


2.89 


Z82 










MAMMA1000133 


4.27 


1.92 


Z22 


2.89 


3.17 


3.71 


2.86 


2.72 


3.28 










MAMMA1000134 


3.24 


1.82 


3.24 


6.48 


6.88 


835 


3.29 


3.76 


459 




+ 






MAMMA1000139 


3.29 


Z4 


1.31 


3.92 


4.25 


4.14 


3.22 


2.8 


Z68 


• 


+ 






MAMMA1000141 


3.46 


1.27 


Z24 


4.07 


4.79 


6.79 


1.97 


Z52 


1.91 


• 








MAMMA1000143 


2.16 


0.91 


1.71 


2.99 


2.74 


339 


1.31 


Z55 


1.46 


* 








MAMMA1O00150 


10.88 


7.04 


8 


8.79 


14.06 


12.33 


3.84 


1055 


5.74 










MAMMA1000155 


10.85 


5.54 


5.47 


9.19 


13.85 


13.81 


7.6 


7.75 


958 










MAMMA 10001 63 


558 


3.38 


2.67 


5.07 


6.46 


5 


2.15 


2.84 


6.5 










MAMMA1000171 


7.29 


4.5 


4.08 


8.95 


12.01 


14.93 


6.64 


7.02 


7.82 


* 








MAMMA1000173 


6.86 


4.32 


5.72 


5.71 


7.66 


7.6 


5.97 


5.63 


5.95 










MAMMA1000175 


4.12 


1.18 


> 0.23 


1.4 


136 


1.53 


151 


33 


1.81 










MAMMA10001&3 


1 


6.5 


5.17 


8.02 


15.13 


12.18 


4.61 


6.16 


5.98 










MAMMA1000191 


6.82 


! 3.6*3 


4.83 


454 


6 


-5.86 


3.61 


5.7 


4.78 










MAMMA1000192 


13.21 


7.3 


7.84 


8.79 


1131 


9.83 


5.1 


9.07 


11.26 










MAMMA1000193 


6.02 


\ 2.64 


\ 136 


> 3.73 


3.7S 


4.43 


335 


338 


4.25 










MAMMAlOOOm 


11.15 


> 3.1 


f 4.24 


\ 11.67 


15.53 


1Z34 


7.74 


5.71 


7.75 
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MAMMA1000204 


7.62 


4.53 


5.82 


9.51 


6.8 


8.54 


5.56 


4.69 


5.2 










MAMMA1000207 


6.14 


2.58 


4.15 


4.25 


4.43 


7.49 


4.2 


4.63 


3.58 










MAMMA1000214 


3.73 


2.36 


3.5 


6.05 


6.43 


8.36 


3.87 


5.19 


4.02 










MAMMA1000220 


3.64 


2.49 


2.27 


4.02 


3.64 


4.91 


436 


4.51 


3.83 






• 


f 


MAMMA1000221 


4.11 


1.84 


1.12 


233 


1239 


3.34 


2.86 


3.69 


1.65 










MAMMA1000226 


3.4 


1.09 


2.76 


2.96 


231 


2.84 


1.92 


434 


2.53 










MAMMA1000227 


5.88 


3.58 


3.47 


4.08 


7.55 


8.07 


3.93 


3.56 


5.9 










MAMMA10OO23O 


6.36 


3.63 


3.36 


3.79 


7.14 


7.18 


432 


439 


3.89 










MAMMA10OO241 


5.23 


2.78 


2.92 


6.17 


10.99 


9.16 


5.63 


6.94 


5.92 


• 


+ 


• 


4- 


MAMMA1Q00Z45 


71.79 


48.41 


41.99 


49.62 


55.47 


70.51 


36.86 


32.29 


4Z56 










MAMMA1000248 


10.75 


5.11 


8.19 


1032 


13.93 


13.73 


8.64 


7.83 


9.87 










MAMMA100025I 


4.47 


3.42 


3.86 


6.07 


8.71 


10 


3.62 


6.05 


5.41 




+ 






MAMMA1000254 


2.89 


1.15 


1.35 


4.06 


5.79 


5.07 


1.95 


5.72 


2.71 


• 


+ 






MAMMA1000257 


7.12 


4.26 


6.71 


11.96 


14.47 


16.44 


5.81 


9.74 


10.27 


*• 


+ 






MAMMA1000262 


12.13 


6.11 


6.35 


9.28 


173 


14.89 


11.45 


1Z94 


13.68 










MAMMA1000264 


1.54 


1.94 


1.06 


2.96 


5.16 


6.26 


1.9 


Z25 


1.92 


* 


+ 






MAMMA1000266 


1.41 


0.76 


1.44 


2.49 


3.39 


2.45 


2.4 


Z54 


1.43 


* 


+ 






MAM MAI 000270 


833 


3.85 


6.34 


935 


14.72 


1336 


5.23 


6.67 


8.24 


* 








MAMMA1000271 


3.79 


2.55 


1.83 


6.46 


5.81 


4.43 


3.8 


4.01 


4.5 


• 


+ 






MAMMA1000277 


2.17 


1.07 


1.86 


2.66 


Z04 


3.91 


1.48 


233 


137 










MAMMA1000278 


2.46 


1.53 


1.53 


2.26 


1.74 


1.78 


1.61 


3.39 


1.57 










MAMMA 1000279 


4.53 


3.12 


3.68 


7.71 


9.92 


13.85 


2.86 


4.21 


4.62 


* 








MAMMA10O0283 


Z8 


0.74 


134 


2.2 


3.06 


3.24 


2.27 


2.64 


2.53 










MAMMA 1 000284 


7.09 


3.1 


3.89 


5.31 


5.61 


7.3 


433 


4.12 


6.21 










MAMMA100Q287 


3.34 


1.37 


239 


5.26 


5.17 


6.99 


4.97 


3.06 


433 


• 








MAMMA 1 000294 


18.13 


8.47 


8.55 


15.55 


11.48 


16.82 


1233 


10.64 


1139 










MAMMA1000298 


1.54 


0.71 


0.82 


0.74 


1.91 


1.79 


1.37 














MAMMA1000302 


5.12 


2.71 


2.69 


5.15 


537 


6.89 


4.36 


4.77 


2.99 










MAMMA1000303 


4 


2.05 


1.59 


2.54 


3.44 


3,95 


1.95 


2.67 


2.43 










M AMM A 1 000305 


1.38 


0.71 


0.71 


1.7 


2.67 


3 22 


1 16 


1 69 


1 13 


* 


♦ 






M AMM Al 000307 


12.76 


5.57 


7.52 


10.78 


17.15 


13,46 


11.84 


12.09 


11.6 










MAMMA100Q309 


0.76 


0.89 


1.4 


1.06 


134 


1.72 


1.77 


0.93 


1.2 










MAMMA10003L2 


1.8 


1.04 


0.87 


1.28 


0.56 


1.1 


\25 


1.47 


0.9 










MAMMA1 000313 

jmumX~a iTA/xi vw*»7 a«f 


2.67 


3.77 


1.89 


3.1 


6.23 


5.66 


3.12 


2.28 


2.98 










MAMMA1 006331 


4.12 


Z2i 


1.93 


3.9: 


3.97 


5 29 


3.56 


3 41 


3 K> 










MAMMA1 000335 


6.16 


2.7 


337 


3.54 


3.79 


3 Rft 

J.OO 


3 6ft 


2.45 


3 73 










MAMMA1 000339 

tkt^MTM. Xwm^wJ. %JV%0+J%s ^ 


3.25 


1.33 


2.61 


3.01 


4.9 


331 


2.91 


2.77 


1.92 










MAM MA 1 000340 


2.6 


1.63 


1.41 


3.96 


4.43 


4.29 


1.81 


3.28 


2.22 


»* 








MAMMA100Q348 


3.33 


1.48 


2.34 


; 6.45 


6.9 


6.21 


5.1 


3.51 


6.66 


•* 


4. 






MAMMA1 000356 


8.13 


2.7 


3.74 


9.76 


8.55 


10.65 


5.97 


5.34 


5.67 










MAM MAI 0003 58 


4.37 


2.17 


1.44 


5.1 


435 


438 


3.5 


3.09 


3.71 










MAMMA 1000360 


7.72 


3.05 


S 2.69 


11.41 


9.78 


10.42 


6.57 


4.42 


639 


* 


4 






MAMMA1000361 


7.91 


2.97 


4.89 


10.45 


10.37 


13.01 


6.44 


5.43 


7.13 


m 








MAMMA1000363 


5.44 


2.67 


2.71 


3.44 


2.89 


4.74 


2.99 


2.83 


3.16 










MAMMA1OOO370 


8.4 


6.64 


6.2 


6.19 


7.25 


6.56 


6.68 


7.49 


4.91 










MAMMA1000371 


6.81 


4.41 


6.08 


439 


3.58 


1 5.6 


4.96 


6.77 


5.24 










MAMMA1000372 


11.86 


4.03 


5.9S 


15.22 


16.38 


16.77 


7.36 


6 


7.47 


• 


+ 






MAMMA1000385 


4.62 


23 


2.77 


5.18 


7.04 


8.05 


4.85 


4.48 


5 


• 


+ 






MAMMA1000388 


6.44 


2.83 


3.6"? 


5.65 


4.46 


4.85 


4.91 


3.34 


5.06 










MAMMA1000395 


5.17 


2.17 


2.95 


3.65 


4.16 


4.78 


3.21 


Z41 


3.84 










MAMMA1000402 


7.68 


3.41 


188 


9.51 


10.11 


10.62 


5.46 


6.68 


5.96 


• 


+ 






MAMMA100O4O3 


6.72 


2.73 


3,7* 


6.04 


7.7 


8.56 


4.71 


5.83 


4.03 










MAMMA1000410 


4.02 


2.21 


USi 


> 4.0S 


5.7 


' 5.12 


Z32 


3.4 


1.98 










MAMMA100O413 


1.97 


O.S 


> 1.1 


Z] 


I 2M 


\ 1.61 


0.81 


1.47 


1.21 










MAMMA! 000414 


3.35 


1.71 


. Z9* 


> 4.7: 


\ 334 


\ 2.27 


4.52 


4.04 


1.85 










MAMMA1000416 


14.3* 


t 8.87 


f 8.8< 


> 11.04 


J 19.5^ 


> \SM 


12.54 


10.9S 


1Z32 
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MAM MA100042 1 


7.88 


5.58 


3.16 


7.31 


1157 


1197 


5.34 


5.28 


5.81 










MAMMA100O422 


4.93 


2.9 


184 


2.34 


3.07 


4.44 


Z35 


Z99 


4.14 










MAMMA100O423 


3.67 


2.88 


135 


Z17 


3.71 


4.12 


25 


2,73 


Z24 










MAMMA100O424 


0.47 


0.75 


0.45 


127 


137 


176 


114 


164 


104 




+ 






MAMMA1000429 


32.94 


14.89 


22£5 


23.37 


29.25 


34.16 


20.87 


25.24 


25.81 










MAMMA100O431 


7.98 


3.3 


4.81 


7.45 


10.34 


14.08 


4.8 


635 


5.12 










MAMMA100O432 


4.6 


2.09 


3.06 


2.28 


3.64 


3.72 


3.43 


4.61 


3.15 










MAMMA100O437 


6.14 


5.61 


6.7 


637 


13.88 


6.85 


9.07 


7.74 


6.38 










MAMMA100O444 


10.06 


5.02 


5.92 


12.4 


2104 


12.87 


7.66 


9.16 


10.21 










MAMMA100O446 


5.86 


2.32 


2.37 


3.48 


5.41 


5.04 


2.92 


3.11 


3.2 










MAM M AJ 000449 


5.06 


1.88 


4.07 


4.87 


7.02 


6.19 


3.35 


3.99 


3.47 










MAMMA1000457 


3.42 


1.31 


157 


3.54 


3.24 


3.66 


3.14 


3.48 


3.29 










MAMMA1000458 


3.87 


1.25: 


2.08 


2.19 


3.1 


2.93 


2.24 


Z82 


185 










MAMMA1000468 


1.49 


0.06 


0,79 


0.79 


106 


113 


0.34 


108 


0.62 










MAMMA1000472 


11.38 


4.74 


6.91 


955 


12.61 


1192 


6.13 


7.53 


8.61 










MAMMA1000473 


5.96 


3.57 


353 


1Z63 


7.19 


13.81 


5.26 


5.18 


5.28 


* 








MAMMA1000477 


5.82 


2.74 


Z51 


5.72 


8.15 


7.58 


3.74 


4.02 


3.75 










MAMMA100O478 


9 


4.17 


4.73 


12.94 


1852 


17.59 


8.49 


7.88 


8.95 


• 


+ 
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14.86 


5.67 


8.42 


1114 


12.83 


12.05 


7.76 


6.25 


5.28 
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3.41 


1.2 
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3.21 


2.92 
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232 


Z64 
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Z46 
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Z44 


3.29 


Z49 
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3.16 
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1.56 


0.84 
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2.28 
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19 
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* 
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5.38 


5.27 
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14.49 


13.05 


6.88 


65 
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0.54 


0.92 


159 
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18 
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1Z82 
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12.4 


9.73 


8.88 


1Z24 
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5.2H 
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455 


7.48 
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5.31 


5.02 


4.6 
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3.25 


5.65 


6.45 


7.72 


3.13 


3.76 


3.48 
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1.9 
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5.98 
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632 
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4.99 
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6.83 
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5.82 


4.27 
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Z63 


m 
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3.83 
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3.67 
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6.61 


3.18 


4.82 


3.63 


* 
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9.01 


6.07 


17.4 


30.24 
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12.9 


10.14 


12.06 


* 








MAMMA1000582 
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Z74 


3.08 


4.19 


5.56 


6.62 
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4.38 
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15 
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4.75 


6.13 


4.1 
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132 
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4.82 


4.06 


• 
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3.21 


Z47 


2 


4.38 


5.07 


2.06 
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4.86 


2.27 
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3.28 


111 
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Z42 


Z51 


3.46 
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3.09 
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3.99 


5.77 


13.18 


1199 


15.24 
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7.35 
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8.64 


13.27 


24.68 
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19.85 
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15 


7.83 
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27.84 
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1Z24 


13.96 


* 


+ 






MAMMA1000612 


7.9 


2.22 


3.52 


4.29 


453 
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3.74 
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4.78 
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18.51 
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2.29 
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• 


+ 


• 


+ 
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3.29 
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14.29 
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0.29 
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0.49 
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0.07 


1.98 
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» 
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4.49 
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4.79 


1.98 
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4.93 
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4.06 
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» 
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0.79 
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0.92 


0.96 


>* 
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7.56 
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4.44 
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7.79 


2.99 
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3.53 
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4.19 
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4.68 
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3.03 
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4.06 
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Z22 
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15.25 
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6.27 
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4.05 
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6.26 


5.22 


7.23 


5.02 
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455 
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3.68 


1.19 


1.86 


Z9 
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3.42 


Z81 


1.88 
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3.62 


1.77 
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1.98 
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6.33 
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4.76 
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7.46 


4.12 
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7.81 


8.68 
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7.85 


8.07 
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3.29 


259 


1.62 


6.31 
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5.21 


3.55 


3.17 


4.84 


*» 
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3.49 


5.25 


10.45 


13.49 


12.85 


6.43 


5.97 
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2.28 


1.69 


2.12 


4.14 


359 


4.23 


Z79 


Z97 


1.93 
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1.86 


0.62 


0.69 


2.69 


3.19 


337 


2.54 


Z31 


2.78 


* 


+ 


• 


+ 
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4.46 
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155 
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6 
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2 
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0.64 
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25 
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0.99 
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0.41 
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19.84 


13.3 


8.71 
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15.8 


18.61 


13.99 


14.24 


10.98 










MAMMA1000736 


12.43 


4.93 


6.22 


7.65 


6.62 


9.44 


6.16 


4.05 


8.82 
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9.86 


3.76 


4.66 


5.29 


7.95 


8.71 


4.04 


5.76 


4.24 
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653 


4.63 


4.71 


11 


10.23 


11.31 


6.26 


639 


7.29 


*• 


+ 






MAMMA1000746 


1.48 


2.11 


1.07 


4.85 


6.59 


5.04 


2.55 


4.44 


6.76 


** 
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MAM MA 1000748 


939 


7.13 


8.61 


8.38 


1056 


16.11 


5.63 


9.36 


9.45 










MAM MAI 000751 


19.32 


15.21 


15.9 


12.13 


17.33 


24.65 


8.32 


1Z47 


10.06 
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4.99 


3.06 


2.62 


6.31 


5.93 


752 


357 


33 


3.21 










MAMMA 1000757 


16.42 


7.46 


8.63 


15.03 


20.13 


20.42 


10.82 


938 


12.45 










MAM MA 1000760 


13.83 


4.85 


6.07 


16.93 


20.12 


21.36 


9.26 


10.09 


9.12 


* 








MAMMA 1 000761 


7 


5.05 


5.28 


10.4 


11.63 


13.03 


5.86 


6.75 


6.32 










MAMMA1000775 


4.08 


1.66 


2.88 


3.15 


4.48 


7.4 


3.92 


4.45 


3.2 










MAMMA 1 000776 


6.7 


459 


3.36 


9.35 


9.08 


9.79 


6.68 


5.65 


5.84 


• 


+ 






MAMMA 1000778 


5.98 


3.45 


Z59 


7.46 


658 


1039 


4.17 


4.75 


3.98 










MAMMA1000781 


5.48 


3.83 


3.81 


4.84 


4.93 
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Z78 


5.06 


3.06 










MAMMA1000782 


15.43 


759 


9.38 


7 


8.75 


12.93 


6.89 


10.66 


10.04 










MAMMA1000784 


6.69 


3.02 


3.41 


4.23 


8.26 


6.49 


8.78 


3.6 


3.47 










MAMMA1000788 


18.64 


7.23 


10.16 


10.95 


9.2 


11.24 


9.78 


6.25 


8.61 










MAMMA1000798 


2.84 


1.31 


1.28 


257 


6.45 


2.47 


Z42 


Z49 


Z05 










MAMMA1000802 


10.19 


,4.79 


555 


11.64 


14.85 


1Z54 


8.45 


6.23 


| 7.37 


* 


+ 






MAMMA1000810 


10.4 


4.83 


5.83 


11.45 


14.19 


14.79 


83 


8.84 


9.48 


* 


+ 






MAMMA 1000813 


3.06 


1.41 


1.3 


0.97 


1.08 


1.47 


1.17 


Z87 


1.61 










MAMMA1000814 


11.43 


436 


6.48 


10.9 


13.12 


14.7S 


6.64 


856 


8.44 










MAMMA1000824 


4.94 


1.4 


2.5 


651 
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657 


755 


6.92 


* 


+ 


* 


+ 


MAMMA1000827 


5.81 


3.08 


3.31 


6.5 


5.83 


65* 


3.91 


3.77 


4.74 










MAMMA1000831 


3.45 


2.19 


2.43 


2.04 


Z83 


254 


i Z49 


» Z54 
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MAMMA1000838 


7.72 
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6.75 


1055 
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1531 
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> 6.62 
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MAMMA1000839 
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\ 13.37 


14.94 
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J 11.39 
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«» 
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MAMMA1000841 


2M 
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Z4e 
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3.62 


2.61 
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9/ 
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5.2* 
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1.4- 
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2.9? 
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2. 
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2.99 


3.96 
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2.13 
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3.91 
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6.66 


6.53 
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5.69 
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5,47 
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MAMMA1000859 


30.54 


14.5 


21.77 


15.43 


16.32 


21.44 
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8.93 


11.82 
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3.63 


1.84 


253 


221 


2.9 


4,05 


1.42 


1.82 


1.19 
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6.2 


3.01 


3.04 


4.59 


9.69 


8.1 
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6.66 
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0.8 


0.11 


0.15 


0.67 


1.37 


0.92 
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1.71 
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MAMMA1000867 


4.15 


2.15 


1.95 


219 


5.49 


3.51 


1.75 


23 


237 
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9.92 


4.24 


6.11 


6.91 


11.92 


12.78 


4.67 


4.48 
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MAMMA1000876 


4.63 


2.26 


3.14 


3.33 


5.28 


6.68 


4.51 


3.48 


5.36 










MAMMA1000877 


9.58 


4.24 


631 


9.18 


13.08 


15.47 


7.32 


6.45 
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MAMMA1000878 


8.16 


4.46 


5.1 


7.91 


13.1 


10.3 


5.72 


5.68 


6.98 










MAMMA 1000880 


4.25 


22 


238 


4.84 


4.93 


53 


2.27 


3.49 


2.89 


* 








MAMMA1000881 


4.86 


3.39 


4.01 


5.58 


9.07 


9.97 


3.7 


439 


4.69 


* 
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MAMMA1000883 


4.1 


2.09 


3.9 


3.29 


3.78 


3.16 


2.41 


3.12 


3.57 










MAMMA1000897 


0.87 


0.78 


132 


135 


284 


1.6 


1.61 


1.81 


0.9 










MAMMA1000898 


14.3 


5.37 


5.9 


6.61 


833 


&2 


8.24 


738 


9.2 










MAMMA1000905 


6.32 


4.16 


3.03 
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8.06 


10.95 


4.06 


4.04 


6.22 
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MAMMA1000906 


4.24 


245 


3 


4.3 


3.89 


5.72 


287 


4.2 


3.18 
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1.27 


0.39 


0.86 


1.42 
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1.74 


249 


2.77 
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• 


4 
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0.41 


1.23 


0.84 


1.86 
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8.08 


5.76 


7.77 


* 


4 


*• 


4 
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5.03 


241 


268 


4.67 


4.17 


3.32 


1.99 


214 


233 
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3.12 


1.17 


251 


3.63 


3.17 


3.45 


205 


3.06 


3.19 
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3.37 


3.29 


3.26 


3.61 


9.57 


6.95 


3.48 


3.25 


3.54 
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8.02 


4.92 


5.62 


1036 


14.6 


15.07 


6.35 


6.66 


5.94 


• 


4 
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6.43 


337 


4.1 


8.17 


7.42 


11.2 


5.43 


7.24 


5.59 




♦ 
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8.08 


4,42 
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11.96 


15.08 


14.97 


7.8 


6.29 
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*• 


4 
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7.28 


932 
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17.99 


9.16 


10.49 
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8.02 


5.62 


7.75 


1259 


1634 


17.28 
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9.93 


7.72 


*• 
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8.49 


4.92 


6.82 
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13.4 
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7.68 
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1.29 
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1.49 
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3.08 


219 






• 


4 
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6.37 


3.36 


247 


7.39 


11.27 
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4.72 


6 


5.03 


* 
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6.83 


6.94 
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8.86 
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• 
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7.34 


3.73 
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4.66 
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6.12 


• 
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5.97 


• 
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23 


• 
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1.69 


1.59 


3.69 
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2.9 
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2.22 


28 


26 
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6.62 


3.03 
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206 
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4.17 


5.75 


10.05 


14.48 


15.04 


6.28 


7.31 


7.44 


• 
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6.1 


3.13 


2.84 


6.83 


11.15 


734 


4.03 


3.36 


5.99 










MAMMA1000986 


8.92 


4.73 


5.33 


9.12 


17.71 


11.66 


6.36 


10.27 


8.03 
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4.61 


3.28 


296 


7.53 


9.04 


937 


3.67 


3.25 


4.14 


•* 


+ 
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6.9 


4.02 


3.13 


9.98 


9.41 


10.85 


6.42 


4.87 


6.36 
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337 


2.44 


3.14 


3.15 


433 


4.9 


3.61 


4.21 


3.97 






• 


4 


MAMMAI 000998 


3.52 
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281 


4.12 


6.42 


7.42 


3.48 


436 


3,6 
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1.84 


1.4 
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5.67 


6.98 


6.89 


214 


3.71 


2.23 
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4 
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0.12 


0.01 


0.3 
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0.03 
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0.25 
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5.02 


5.89 


7.81 
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6.8 


3.38 


4.83 


15.25 


11.23 


8.98 


5.96 
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9.13 


• 


4 






MAMMA1001014 


7.76 


3.67 


244 


4.42 


6.29 


6,7 


2.43 


282 


235 










MAMMA1001021 


7.09 


252 


2.8 


7.68 


6.46 


6.9 


4.64 


3.79 


3.74 
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3.61 


8.02 


10.11 
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0.51 


0.6 


1.42 


1.13 


1.4 


0.99 


1.61 


0.6 










MAMMA1002S20 


1.34 


1.92 


0.86 


Z57 


Z4 


3.83 


1.38 


1.74 


1.69 


m 








MAMM Al 002830 


27.11 


10.85 


16.25 


30.04 


3538 


32.67 


18.44 


20.75 


20.74 


• 


+ 






MAMMA1002833 


6.78 


4.02 


4.05 


1031 


9.78 


13.03 


4.43 


6.24 


5.25 


• 








MAMMA1002835 


3.11 


0.73 


1 1.29 


Z37 


4.3 


3.68 


1 1.9 


Z74 


1.11 










MAMMA1002838 


5.08 


1.94 


13 


7.62 


5.02 


53 


Z99 


3.7 


332 










MAMMA1002842 


6.45 


2.71 


Z75 


639 


9.1 


5.17 


5.25 


5.53 


535 










MAMMA1002843 


4.18 


1.22 


Z78 


436 


3.92 


4.27 


2.84 


3.41 


2.54 










MAMMA1002844 


15.29 


8.97 


10.98 


13.02 


14.25 


13.61 


12.26 


13.86 


1837 










MAMMA10O2S45 


0.94 


0.26 


038 


Z62 


! 1.75 


2.18 


15.33 


1Z73 


11.67 


mm 


+ 


mm 


♦ 


MAMMA1002857 


92.97 


61.45 


71.01 


93.18 


91.48 


102.4 


49.65 


49.13 


4937 










MAMMA1002858 


2703 


178J 


193.7 


1983 


285 


3253 


136.6 


154.1 


144.4 










MAMMAI002863 


6.79 


3.17 


3.17 


4.69 


| 536 


4.89 


3.85 


63 


4.27 










MAMMA1002868 


5.34 


146 


Z35 


7.72 


6.47 


7.85 


33 


3.69 


4.4 


m 


+ 






MAMMA1002869 


6.13 


Zl 


3.45 


4.16 


4.01 


5.84 


3.15 


3.68 


3.35 










MAMMA1002871 


0.97 


0.66 


0.13 


Z7 


Z82 


235 


1.36 


2.18 


Z35 


** 


+ 




♦ 


MAMMA 1002875 


4.77 


2.06 


233 


6.78 


7.19 


6.9 


335 


3.8 


4.77 


* 


+ 






MAMMA1002879 


3.84 


Z9 


Z39 


3.98 


5.13 


433 


! 4.2 


4.17 


1 462 






m 


+ 


MAMMA1002880 


3.28 


1.24 


0.99 


Z01 


1.85 


1.9 


3.12 


3.06 


1.4 










MAMMA1002881 


5.17 


Z92 


2.09 


6.15 


9.22 


4.65 


3.67 


4.57 


4.68 










MAMMA1002885 


5.25 


Z85 


232 


4.49 


4.87 


6.69 


2.72 


439 


Z98 










MAMMA1002886 


6.24 


3.43 


Z« 


532 


4.5€ 


671 


3.64 


3.49 


Z72 










MAMMA1002S87 


3.8S 


0.9* 


1 


1.97 


1.75 


1.77 


2.34 


1.93 


1.82 










MAMMA1002890 


5.13 


2.6' 


' 3.05 


> 831 


4.-J 


8.72 


5.27 


5.4 


5.01 










MAMMA1002892 


5.8* 


\ 3.4* 


\ Z4i 


1 732 


8.24 


6.42 


4.17 


5.23 


4.57 




+ 






MAMMA1002893 


8.& 


> 9.6" 


f 8.5S 


) 8.1* 


9.34 


I 93S 


5.65 


3.91 


5.2S 






mm 
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MAMMA1 002895 


1.52 


1.02 


0.66 


3.67 


Z82 


2.63 


1.68 


3.27 


1.67 




+ 






MAMMA1002898 


5.3 


1.67 


Z43 


5.04 


3.66 


3.54 


3.19 


4.2 


4.28 










MAMMA1002905 


7.3 


4.24 


4.9 


436 


3.31 


5.5 


4.49 


4.07 


7.6 










MAMMA1002906 


7.09 


3.55 


Zll 


4.13 


4.15 


4.17 


3.6 


4.08 


4.37 










MAMMA10G2908 


5.1 


3.63 


2.55 


7.12 


10.01 


7.24 


3.97 


3.94 


6.08 


* 








MAMMA1002909 


11.19 


2.36 


4.9 


18.65 


20.5 


19.49 


11.96 


9.14 


7.19 


** 


+ 






MAMMA10Q2918 


8.8 


4.28 


436 


7,71 


4.97 


6.64 


4.29 


3.86 


3.85 










MAMMA1002925 


3.35 


2.63 


1.48 


9.46 


7.99 


8.84 


13.12 


8.46 


14.83 


•* 


+ 


** 


+ 


MAMMA1002926 


7.82 


4.53 


3.55 


1034 


8.94 


1034 


4.02 


3.98 


2.94 


• 


+ 






MAMMA1002930 


4.28 


1.73 


3.17 


5.74 


5.95 


7.07 


4.01 


5.04 


2.57 


* 


+ 






MAMMA10O2937 


5.96 


Z45 


3.44 


4.74 


433 


5.73 


3,19 


3.43 


4.76 










MAMMA1002938 


3.7 


2.19 


0.47 


Z73 


436 


4.15 


437 


439 


4.01 










MAMMA1002941 


1.15 


1.12 


0.39 


3.44 


Z75 


4.14 


1.85 


1.74 


2.91 


** 


+ 


• 


+ 


MAMMA1002947 


6.2 


1.75 


2 


3.69 


4.63 


4.41 


4 


Z74 


233 










MAMMA1002964 


3.13 


0.8 


1.6 


3.89 


5.54 


5.2 


236 


3.32 


2.95 


• 


+ 






MAMMA1002967 


2,77 


0.81 


0.72 


Z65 


3.25 


3.1 


Z15 


Z36 


2 










MAMMA10O2970 


10.68 


5 


6.77 


15.62 


1838 


19.77 


9.12 


10.6 


10.22 


*• 


+ 






MAM MAJ 002971 


5.36 


1.91 


Z72 


5.34 


4.3 


4.54 


3.53 


5.4 


3.71 










MAMMA1002972 


3.58 


1.23 


1.8 


5.51 


3.48 


3.8 


Z78 


431 


3.78 










MAMMA1002973 


3.05 


2.45 


Z19 


5.84 


7.86 


5.49 


3.04 


3.4 


3.84 


•* 


+ 






MAMMA1002979 


49.45 


21.28 


20.21 


54.78 


50.04 


5736 


2632 


2931 


38.14 










MAMMA1002982 


1.17 


0.84( 0.21 


1.07 


1.04 


1.44 


0.75 


0.85 


2.52 










MAMMA1002987 


231 


Zl 1.94 


4.65 


4.24 


4.32 


2.66 


3.22 


2.69 


** 


+ 






MAMMA10030C3 


6.44 


Z24| 3.39 


6.63 


8.14 


8.81 


338 


3.94 


435 










MAMMA10030O4 


Z44 


U2| 


1.78 


4.34 


4.64 


5.27 


2.45 


2.33 


3.36 


** 








MAMMA1003O07 


3 


0.97| 


0.37 


1.72 


3.13 


Z66 


1.67 


Z02 


Z34 










MAMMA1003011 


6.89 


3.86 


238 


10.11 


6.23 


6.02 


536 


4.68 


6.89 










MAMMA1003O13 


4.71 


Z5 


3.6 


5.96 


Z57 


4.98 


4.47 


Z47 


4.04 










MAMMA1003O15 


3.11 


1.7 


0.83 


3.85 


3.23 


4.39 


Z92 


335 


3.6 










MAMMA1003O19 


1.94 


0.48 


0.77 


1.44 


1.99 


1 


1.47 


137 


1.39 










MAMMA10G3020 


4.98 


3.11 


Z83 


4.85 


4.06 


4.94 


3.36 


4.67 


234 










MAMMA1003026 


232 


1.04 


133 


2.17 


131 


1.23 


1.15 


1.94 


1.66 










MAMMA1003031 


10.83 


43 


5.89 


8.39 


13.69 


1Z78 


63 


8.07 


835 










MAMMA1003033 


4.26 


3.18 


1.65 


3.05 


5.95 


7.17 


Z79 


4.73 


3.1 










MAMMA100303S 


9.17 


3.04 


Z57 


6.09 


5.43 


4.4 


3.27 


3.33 


2.99 










MAMMA1 003039 


2.73 


0.66 


0.77 


3.23 


4.07 


237 


Z03 


! 1,92 


2.63 










MAMMA1003O4O 


5.92 


4.5 


4.4 


12.47 


14.15 


15.98 


6 


7.82 


539 


•* 


+ 






MAMMA1003O44 


5.54 


1.89 


2.06 


837 


6.1 


531 


3.66 


3.75 


3.73 










MAMMA1003O47 


24.49 


9.27 


14.52 


16.47 


16.89 


163 


13.85 


1Z65 


14.22 










MAMMA1003O49 


1.66 


! 0.7 


0.16 


139 


1.6 


1.36 


1.06 


0.97 


1.99 










MAMMA1003OS5 


3.44 


1.83 


131 


3.88 


3.78 


5.3 


1.65 


3.16 


2.91 










MAMMA1003QS6 


3.11 


0.29 


1.13 


134 


2.14 


Z78 


1.67 


339 


1.4 










MAMMA1003057 


4.22 


3.06 


Z41 


5.23 


4.85 


4.4 


3.28 


3.47 


3.84 










MAM M AI 003066 


4.41 


Z68 


Z13 


739 


8.47 


7.26 


3.45 


3.84 


3.94 


*• 


+ 






MAMMA1003075 


2.52 


1.24 


0.49 


Z49 


1.99 


Z02 


1.98 


1.74 


1.75 










MAMMA1003089 


3.39 


Z37 


135 


7.01 


9.09 


5.24 


3,86 


3.79 


4.04 


• 


+ 






MAMMA1003O92 


2.28 


Zl 


0.75 


1.76 


Z8 


Z59 


1.29 


2.14 


0.99 










MAMMA1003095 


3.31 


3.21 


Z49 


5.68 


6.41 


6.17 


3.79 


3.05 


2.04 


*• 


+. 






MAMMA1003099 


4.62 


1.71 


138 


5.27 


3.36 


5.17 


3.64 


4.12 


3.25 










MAMMA1003102 


4.98 


1.87 


1.62 


3.02 


1.85 


3.96 


Z26 


331 


2.66 










MAMMA10Q3104 


3.42 


0.58 


031 


3.71 


Z62 


2.21 


2 


1.93 


0.79 










MAMMA1W3113 


7.31 


Z« 


2.6 


2.96 


439 


4.44 


3.67 


4.2 


3.98 










MAMMA1003126 


5.27 


3.19 


Z59 


5.46 


439 


63 


4.92 


4.89 


5.03 










MAMMA 1003 127 


3.2 


0.92 


0.9 


2.49 


3.46 


Z32 


! 2.81 


3.43 


Z3 










MAMMA1003131 


14.fi 


5.77 


8.64 


6.66 


11.84 


10.58 


7.76 


9.54 


7.3 










MAMMA1003135 


2.29 


0.9:5 


1.03 


2.131 1.48 


2.22 


0.96 


Z28 


1.38 
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MAMMA1003140 


1.69 


0.85 


0.6 


1.74 


1.79 


Z62 


1.07 


1.84 


132 










MAMMA1003146 


3.17 


0.64 


1.39 


1.41 


2.11 


2.74 


2.14 


2.47 


Z39 










MAMMA1003150 


14.6 


5.76 


6.23 


12.63 


11.24 


8.45 


5.72 


10.32 


7.8 










MAMMA1003154 


8.12 


5.17 


3.61 


5.99 


6.38 


3.91 


3.93 


4.78 


3.8 










MAMMA1003155 


3.73 


2.43 


2.74 


2.68 


3.2 


4.47 


4.25 


336 


Z96 










MAMMA1003157 


3.72 


117 


1.5 


8.43 


9.53 


5.52 


5.81 


5.42 


4.11 


* 






+ 


MAMMA1003163 


3.24 


Z63 


2.53 


Z86 


3.42 


4.51 


232 


3.21 


3.84 










MAMMA1003164 


4.04 


1.62 


1.78 


Z36 


3.89 


3.12 


1.98 


33 


1.9 










MAMMA1003166 


2.64 


0.97 


1.34 


1.14 


Z03 


Z6 


0.94 


1.46 


0.67 










NB9N31000010 


14.76 


5.71 


8.03 


2.59 


3.65 


2.88 


2.38 


3.3 


Zll 










NB9N310OO016 


7.03 


5.06 


4.31 


4.14 


3.19 


3.67 


Z48 


3.3 


3.54 










NB9N31000043 


6.43 


337 


Z66 


3.6 


4.63 


3.3 


4.03 


4.8 


3.85 










NB9N31000W5 


19.15 


14.02 


9.92 


7.25 


11.2 


10.47 


9.72 


9.74 


10.85 










NB9N31000054 


6.46 


2.26 


Z68 


6.57 


6.74 


6.4 


639 


5.01 


4.4 










NB9N31000076 


2.64 


1.86 


1.23 


4,27 


5.28 


5.06 


3.51 


3.29 


3.06 


*• 


+ 


• 


+ 


NB9N310000W 


3.3 


1.41 


1.24 


4.91 


5.73 


5.78 


4.03 


3.25 


437 


*• 


+ 






NT2RM1000001 


3.65 


2.34 


1.78 


Z42 


3.06 


4.27 


1.46 


236 


2.65 










NT2RM1000018 


18.02 


4.88 


9.18 


11.8 


18.97 


15.96 


1032 


838 


Z34 










NT2RM1000032 


2.53 


0.99 


1.56 


3.18 


Z12 


2.58 


1.32 


2.6 


Z8 










NT2RM1000035 


11.4 


5.02 


6.42 


9.17 


9.42 


10.51 


8.5 


7.07 


7.86 










NT2RM1000037 


13.15 


8.99 


9.27 


10.68 


10.22 


1Z08 


8.43 


7.97 


9.91 










NT2RM1000039 


11.18 


9.88 


11.7 


14.16 


13.27 


16.95 


11.97 


1035 


15.86 


* 


+ 






NTZRM1000042 


80.13 


61.43 


48.95 


80.07 


94.16 


101.1 


34.69 


3538 


37.43 






• 




NT2RM1000055 


1.63 


0.44 


0.19 


1.9 


1.2 


1.06 


036 


1.65 


0.56 










NT2RM1000059 


10.72 


6.4 


6.93 


10.31 


13.85 


13 


8.96 


1038 


10.03 










NT2RM1000062 


2 


0.27 


0.62 


1.05 


1.09 


1.16 


1.09 


1.18 


1.04 










NT2RM1000065 


113.3 


91.26 


69.94 


64.48 


58.5 


523 


34,11 


33.99 


50.67 






• 




NT2RM1000066 


35.22 


18.22 


21.68 


21.61 


23.29 


23.48 


2Z94 


24.27 


17.75 










NT2RM1000071 


63.91 


66.46 


45.7 


6Z4 


99.26 


85.6 


34.56 


28.87 


3637 






* 




NT2RM1000080 


3.9 


1.47 


1.12 


Z18 


2.14 


Z55 


134 


2.09 


Z44 










NT2RM1000086 


19.75 


10.02 


1Z84 


15.85 


21.11 


2137 


16.5 


12.7 


16.82 










NT2RM1000092 


3.84 


1.47 


1.22 


4.35 


3.45 


338 


538 


4.65 


Z8 










NT2RM1000118 


0.16 


0.1 


0.44 


0.44 


0.48 


0.43 


0.45 


1.71 


0.2 










NT2RM 100011 9 


1.47 


0.16 


1.14 


1.49 


1.8 


1.27 


0.45 


3.87 


1.63 










NT2RM1000121 


3.95 


Z18 


1.02 


Z75 


Z63 


2.42 


2.12 


2.47 


Z71 










NT2RM1000122 


20.69 


10.42 


10.67 


11.66 


9.11 


15.06 


12.71 


8.89 


10.81 










NT2RM1000127 


3.09 


0.8 


1.57 


1.55 


1.35 


2.79 


1.74 


2.29 


1.61 










NT2RM1000131 


1.39 


0.57 


0.54 


0.93 


0.82 


1.7 


1.32 


1.99 


1.76 










NT2RM1000132 


3.41 


2.17 


Z19 


3.36 


2.6 


336 


3.07 


3.21 


1.8 










NT2RM1000153 


2.4 


1.2 


1 


Z3 


1.9 


1.72 


Z33 


Z75 


1.99 










NT2RM1000184 


1Z46 


934 


11.07 


1Z61 


11.31 


13.35 


27.02 


24.0^ 


25.86 










NT2RM1000186 


0.96 


0.05 


1.17 


1.92 


0.66 


0.6 


1.01 


1.84 


0.71 










NT2RM1000187 


7.97 


7.07 


3.88 


7.69 


10.3 


63 


4.37 


5.12 


5.93 










NT2RM1000199 


2.43 


1.17 


0.94 


2.23 


136 


Z06 


2.22 


Z21 


0.97 










NT2RM1000213 


! 4.77 


Z05 


i 1.72 


5.31 


3.68 


535 


3.01 


2.88 


Z04 










NT2RM1000215 


22.27 


1Z67 




16.61 


13.19 


18.25 


2134 


17.2 


1932 










NT2RM1000218 


4.96 


1.49 


Z25 


6.26 


5.56 


5.79 


6.91 


7.15 


6.31 










NT2RM1000224 


14.47 


7.85 


6.71 


14.79 


9.45 


14.6 


5.58 


5.7 


6.61 










NT2RM1000236 


113 


7.18 


4.01 


4.18 


3.11 


539 


11.74 


1739 


13.83 










NT2RM1000242 


-0.07 


0.1 


-0.14 


0.21 


0.11 


0.96 


0.08 


1.21 


-0.15 










NT2RM1000244 


3.7? 


1.71 


r 0.73 


1.27 


1.58 


1.27 


0.95 


0.89 


0.64 










NT2RM1000252 


31.7S 


17.18 


t 15.85 


26.05 


28.99 


28.97 


19.44 


15.24 


17.84 










NT2RM1000256 


20.24 


1Z26 


> 8.91 


9.14 


16.96 


11.49 


13.69 


10.22 


13.24 


• 








NT2RM1000257 


16.34 


9.13 


9.74 


4.83 


6.53 


7.09 


5.1 


3.9 


3.9€ 






* 




NT2RM 1000260 


32.33 


14.7* 


» 16.72 


33.82 


31.04 


33.35 


23.69 


23.35 


23.61 










NT2RM1000269 


1Z22 


! 8.71 


9.44 


5.25 


3.16 


4.72 


1.74 


2.23 


1.H 


» •* 
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NT2RM1000271 


0.75 


0.2 


0.04 


1.21 


0.35 


0.58 


0.94 


0.84 


0.49 










NT2RM1000272 


54.56 


36.55 


40.59 


39.42 


48.05 


51.89 


35.16 


41.56 


36.18 










NT2RM1000273 


25.51 


11.38 


15.12 


14.18 


1Z87 


14.49 


8.99 


9,27 


12 










NT2RM1000274 


58.21 


39.03 


46.94 


45.24 


44.74 


49.05 


21.9 


22 39 


26 39 










NT2RM1000280 


3.79 


2,05 


1.14 


3.65 


3.57 


2.6 


4.36 


3.9 


4 01 

*f «UJ 










NT2RM1000295 


1.04 


0.33 


0.49 


1.43 


1.42 


1.12 


1.49 


1.59 


X.07 


• 




* 


+ 


INT2RM1000300 


3.37 


1.19 


1.93 


235 


3.27 


3.66 


2.84 
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18.08 


9.02 


12.03 


39.03 


47.24 


2244 


10.92 


7.97 


2Z46 


* 


+ 






NT2RM4000486 


3.65 


3.27 


Z92 


5.46 


7.04 


5.93 


3.74 


4.42 


3.79 




+ 






NT2RM4000490 


4.88 


4.19 


2.87 


Z63 


4.80 


4.02 


3.72 


6.17 


4.86 










NT2RM4000496 


4.08 


3.13 


4.22 


Z96 


3.44 


3.46 


3.56 


4.42 


331 










NT2RM4000505 


13.63 


8.59 


11.63 


16.76 


17.74 


14,63 


12.93 


15.48 


1333 


* 


+ 






NT2RM4000511 


58.96 


34.63 


49.12 


5Z44 


54.53 


48.10 


20.11 


21.96 


24 23 






* 





555 



EP 1 130 094 A2 



Table 254 



NT2RM4000514 


5.53 


2.38 


Z75 


8.23 


11.94 


5.81 


3.95 


5.11 


3.73 










NT2RM4000515 


16.72 


6.51 


7.89 


17.68 


19.19 


15.60 


8.65 


8.97 


10.58 










NT2RM4000517 


52.07 


29.36 


32.93 


47.60 


48.78 


40.92 


19.63 


19.22 


17.95 










NT2RM4000520 


2.37 


1.45 


1.44 


1.17 


1.70 


1.58 


0,83 


2.01 


Z17 










NT2RM400Q531 


1.99 


2.27 


1.67 


2.66 


3.68 


3.90 


3.09 


4.12 


3.6 


* 


+ 






NT2RM4000532 


1.32 


0.65 


0.82 


1.96 


2.81 


1.58 


1.14 


2.83 


Z21 










NT2RM4000533 


3.05 


2.29 


3.20 


1.70 


2.71 


1.77 


1,32 


Z54 


1.44 










NT2RM4000534 


1.94 


0.89 


1.21 


1.63 


2.79 


1.54 


1,47 


2.29 


1.5 










NT2RM4000563 


8.72 


3.55 


3.49 


6.44 


4.79 


3.51 


5.01 


4.09 


5.24 










NT2RM4000566 


4.57 


2.22 


Z28 


4.38 


4.92 


2.84 


2.28 


2.65 


3.1 










NT2RM4000568 


3.97 


2.58 


1.85 


3.65 


4.45 


3.11 


2.68 


3.32 


5.31 










NT2RM40005S5 


4.60 


2.16 


1.71 


Z71 


3.64 


3.29 


2.11 


2.49 


3.12 










NT2RM4000587 


2.44 


1.07 


2.17 


Z90 


3.56 


2.74 


Z55 


3.03 


3.48 










NT2RM4000590 


2.10 


1.53 


1.91 


1.79 


3.35 


Z47 


1.66 


3.17 


1.73 










NT2RM400Q593 


7.87 


4.39 


5.71 


12.59 


1Z23 


10.68 


4.27 


7.40 


6.4 


m* 


+ 






NT2RM4000595 


2.17 


1.55 


Z08 


3.28 


3.82 


Z26 


2.16 


3.13 


4.82 










NT2RM40006O3 


1Z55 


6.66 


4.52 


9.64 


5.73 


7.27 


4.44 


Z74 


3.84 










NT2RM4000611 


4.28 


4.40 


1.85 


3.49 


3.25 


3.20 


4.67 


Z74 


3.19 










NT2RM4000616 


3.34 


Z92 


1.37 


4.32 


4.33 


3.69 


3.56 


Z86 


Z97 










NT2RM4000621 


16.48 


12.72 


9.94 


21.48 


2Z15 


19.49 


9.4 


8.56 


837 


* 


+ 






NT2RM 4000648 


2.01 


1.43 


1.11 


2.32 


1.95 


1.99 


1.76 


Z62 


1.65 










NT2RM4000649 


5.47 


3.71 


4.22 


6.21 


6.35 


6.84 


6.07 


5.86 


5.42 


* 








NT2RM4000658 


8.60 


4.07 


5.16 


8.70 


7.92 


4.74 


5.84 


5.98 


5.36 










NT2RM4000661 


10.99 


4.92 


5.69 


11.11 


10.38 


8.21 


15.64 


14.68 


1737 






♦ 




NT2RM 4000673 


9.96 


5.23 


4.31 


6.63 


5.66 


5.28 


8.2 


4.95 


5.83 










NT2RM4000674 


5.01 


2,88 


Z93 


4.58 


4.03 


4.02 


5.28 


3.25 


4.19 










NT2RM4000689 


6.44 


3.20 


3.50 


4.50 


6.19 


4.47 


3.52 


4.05 


3.79 










NT2RM4000698 


35.87 


22.93 


21.16 


15.46 


17.90 


2Z28 


17.5 


16.82 


14.8 










NT2RM4000700 


3.46 


2.08 


2.83 


3.85 


2.02 


Z52 


2.49 


2.37 


1.32 










NT2RM4000701 


9.78 


5.90 


5.74 


10.46 


14.71 


8.86 


7.95 


6.35 


8.32 










NT2RM400O712 


2.69 


1.64 


2.42 


4.68 


4.33 


3.64 


2.57 


3.33 


2.41 


• 


4. 






NT2RM4000717 


12.02 


5.07 


6.36 


11.87 


8.62 


8.11 


7.27 


6.28 


7.15 










NT2RM400O733 


8.98 


3.57 


6.27 


6.72 


6.26 


7.78 


7.76 


4.90 


6 










NT2RM4000734 


9.72 


3.11 


3.90 


7.75 


4.13 


5.58 


5.8 


4.00 


5.07 










NT2RM4000741 


4.49 


2.29 


3.56 


3.14 


3.42 


3.32 


3.44 


4.03 


2.18 










NT2RM4000744 


3.69 


2.68 


Z61 


2.80 


6.32 


4.46 


2.85 


3.92 


3 










NT2RM4000749 


11.40 


7.45 


11.83 


11.62 


13.08 


1Z36 


13.08 


12.48 


13.4 










NT2RM4000751 


6.54 


4.81 


4.52 


15.28 


14.53 


10.59 


6.43 


6.81 


9.13 


9* 


4. 






NT2RM4000752 


4.53 


2.37 


3.48 


4.4] 


5.68 


4.78 


3.23 


4.75 


8.68 










NT2RM4000760 


4.53 


2.84 


2.99 


5.14 


6:37 


Z91 


5.41 


3.73 


5.34 










NT2RM4000761 


996.52 


787.70 


799.46 


925.45 


928.88 


688.98 


521.4 


1076.26 


1043 










NT2RM4000764 


27.63 


19.80 


15.48 


20.84 


20.29 


16.92 


30.21 


26.08 


33.56 










NT2RM4000768 


14.67 


8.26 


9.77 


8.91 


9.00 


6.52 


3.2 


6.21 


5.06 






* 




NT2RM4000778 


4.92 


2.41 


4.01 


Z84 


3.65 


2.97 


1.85 


2.67 


2.07 










NT2RM4O0O779 


8.60 


6.98 


9.29 


9.01 


13.32 


14.40 


9.71 


7.63 


14.65 










NT2RM4000787 


4.24 


2.50 


3.69 


7.64 


7.50 


6.95 


5.13 


4.57 


3.51 


** 








NT2RM4000790 


3.29 


2.32 


3.49 


4.70 


4.95 


5.71 


2.8 


3.89 


Z61 


• 


+ 






NT2RM4000795 


17.99 


8.62 


8.95 


7.60 


7.29 


5.12 


10.59 


11.21 


13.05 










NT2RM4000796 


9.52 


5.97 


4.89 


6.98 


7.91 


6.65 


7.34 


5.94 


6.5 










NT2RM4000798 


4.86 


3.32 


1.92 


4.08 


3.21 


6.07 


3.4 


3.16 


3.56 










NT2RM4O0O800 


25.53 


16.14 


15.27 


24.04 


3Z78 


23.66 


18.49 


15.32 


2037 










NT2RM4000813 


9.68 


4.14 


5.79 


3.70 


5.76 


3.65 


5.28 


6.71 


6.8 










NT2RM4O00820 


6.65 


4.53 


5.35 


8.29 


7.69 


8.43 


5.66 


5.99 


4.55 


• 


+ 






NT2RM4000827 


7.32 


3.89 


5.09 


8.78 


8.63 


9.18 


6.29 


5.93 


5.97 


* 








NT2RM4O0083O 


6.10 


3.43 


4.84 


5.47 


6.76 


7.08 


5.66 


6.54 


4.35 










NT2RM4000833 


7.52 


4.61 


4.22 


4.98 


5.08 


4.81 


5.7 


5.33 


4.23 











556 



EP 1 130 094 A2 



Table 255 



NT2RM4000841 


5.06 


3.39 


2.43 


4.05 


5.93 


4.27 


4.63 


4.44 


4.32 










NT2RM4000846 


9.09 


5.94 


7.28 


12.84 


1270 


15.11 


9.96 


10.78 


11.36 


•* 


+ 


• 


+ 


NT2RM4000848 


7.88 


5.40 


5.25 


6.98 


11.06 


5.33 


733 


6.82 


8.25 










NT2RM4000852 


6.75 


4.64 


5.34 


13.69 


17.70 


14.08 


11.97 


1334 


10.93 


*• 


+ 


** 


+ 


NT2RM4000855 


4.73 


2.86 


4.28 


6.84 


5.05 


6.75 


4.95 


4.71 


3.45 


* 


+ 






NT2RM4000859 


13.33 


7.63 


8.66 


12.33 


11.71 


13.85 


10.92 


13.05 


13.48 










NT2RM40W868 


3.39 


2.48 


3.24 


236 


3.27 


272 


254 


232 


2,34 










NT2RM4000870 


7.43 


4.59 


4.58 


436 


7.18 


4.83 


5.21 


535 


10.16 










NT2RM4000879 


5.36 


4.71 


2.54 


2.94 


5.60 


3.69 


4.73 


3.05 


838 










NT2RM400Q882 


13.28 


7.67 


8.34 


13.87 


16.02 


12.84 


1137 


933 


8.64 










NT2RM4000887 


7.73 


5.89 


6.66 


6.98 


5.77 


6.42 


1036 


10.15 


739 










NT2RM400Q895 


5.73 


3.47 


4.08 


7.64 


7.37 


6.94 


4.46 


6.14 


5.95 


• 


+ 






NT2RM4000897 


733 


4.28 


4.64 


9.70 


11.04 


6.20 


7.51 


8.32 


7.28 










NT2RM4000901 


2.04 


1.85 


1.79 


2.60 


2.63 


331 


213 


292 


1.47 


* 








NT2RM4O00950 


036 


0.78 


1.17 


2.14 


1.27 


1.24 


1.41 


219 


1.17 










NT2RM4000965 


9.86 


4.20 


435 


3.73 


530 


4.12 


5.03 


3.46 


4.87 










NT2RM4000971 


5.30 


500 


2.48 


734 


6.04 


289 


333 


4.64 


7.17 










NT2RM4O00979 


4.99 


2^3 


1.69 


2,02 


3.14 


285 


238 


283 


3.27 










NT2RM4000987 


2.44 


1.53 


268 


3.20 


3.68 


275 


262 


4.83 


3.64 










NT2RM4000989 


4.94 


3.38 


3.37 


4.04 


294 


251 


3.27 


4.13 


3.58 










NT2RM4000991 


0.93 


1.02 


1.31 


2,15 


2.31 


255 


233 


4.87 


211 


** 


+ 






NT2RM4O00992 


11.24 


7.63 


10.16 


7.25 


5.43 


5.90 


4.54 


434 


4.18 


* 




«* 




NT2RM4600996 


4.06 


234 


3.75 


954 


9.91 


8.12 


3.46 


4.48 


3.87 


*• 








NT2RM4O00997 


9.49 


335 


2.92 


6.90 


7.64 


7.96 


5.25 


6.12 


5.29 










NT2RM4O01O01 


22.10 


15.26 


10.21 


1202 


9.69 


11.49 


22.6 


17.92 


9.97 










NT2RM4001002 


5.24 


3.19 


3.25 


8.21 


8.99 


8.70 


5.14 


6.05 


8.69 


•* 


+ 






NT2RM4001016 


4.56 


3.14 


3.04 


3.93 


5.46 


292 


3.16 


3.93 


3.9 










NT2RM4001015 


115.98 


5332 


70.45 


5833 


60.27 


42.54 


40.15 


40.87 


41.74 










NT2RM4001027 


0.14 


0.43 


0.68 


0.22 


0.31 


0.94 


0.68 


1.67 


1.36 










NT2RM 4001032 


1.80 


1.46 


0.81 


3.10 


287 


232 


1.9 


271 


1.77 


• 








NTZRM4001047 


1.37 


0.95 


0.95 


205 


261 


2.62 


1.72 


211 


131 




+ 






NT2RM4001049 


10.71 


3.63 


3.82 


6.40 


634 


4.49 


532 


5.09 


5.26 










NT2RM4O01051 


6.70 


3.93 


4.20 


7.11 


12.15 


434 


5.61 


4.11 


11.9 










NT2RM4001052 


8.14 


4.27 


4.08 


6.07 


739 


5.45 


837 


7.89 


6.02 










NT2RM 4001 053 


27.19 


14.20 


21.35 


17.33 


19.31 


15.07 


1202 


9.63 


10.5 










NT2RM4001054 


3.61 


1.72 


2.96 


273 


337 


4.09 


2.66 


335 


3.62 










NT2RM4001059 


7.61 


4.52 


5.00 


&40 


9.15 


6.24 


6.45 


6.67 


&15 










NT2RM4001071 


4.06 


2.69 


237 


4.40 


6.02 


4.14 


3.25 


5.00 


266 










NT2RM40010S4 


4.94 


2.76 


i 3.04 


3.73 


630 


5.46 


4.17 


436 


431 










NT2RM4001092 


7.29 


148 


2.72 


5.06 


4.22 


435 


3.22 


2.32 


204 










NT2RM4001100 


12.18 


6.64 


7,67 


10.87 


11.09 


10.86 


6.95 


i 8.94 


8.4 










NT2RM4001116 


1.86 


1.58 


1.69 


2.27 


262 


203 


258 


1.98 


1.6 


• 


+ 






NT2RM4001119 


4.12 


284 


277 


3.79 


5.02 


3.34 


223 


3.61 


4.07 










NT2RM4001140 


16.77 


10.70 


11.39 


11.80 


11.74 


11.76 


7 


6.89 


6.74 






* 




NT2RM400U48 


13.85 


6.50 


6.41 


8.02 


8.87 


5.20 


9.72 


1216 


838 










NT2RM4001151 


3.04 


2.82 


2.68 


3.38 


3.91 


4.17 


3.34 


5.07 


4.04 


» 


+ 






NT2RM4G0115S 


3.85 


1.95 


231 


2.48 


296 


3.06 


2.88 


331 


1.43 










NT2RM4O01157 


4.58 


2.01 


1.48 


3.42 


3.84 


243 


3.68 


3.71 


297 










NT2RM4001160 


6.16 


237 


115 


5.06 


4.60 


3.14 


268 


265 


439 










NT2RM4001163 


28.46 


18.93 


15.30 


35.95 


3733 


27.65 


20.27 


18.39 


15.85 










NT2RM400H87 


5.15 


3.42 


2.71 


636 


6.27 


4.41 


3.87 


4.84 


434 










NT2RM4001191 


4.08 


138 


2.81 


4.80 


3.69 


3.67 


1.67 


271 


213 










NT2RM4001200 


5.87 


1 3.23 


4.14 


11.90 


1031 


10.62 


3.7 


6.92 


6.13 




+ 






NT2RM4001203 


5.49 


334 


4.23 


5.75 


6.16 


5.89 


3.38 


6.37 


4.68 










NT2RM4001204 


1.21 


0.66 


1.10 


1.28 


1.38 


1.01 


0.49 


2.21 


0.81 










NT2RM4001217 


2.79 


2.05 


1.40 


203 


219 


227 


3.13 


2.64 


2.28 
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NT2RM4001245 


8.44 


3.64 


3.02 


4.82 


4.98 


4.20 


6.1 


432 


433 




NT2RM4001247 

ill MUU^VV AJTT J 


3.08 


1.77 


1.70 


4.91 


4.46 


4.61 


4.28 


3.78 


3.75 * 




NT2RM 400 1256 


2.68 


1.97 


1.44 


2.55 


3.37 


Z58 


2.83 


3.46 


2.47 




NT2RM4001258 


3.01 


1.08 


1.34 


2.58 


Z80 


3.08 


2.91 


3.65 


2.07 






3.85 


1.81 


3.09 


2.74 


Z85 


Z20 


1.95 


Z54 


1.48 






4.22 


3.00 


2.18 


5.27 


4.13 


4.07 


4.07 


4,58 


33 




rl 1 ZKM4W125I 


A ft* 




1 T> 
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^ ift 
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► A. 
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ft (tf 






NT2RM4001309 


4.86 


3.06 


1 1C 

2.25 


A AO 

4.V8 


0.28 


A 10 

4.18 




/I Q1 






NT2RM 4001313 


5.02 


i ii 

3.13 


1 10 
3.38 


1U.23 


1 1 it 

11.21 


0.30 


5.64 


5.UV 


O.U7 




NT2RM40O1316 


3,10 


1.87 


1.63 


4.90 


i ii 

3.32 


1 *M 

2,72 


1 1A 

234 


1 ft*T 

3.U7 


1 >IO 

2.48 




NT2RM400132© 


337 


1.99 


1.80 


4.35 


3.95 


2.99 


i cn 
Z67 


1 io 
i.38 


1 oc 
1.V5 




NT2RM4001321 


Z36 


1.76 


Z19 


4.50 


i ii 

3.23 


1 £1 

3,63 


1 CW( 


J.20 


1 to 
2.1o 


+ 


NT2RM4001325 


4.26 


2.86 


Z43 


3.61 


4.06 


3.37 


3.66 


1 D7 

Z87 


1 oi 
3.97 




NT2RM4001333 


9.63 


4.30 


7.26 


19.73 


18.36 


12.94 


10.99 


11.48 


14.86 


* + 


NT2RM4001340 


15.08 


7.81 


6.58 


8.67 


7.96 


O ftl 

8.93 


6.1 


1 AA 


o ah 
V.47 




NT2RM 4001344 


5.69 


1.98 


2.69 


4.58 


3.47 


5.21 


3.57 


4.25 


3.42 




NT2RM4001347 


Z27 


2.1Q 


1.78 


2.66 


5.15 


J.34 


1 A 




2.43 


+ 


NT2 RM400 1 357 


6.92 


4.15 


5.35 


6.32 




' 5.55 




^ 11 
5.12 


0.64 




NT2RM4001360 


5.77 


3.29 


i to 
3.38 


it 1JC 

4.26 


4.44 


4.12 


4.6V 


3. /2 


3.04 




NT2RM4001371 


4.54 


2.79 


3.83 


7.15 


6.45 


c oi 

5.83 


i £i 
3.62 


>< A1 

4.U3 


2.04 


ft . 

♦ 1 


NT2RM4001377 


10.12 


5.47 


3.83 


5.72 


6.90 


5.90 


633 


636 


734 




NT2RM4001382 


27.64 


18.16 


15.30 


26.18 


25.29 


24.42 


17.41 


14.13 


ID ill 

18.42 




NT2RM4001384 


2.18 


1.75 


1.21 


2.08 


4.07 


2.57 


1.73 


1.84 


Z63 




NT2RM 4001400 
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5.82 


6.74 


* 


+ 






NT2RP1001457 


4.04 


2.37 


2.71 


3.08 


3.14 


2.75 


2.72 


2.61 


3.14 










NT2RP1001459 


10.76 


3.49 


3.82 


8.95 


9,17 


5.61 


7.87 


6.73 


6.96 










NT2RP1001466 


2182 


9.71 


11.08 


9.67 


7.98 


7.40 


7.72 


5.26 


6.18 










NT2RP1001475 


6.67 


4.07 


4.28 


8.53 


10.26 


8.11 


4.73 


4.80 


4 35 


* 








NTZRP1001482 


11.57 


4.98 


6.24 


6.89 


5.62 


4.62 


Z44 


2.41 


Z61 










NT2RP1001494 


1.38 


1.05 


0.95 


2.03 


132 


137 


0.9 


Z19 


Z18 










NT2RP1001500 


Z19 


2.12 


1.80 


1.11 


1.95 


1,39 


1 


Z88 


1.81 










NT2KP1O01517 


1.81 


0.96 


1.45 


237 


1.81 


239 


1.22 


2.90 


1.19 










NT2RP1001540 


5.66 


237 


3.71 


5.28 


5.66 


5.56 


4.29 


5.21 


3.47 










NT2RP1001543 


8.78 


337 


335 


10.80 


1139 


6.71 


5.01 


4.67 


5.34 










NT2RP1001546 


21.79 


10.60 


8.72 


5333 


51.38 


41.78 


29.72 


27.77 


3739 


** 




* 




NT2RP1001550 


954 


539 


436 


11.19 


14.45 


11.40 


536 


6.79 


7.13 


• 








NT2RP1001553 


6.39 


338 


Z69 


4.45 


3.49 


Z74 


3.6 


4.16 


Z78 










NT2RP1O01555 


9.92 


5.57 


6.23 


1Z43 


10.74 


10.45 


11.69 


18.08 


11.64 










NT2RP1001563 


4.37 


1.97 


2.43 


3.66 


4.03 


3.10 


1.84 


408 


Z22 










NT2RP1001569 


5.25 


3.17 


2.27 


4.32 


4.47 


4.21 


334 


6.70 


3.89 










NT2RP1001584 


8.28 


4.33 


4.71 


6.70 


8.09 


6.25 


5.94 


7.17 


6.75 










NT2RP1001S99 


7.22 


2.05 


1.29 


32.60 


27.43 


19.18 


636 


7.36 


8.71 










NT2RP1001616 


3.29 


0.83 


1.26 


2.03 


Z10 


1.09 


Z49 


2.44 


3.45 










NT2RP1001654 


19.86 


5.14 


4.62 


10.80 


1031 


8.45 


6.66 


9.40 


9.83 










NT2RP1001665 


1.29 


1.2? 


0.35 


1.08 


1.87 


1.90 


0.74 


2 81 


0.7 










NT2RP1 001679 


87.88 


43.02 


4Z15 


72.20 


7339 


55.81 


28.48 


41.49 


35.04 










NT2RP1001681 


21.69 


14.86 


18.60 


13.78 


17.18 


10.98 


7.11 


14.27 


11.13 










NT2RF10016W 


8.51 


6.03 


4.96 


4.21 


4.41 


2.94 


531 


11.65 


<c TO 










NT2RP2000001 


6.32 


1.40 


Z79 


3.24 


2.80 


262 


3.54 


4 14 


A AC 










NT2RP2000006 


2.04 


1.48 


0.96 


4.50 


2.92 


233 


1 M 


1 SO 


1 £1 










NT2RP2O00OO7 


10.09 


4.4* 


5.04 


3.97 


3 31 




i s^ 


1.07 


1 Qt 










NT2RP2000008 


10.88 


5,03 


5.27 


12.65 


1430 


Q3S 


7 S 


J. / J 


A V7 










NT2RP2000010 


1.99 


1.02 


0.52 


2.09 


3.06 




C l 


0 41 












NT2RP2O0OO11 


7.02 


4.2? 


502 


10.56 


in a/\ 


ft Oft 


A SS 


c 'Va 


0.4J 


« 








NT2RP2O0OO27 


3.12 


1.86 


1.41 


5.78 


3 32 

J.J* 






A1 


i to 










NT2RP2000028 


Z89 


1.81 


1.90 


3.51 


2.63 


2.74 


A 1A 




C AO 






mm 




NT2RP2000032 


1.94 


1.20 


2.03 


2.85 


3.78 


4.04 




iio 




* 


+ 






NT2RF2000040 


37.68 


15.23 


16.54 


19.89 


18.06 


16.95 


22.42 


17.DJ 


10.11 










NT2RP2000042 


9.28 


3.4D 


4.33 


7.54 


7.04 


630 


5.89 


6.48 


fx 1? 










NT2RP200004S 


10.41 


433 


5.29 


6.44 


6.23 


7.07 


5.45 


5.93 


4.14 










NT2RP2000051 


12.68 


6.63 


7.07 


535 


6.94 


538 


5.26 


5 53 


4.86 










NT2RP2000054 


5.27 


3.29 


2.87 


3.98 


5.04 


4.42 


5.28 


3.65 


4.48 










NT2RP2000056 


4.49 


2.47 


Z46 


3.36 


3.01 


3.82 


3.5 


3.62 


3.48 










NT2RP2000057 


5232 


38.64 


47.28 


59.49 


56.29 


5039 


23.72 


2939 


31.7 






* ■ 




NT2RP2000067 


3.42 


1.83 


2.49 


4.64 


3.08 


3.41 


13 


338 


2.02 










NT2RP2000070 


8.99 


4.22 


3.23 


5.71 


5.95 


7.00 


8.23 


3.07 


7.09 










NT2RP2000076 


2.83 


1.15 


1.15 


1.86 


161 


1.73 


2.7 


1.97 


Z2 










NT2RP2000077 


10.69 


4.72 


335 


938 


8.73 


8.11 


! 73 


4.40 


8.28 










NT2RP2000079 


4.88 


3.21 


3.11 


8.07 


7.12 


739 


43 


336 


4.48 


mm 


+ 






NT2RP2000088 


3.87 


3.74 


Z96 


4.10 


4.22 


Z91 


431 


430 


4.17 










NT2RP2000091 


3.05 


2.14 


3.45 


10.95 


9.06 


8.83 


437 


6.05 


6.43 


mm 


+ 


• 




NT2RP2000092 


10.83 


5.23 


7.63 


16.92 


1739 


1Z32 


8.03 


11.12 


9.14 


m 


+ 






NT2RP2000097 


2.33 


Z76 


Z63 


4.90 


4.82 


3.90 


Z22 


Z43 


2.99 


mm 


+ 






NT2RP2000098 


1038 


5.79 


6.50 


536 


4.26 


4.65 


Z67 


1.61 


2.03 






• 




NT2RP200010S 


9.83 


5.39 


6.38 


12.17 


15.62 


937 


8.01 


6.04 


A82 










NT2RP2000114 


2.05 


1.50 


1.13 


3.20 


1.92 


2.20 


3.45 


2.13 


236 










NT2RP2000116 


5.05 


3.16 


5.23 


7.97 


936 


8.63 


7.01 


7.36 


8.27 


mm 


+ 


• 


+ 
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NT2RP2000119 


8.68 


3.95 


4.21 


9,78 


9.83 


7.70 


438 


5.61 


4.76 










NT2RP2000120 


6.77 


5.63 


5.88 


9.79 


11.11 


8.08 


7.54 


6.05 


5.79 




+ 






NT2RP2000126 


6.86 


4.89 


4.70 


833 


5.94 


6.57 


4.76 


5.23 


4.11 










NT2RP2000133 


3.99 


1,70 


232 


3.67 


4.08 


3.28 


3.34 


3.20 


1.96 










NT2RP2000147 


10.14 


5.06 


439 


737 


6.45 


7.93 


7.96 


5.91 


7.47 










NT2RP2000153 


9.59 


4.30 


4.77 


11.17 


1210 


9.91 


631 


638 


8.83 










NT2RP2000156 


8.43 


4.96 


3.48 


10.08 


10.36 


9.94 


538 


4.40 


3.72 


• 


+ 






NT2RP2000157 


3.42 


Z19 


2.41 


3.80 


5.30 


4.72 


Z87 


Z06 


Z91 


* 


+ 






NT2RP2000161 


3.63 


2.23 


2.07 


2.95 


5.95 


3.11 


2.97 


3.99 


3.8 










NT2RP2000168 


0.99 


Q.64 


1.00 


1.63 


1.21 


0.85 


137 


2.63 


1.12 










NT2RP2000173 


5.26 


338 


4.83 


531 


6.20 


4.30 


6.86 


7.09 


4.77 










NT2RP200017S 


5.66 


3.98 


5.08 


639 


5.28 


4.03 


5.09 


5.43 


437 










NT2RP2000178 


4.05 


2.68 


1.96 


297 


4.24 


3.15 


4.17 


4.26 


3.99 










NT2RP2000183 


10.17 


3.83 


4.48 


9.26 


935 


10.17 


7.2 


6.57 


6.26 










NT2RP2000195 


7.49 


2.50 


2.99 


9.64 


9.13 


9.97 


5.54 


5.28 


435 


• 








NT2RP2000204 


61.75 


3838 


41.68 


97.90 


112.72 


86.99 


46.74 


4339 


38.72 




+ 






NT2RP2000205 


3.47 


1.89 


2.20 


5.10 


3.54 


432 


279 


2.79 


27 










NT2RP200020S 


3.13 


2.5% 


1.85 


538 


5.41 


534 


3.65 


4.43 


437 


** 








NT2RP2000224 


10.06 


4.94 


5.26 


13.62 


13.47 


11.09 


7.3 


8.43 


8.25 


* 








NT2RP200O23O 


10.44 


5.32 


7.82 


4.62 


4.88 


433 


6.76 


7.92 


6.25 










NT2RP2000231 


15.70 


8.92 


8.46 


8.81 


11.88 


10.86 


1238 


9.81 


1432 










NT2RP200Q232 


3.82 


Z08 


136 


Z18 


2.93 


2.14 


217 


3.16 


3.23 










NT2RP2000233 


3.92 


2.50 


255 


3.87 


3.62 


3.14 


4.2 


5.00 


3.42 










NT2RP2000239 


5.63 


2.55 


4.01 


251 


2.65 


1.68 


2.58 


Z65 


Z15 










NT2RP2000240 


165 


0.99 


1.49 


3.74 


237 


2.17 


1.29 


3.46 


1.94 










NT2RP2000248 


2.07 


1.21 


1.92 


5.23 


4.26 


2.91 


2.54 


3.82 


Z58 


* 


+ 






NT2RP2000256 


2.45 


1.19 


2.67 


4.07 


3.99 


4.15 


235 


4.00 


Z51 


• 


+ 






NT2RP2000257 


4.01 


2.58 


4.00 


7.82 


7.06 


6.67 


4.5 


7.31 


5.28 


«» 








NTZRP2000258 


4.50 


239 


2.97 


252 


3.60 


4.01 


236 


1.90 


Z05 










NT2RP2000261 


5.05 


1.91 


1.66 


279 


3.32 


235 


3.34 


3.46 


3.43 










NT2RP200O270 


4.76 


3.28 


4.00 


7.87 


7.75 


6.15 


4.27 


5.23 


5.14 


*• 


+ 






NT2RP2000274 


1.79 


1.60 


136 


219 


2.83 


2.80 


275 


335 


Z34 


* 


+ 




+ 


NT2RP2000277 


2.75 


1.21 


1.42 


217 


1.68 


1.96 


1.92 


Z84 


Z38 










NT2RP2000279 


0.41 


1.31 


1.45 


1.18 


1.47 


1.06 


1 1.2 


Z43 


1.11 










NT2RP2000283 


3.37 


223 


232 


5.72 


4.12 


4.64 


3.18 


4.04 


Z42 


• 








NT2RP2000288 


5.70 


4.02 


4.20 


830 


6.14 


835 


431 


337 


335 


* 








NT2RP2000289 


6.80 


5.85 


3.10 


6.12 


5.47 


3.78 


3.88 


337 


4.36 










NT2RP2000297 


11.76 


5.46 


4.79 


2039 


23.99 


16.10 


8.54 


7.85 


6.17 


9 


+ 






NT2RP200029S 


4.88 


2.68 


430 


8.97 


6.69 


7.77 


3.27 


4.79 


432 


P 








NT2RP2000310 


3.32 


1.70 


1.94 


1.61 


282 


2.27 


1.42 


3.61 


Z47 










NT2RP2000327 


2.70 


2.09 


1.98 


216 


234 


2.15 


1.73 


3.66 


Z67 










NT2RP20OO328 


9.99 


5.11 


5.84 


9.30 


733 


6.17 


5.88 


538 


4.93 










NT2RP2000329 


6.52 


3.59 


638 


14.80 


8.75 


11.24 


11.8 


13.63 


15.25 


0 


+ 


** 




NT2RP2000333 


2.61 


237 


r 2.88 


3.29 


2.69 


3.44 


2.94 


4.19 


232 










NT2RP2000337 


i 3.84 


1.24 


0.70 


133 


2.14 


1.62 


1.08 


1.19 


1.29 










NT2RP2000346 


6.13 


3.16 


4.39 


6.09 


633 


439 


5.29 


3.87 


4.75 










NT2RP20OO357 


4.83 


1.57 


233 


4.81 


4.10 


3.76 


2.25 


2.94 


Z98 










NT2RP200035S 


4.05 


2.01 


1.43 


3.71 


5.44 


4.47 


233 


3.23 


3.82 










NT2RP2000366 


3.62 


3.12 


2.58 


3.24 


4.65 


4.15 


3.46 


5.12 


4 










NT2RP20OG369 


3.68 


3.14 


3.25 


7.30 


6.97 


6.80 


16.68 


15.91 


21.03 




+ 


*« 




NT2RP2000376 


16.50 


7.18 


10.26 


1272 


14.14 


1236 


11.16 


13.27 


14,04 










NT2RP2000394 


3.97 


3.08 


4.07 


294 


3.29 


3.97 


Z41 


3.13 


3.01 










NT2RP2000396 


14.08 


6.54 


5.86 


11.48 


9.74 


7.82 


9.11 


5.57 


11.18 










NT2RP2000412 


7.77 


4.65 


2.97 


6.62 


7.16 


4.26 


3.14 


4.29 


4.91 










NT2RP2000414 


18.85 


9.88 


9.70 


1732 


11.45 


11.38 


9.42 


7.23 


10.75 










NT2RP2000420 


2.85 


2.26 


T3.25 


4.04 


3.82 


1.85 


2.03 


3.71 


2.9 
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NT2RP200O422 


4.34 


Z42 


Z61 


4.23 


4.79 


3.97 


2.48 


4.12 


3.58 










NT2RF200O42* 


25.72 


16.73 


17.55 


38.01 


37.89 


27.90 


28.44 


35.63 


32.72 


• 




9 


+ 


NT2RP20OO428 


8.81 


5.15 


7.26 


4.95 


7.26 


4.98 


5.88 


6.67 


7.85 










NT2RP2000438 


631 


4.25 


6.08 


7.20 


6.52 


5.26 


4.94 


5.80 


4.64 










NT2RP200O447 


4.41 


2.06 


Z07 


4.91 


3.95 


2.02 


Z15 


Z90 


4.07 










NT2RF200O448 


7.83 


4.29 


4.32 


8.83 


10.57 


6.61 


6.83 


6,72 


9.81 










NT2RF200O459 


3.66 


2.01 


3.92 


4.90 


4.18 


3.40 


3.04 


3.12 


Z39 










NT2RP2000479 


1.93 


0.77 


1.02 


337 


3,48 


3.07 


1.64 


3.13 


Z2 


** 


+ 






NT2RP200O498 


3.73 


1.64 


2.79 


6.08 


6.58 


5.26 


3.06 


4.66 


33 


• 


+ 






NT2RP200O5O3 


0.99 


0.59 


0.90 


1.83 


1.74 


0.79 


1.01 


Z91 


0.59 










NT2RP2000510 


1.06 


0.59 


0.92 


1.09 


1.85 


1.43 


0.94 


Z45 


1.3 










NT2RP200G514 


1.41 


1.10 


1.00 


1.62 


1.02 


0.66 


0.8 


Z20 


1.21 










NT2RP2000516 


2.96 


2.89 


1.64 


Z85 


2.86 


3.71 


331 


2.30 


4 










NT2RP200O523 


3.99 


1.92 


2.37 


1.57 


3.10 


1.25 


3.93 


1.39 


1.65 










NT2RP200O533 


8.58 


5.78 


6.04 


9.66 


6.29 


7.70 


8.46 


6.89 


6.1 










NT2RP2000540 


3.70 


1.50 


1.36 


1.88 


3.29 


2.35 


3 


Z34 


Z25 










NT2RP2000547 


4.21 


3.25 


2.00 


3.94 


5.17 


332 


3.43 


3.90 


3.44 










NT2RP200O557 


6.17 


3.16 


5.21 


9.43 


7.58 


8.00 


4.94 


5.68 


5.75 


* 


+ 






NT2RP2000558 


6.82 


5.39 


Z81 


8.42 


7.99 


7.74 


3.91 


5.66 


3.66 










NT2RP200O564 


3.37 


1.73 


Z60 


5.24 


4.86 


4.91 


Z08 


Z76 


4.62 










NT2RP200O565 


10.89 


3.85 


5.45 


534 


4.15 


3.62 


5.93 


5.18 


4.1 










NT2RP2000583 


12.11 


7.48 


7.41 


1437 


9.94 


10.68 


935 


8.42 


9.2 










NT2RP2000591 


1.21 


1.15 


0.59 


1.83 


Z04 


1.49 


1.94 


1.98 


1.05 


* 


+ 






NT2RP200Q599 


1.47 


1.25 


1.53 


1.16 


1.55 


1.34 


1.22 


Z03 


0.81 










NT2RP2O0O601 


2.53 


1.94 


2.56 


4Z2 


3.80 


Z72 


5.23 


4.02 


433 






99 


+ 


NT2RP2000603 


3.39 


Z35 


1.65 


Z95 


3.86 


3.73 


3.27 


3.61 


3.79 










NT2RP200O61O 


8.35 


6.25 


7.50 


11.79 


10.08 


10.19 


6.69 


6.74 


5.04 


• 


+ 






NT2RP2000614 


96.26 


103.19 


118.68 


120.08 


119.37 


64.42 


36.46 


62.71 


38.98 






9« 


m 


NT2RP200O616 


6.76 


3.07 


4.14 


4.68 


4.17 


3.26 


5.28 


432 


4.63 










NT2RP200O617 


8.33 


3.91 


4.08 


427 


5.55 


4.60 


5.01 


3.15 


4.64 










NT2RP200O623 


4.48 


1.59 


1.85 


3.07 


2.65 


2.79 


Z55 


Z58 


1.9 










NT2RP2000634 


2.21 


1.66 


0.95 


4.67 


6.41 


3.91 


3.28 


3.56 


3.18 


* 




9 




NT2RP2000636 


2.78 


1.86 


2.73 


5.39 


5.75 


3.65 


5.59 


4.74 


6.43 


* 




*« 




NT2RP200O638 


21.16 


12.92 


16.03 


4.08 


3.49 


3.77 


3.77 


2.86 


3.58 


99 




9« 




NT2RP2000644 


4.37 


1.59 


:i.30 


6.98 


6.00 


7.24 


4.21 


1 4.56, 


3.58 


9 


4 






NT2RP2000649 


7.14 


4.82 


5.18 


7.37 


7.32 


4.24 


938 


732 


6.55 










NT2RP2000652 


3.51 


Z62 


3.37 


2.59 


3.37 


3.58 


3.42 


2.20 


3.62 
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434 


5.34 


13.47 


15.94 


11.73 


8.07 


4.43 


7.92 










NT2RP3000481 


0.63 


039 


0.73 


135 


1.95 


1.38 


0.46 


Z40 


1.02 


* 








NT2RP3000484 


135 


0.72 


1.25 


1.68 


Z10 


2.87 


1.12 


2.90 


1.09 










NTZRP3000487 


5.07 


1.99 


Z06 


3.79 


5.91 


435 


2.41 


Z16 


2.61 










NT2RP3O0O512 


6.71 


434 


3.46 


3.23 


5.10 


5.08 


Z77 


4.20 


4.93 










NT2RP3000525 


2738 


15.65 


:17.30 


17.42 


2Z63 


15.01 


11.77 


10.31 


9.03 










NT2RP3000526 


157 


1.90 


3.01 


5.30 


4.16 


4.98 


Z88 


537 


3.11 


*« 


+ 






NT2RP3000527 


3.80 


1.53 


Z25 


4.05 


4.14 


5.85 


2.46 


3.30 


231 










NT2RP3000531 


15.89 


10.13 


8.97 


23.60 


23.41 


21.43 


1333 


15.19 


1535 


♦* 








NT2RP3000532 


6.87 


3.91 


4.69 


734 


6.97 


6.82 


334 


4.64 


3.97 










NT2RP3000542 


4.26 


Z58 


3.40 


6.33 


6.95 


730 


538 


5.25 


4.09 


•* 


+ 






NT2RP3000554 


21.26 


8.36 


10.64 


9.79 


1Z63 


8.67 


7.85 


5.66 


7.16 










NT2RP3000561 


1.72 


1.29 


0.49 


4.36 


439 


Z75 


5.41 


6.15 


4.61 


• 


+ 


** 


+ 


JVT2RP3000562 


5.35 


3.52 


2.70 


6.24 


5.67 


6.85 


4.69 


536 


4.51 


* 


+ 






NT2RF3OO0678 


Z48 


1.13 


0.91 


1.41 


Z33 


1.20 


131 


Z72 


1.83 










NT2RP3000582 


Z70 


1.06 


2.14 


135 


1.76 


2.00 


1.13 


2.91 


1.43 










NT2RP3000584 


3.87 


1.71 


ZOO 


3.83 


3.38 


4.15 


1.95 


330 


3:43 










NT2RP3000586 


4.68 


3.18 


3.48 


5.21 


5.82 


4.88 


4.06 


4.66 


4.73 


* 


+ 






NT2RP3000590 


3.21 


1.61 


Z30 


2.02 


1.87 


232 


1.95 


230 


2.25 










NT2RP3000592 


2.67 


1.26 


1.45 


1.25 


Z76 


1.46 


133 


1.90 


1.13 










NT2RP30O0596 


20.65 


9.80 


8.82 


23.94 


26.59 


16.13 


11.86 


9.91 


14.07 










NT2RF3000599 


3.31 


1.41 


Z33 


3.96 


4.14 


Z63 


2.43 


4.34 


3.3 










NT2RP3000603 


4.81 


239 


Z37 


530 


5.93 


634 


3.73 


436 


4.65 


• 


+ 






NT2RP3000605 


2.51 


1.85 


130 


3.30 


339 


Z96 


Z17 


4.09 


3.29 


• ■ 








NT2RP3000607 


7.51 


535 


8.79 


5.67 


5.09 


3.67 


3.76 


3.78 


337 






* 


- 


NT2RP3000616 


2.94 


0.94 


1.60 


3.25 


4.41 


335 


2.18 


3.01 


2.34 










NT2RP3000621 


4.36 


2.30 


3.65 


4.44 


7.67 


4.30 


4.7 


5.31 


5.41 










NT2RP3000622 


6.01 


4.28 


3.80 


5.09 


7.11 


5.45 


5.08 


3.73 


3.94 










NT2RP3000624 


7.72 


5.67 


332 


6.67 


8.14 


532 


5.24 


3.13 


5.14 










NT2RP3000628 


7.54 


430 


3.20 


1038 


21.80 


10.94 


10.01 


5.74 


10.27 










NT2RP3000631 


16.09 


7.17 


9.25 


14.57 


17.16 


15.18 


731 


8.71 


8.97 










NT2RP3000632 


7.31 


3.75 


5.02 


6.89 


10.18 


9.21 


4.07 


4.61 


4.79 










KT2RP3000638 


7.68 


5.11 


432 


4.07 


4.85 


439 


5.9 


6.86 


5.24 










NT2RP3000644 


19.00 


1037 


14.03 


2Z53 


2Z68 


23.63 


19.34 


20.74 


1736 


• 








NT2RP3000645 


22.63 


12.76 


16.07 


25.22 


24.49 


3033 


19.65 


22.44 


19.81 










NT2RP3000652 


2530 


13.23 


15.28 


45.18 


43.44 


33.63 


16.17 


1539 


14.77 


• 


+ 






NT2RP3000658 


10.87 


4.38 


5.61 


9.08 


8.70 


4.57 


4.84 


539 


6.4 










NT2RP3000660 


7.86 


3.20 


4.43 


11.71 


10.% 


7.67 


5.63 


5.73 


5.08 










NT2RP30O0661 


5.33 


3.07 


4.20 


8.73 


10.09 


5.63 


4.67 


5.28 


4.19 










NT2RP3000665 


6.64 


1.93 


Z75 


5.80 


4.45 


4.67 


4.17 


5.21 


4.12 










NT2RP3000676 


8.20 


4.06 


3.78 


8.46 


1033 


8.20 


6.83 


8.27 


6.88 










NT2RP3000677 


4.44 


2.49 


3.08 


10.60 


15.84 


15.84 


Z62 


4.06 


Z32 


•* 








NT2RP3000681 


16.25 


8.48 


11.24 


17.10 


13.94 


12.61 


11.39 


15.24 


10.7 










NT2RP30006S3 


10.17 


234 


3.24 


19,41 


15.14 


11.09 


6.65 


5.82 


9.12 


*. 








NT2RP3000685 


7.81 


3.42 


2.68 


6.13 


4.88 


5.09 


4.14 


3.91 


7.49 










NT2RP3000690 


3.45 


1.81 


Z38 


2.69 


3.42 


3.19 


1.6 


435 


4 










NT2RP3000698 


3.44 


1.71 


1.90 


3.98 


436 


3.04 


3.05 


5.26 


3.03 










NT2RP3000708 


835 


3.44 


Z85 


6.09 


5.53 


5.09 


2.92 


4.17 


5.63 










NT2RP3000719 


6.12 


2.90 


4.00 


7.25 


5.34 


4.25 


3.6 


5.95 


3.12 










NT2RP3000721 


4.08 


2.25 


2.01 


4.97 


4.56 


3.47 


2.13 


3.08 


Z89 










NT2RP3000728 


2.25 


0.64 


0.87 


Z34 


2.75 


Z13 


0.61 


2.18 


0.S 










NT2RP3000730 


1.35 


0.93 


1.10 


1.92 


Z14 


130 


2J2 


1.20 


1.35 










NT2RP3O00733 


4.35 


230 


1.71 


6.01 


6.36 


4.79 


3.4S 


3.48 


2.85 


• 
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NT2RP3000735 


2.00 


1.20 


0.61 


2.06 


0.92 


1.03 


Z17 


1.47 


1.63 








NT2RP3000736 


3.46 


3.21 


333 


4.48 


438 


3.34 


3.43 


2.28 


2.96 








NT2RP3000739 


15.24 


8.34 


8.12 


1133 


11.36 


10.77 


1338 


12.81 


14.45 








NT2RP3000742 


15.14 


9.63 


9.98 


14.05 


14.60 


13.15 


13.09 


11.17 


13.06 








NT2RP3000753 


4.09 


1.46 


226 


4.87 


6.45 


3.41 


1.81 


335 


5.41 








NTZRP3000759 


4.36 


3.02 


3.28 


9,27 


10.72 


9.10 


9.4 


9.92 


1Z65 




+ • 


' + 


NT2RP3000789 


6.97 


3.15 


3.19 


Z62 


338 


3.33 


2.9 


2.77 


Z91 








NT2RP3O00815 


3.08 


1.87 


2.78 


5.08 


5.91 


5.79 


434 


3.06 


333 


*• 






NT2RP3000818 


7.88 


5.88 


4.83 


9.79 


13.01 


13.93 


8.4 


7.38 


1036 


# 


+ 




NT2RP3000820 


6.70 


4.3S 


2.57 


15.50 


20.24 


18.97 


5.35 


5.01 


5.38 


** 


+ 


1 ...i 


NT2RP3000821 


6.58 


4.20 


3.95 


5.67 


6.08 


4.63 


5.13 


436 


4.66 








NT2RP3000825 


0.66 


0.26 


038 


1.28 


1.09 


Z20 


0.44 


1.29 


0.44 




+ 




NT2RP3000826 


1431 


7.15 


aoo 


20.59 


14.43 


14.08 


24 


2937 


2939 




• 


f + 


NT2RP3000S36 


8.67 


4.78 


5.47 


15.61 


15.21 


9.41 


7.61 


833 


8.85 


* 


+ 




NT2RP3000838 


69.68 


35.31 


3S.08 


6Z74 


50.92 


5735 


114.4 


9Z67 


110.6 






!♦ 


NT2RP3000839 


3.11 


1.70 


232 


ZOO 


336 


1.87 


3.03 


1.30 


25 








NT2RP3000841 


4.62 


3.46 


Z&5 


4.30 


8.16 


5.93 


4.11 


3.68 


3.13 








NT2RP3000845 


4.22 


3.31 


3.16 


436 


7.12 


436 


4.69 


333 


11.01 








NT2RJP3000847 


8.01 


5.03 


4.67 


11.17 


12.10 


10.61 


8.29 


636 


5.96 


*• 


+ 




NT2RP3000848 


4.58 


2.34 


3.27 


5.39 


6.00 


5.09 


3.72 


3.05 


5.42 


• 


4 




NT2RP3000850 


7.12 


3.32 


4.95 


11.87 


1Z25 


13.21 


7.48 


7.20 


7.92 


mm 


+ 


f 


NT2RP3000852 


241 


Z02 


3.14 


230 


3.10 


Z98 


1.15 


2.04 


2 






\ 


NT2RP3O00859 


11.57 


6.45 


266 


9.86 


935 


735 


631 


5.86 


6.19 






t 


NT2RP300086J 


1X29 


5.70 


t 6.74 


2037 


26.68 


2033 


8.96 


8.46 


14.99 


mm 


+ 


1 — 


NT2RP3000862 


10.74 


6.85 


6.61 


6.87 


7.71 


5.23 


6.09 


5.39 


7.24 






f — 


NT2RP3000865 


Z61 


2.77 


1.86 


4.46 


4.70 


3.49 


3.05 


2.82 


3.22 


0 


+ 




NT2RP300Q866 


3.65 


3.07 


3.41 


3.79 


4.93 


3.08 


Z95 


3.92 


436 








NT2RP3000868 


6.63 


4.07 


435 


632 


6.19 


4.40 


539 


4.36 


6.01 








NT2RF3000869 


7.38 


5.89 


6.47 


637 


7.71 


6.66 


5.72 


536 


5.4 








NT2RP3000871 


Z80 


1.69 


221 


3.13 


Z44 


Z63 


Z19 


Z91 


23 






t — 


NT2RP3000875 


6.14 


2.07 


3.11 


Z15 


Z68 


3.67 


3.92 


Z74 


3.62 






+ — 


NT2RP3000895 


3.27 


2.20 


Z57 


3.83 


639 


6.15 


3.73 


Z67 


3.88 


* 


+ 


+ — 


NT2RP3000900 


9.85 


5.60 


5.12 


11.99 


1230 


10.94 


7.71 


7.19 


8.22 


m 


+ 


> 


NT2RP3000901 


5.01 


245 


Zll 


6.45 


8.36 


6.11 


4.49 


5.69 


7.42 


* 


+ 


t — 


NT2RP30009Q3 


2.28 


1.60 


1.75 


4.44 


6.62 


5.24 


4.43 


Z98 


3.76 




+ • 


I + 


NT2RP3000904 


230 


1.61 


Z05 


2.19 


1.89 


3.97 


234 


3.22 


Z14 






+ — 


NT2RP3OOO907 


9.61 


6.08 


7.44 


8.62 


11.64 


836 


8.91 


8.78 


9.69 








NT2RP3000913 


7.70 


2.80 


3.71 


8.25 


8.06 


6.91 


5.87 


630 


4.94 








NT2RF3000917 


1036 


7.31 


5.72 


9.00 


16.41 


11.45 


7.56 


636 


8.24 








NT2RP3C00919 


5.76 


4.04 


3.02 


5.13 


7.71 


4.25 


4.75 


6.45 


6.91 








NT2RP3000921 


3.51 


1.70 


Z76 


4.60 


7.92 


2.75 


6.8 


3.67 


4.11 






i 


NT2RP3000942 


9.61 


532 


5.34 


1Z62 


1438 


12.46 


6.8 


633 


7.24 


• 


+ 




NT2RP300Q968 


103.66 


58.95 


13.91 


14733 


158.89 


233.89 


553 


53.20 


43.04 


* 






NT2RP3000974 


3.04 


1.59 


Z65 


3.97 


5.03 


4.21 


Z71 


3.66 


2.41 


• 






NT2RP300098O 


39.62 


20.55 


29.98 


6.47 


9.37 


6.00 


4.91 


6.99 


8.46 


• 


4 




NT2RP3000984 


5.29 


4.18 


5.73 


10.16 


10.11 


7.87 


6.25 


8.85 


4.44 


«* 






NT2RP3000994 


3.63 


2.42 


1.96 


4.75 


5.40 


3.69 


338 


4.22 


3.83 








NT2RP3001001 


3.47 


2.25 


3.10 


3.83 


Z41 


Z13 


2.68 


3.98 


2.58 






t — 


NT2RP3001004 


1.80 


1.40 


1.87 


2.71 


Z31 


1.48 


Z16 


4.18 


3 








NT2KP3001007 


4.63 


Z03 


Z66 


14.00 


6.75 


8.49 


639 


6.25 


5.07 


* 


+ « 


1 * 


NT2RP3001012 


5.10 


1.75 


3.11 


5.04 


434 


5.34 


Z86 


4.75 


Z29 








NT2RP3001042 


5.71 


3.43 


4.72 


5.27 


4.96 


3.88 


3.98 


3.86 


2.98 








NT2RP3001044 


7.02 


3.73 


5.60 


14.85 


1Z04 


1237 


9.89 


10.94 


7.73 


mm 






NT2RP3OO1040 


2.35 


1.96 


3.94 


3.25 


4.98 


4.26 


3.16 


Z56 


3.24 








NT2RP3001050 


11.91 


8.75 


3.68 


7.09 


10.52 


737 


19.34 


10.54 


18.84 








NT2RP3001055 


19.61 


12.87 


1033 


9.87 


9.64 


7.47 


11.2 


7.71 


10.89 
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NT2RW001057 


8.67 


4.03 


5.93 


19.26 


14.18 


1Z30 


8.42 


6.94 


7.2 




h 







NT2RP3001061 


5.88 


4.01 


4.14 


7.75 


9.70 


8.03 


5.42 


6.19 


4.88 




»- 






NT2RF3001069 


9.78 


4.93 


5.43 


13.99 


17.62 


14.76 


9.74 


9.96 


1Z86 




► 






NT2RP3001074 


8.31 


4.57 


4.04 


11.86 


10.34 


7.95 


6.59 


7.36 


7.45 










NT2RP3001078 


5.34 


Z26 


4.49 


931 


7.77 


733 


5.94 


3.60 


5.02 




f 






NT2RP3001081 


3.83 


Z45 


4.20 


6.12 


3.89 


6.40 


3.56 


5.22 


3.4 










NT2RP3001084 


5.54 


2.82 


2.70 


236 


4.10 


1.78 


2.85 


Z45 


3.36 










NT2RP3001095 


1.93 


1.69 


1.44 


3.80 


3.49 


3.25 


Z25 


Z83 


Z47 


*» 


f 


» 




NT2RP3001096 


4.61 


2.92 


2.43 


5.50 


538 


4.69 


737 


737 


7.11 










NT2RP3001097 


9.61 


7.40 


9.00 


1236 


1Z16 


11.92 


6.67 


6.88 


9.12 


•* 


+ 






NT2RP3001107 


6.04 


4.02 


330 


4.89 


5.87 


4.23 


3.8 


4.49 


5.02 










NT2RP3001109 


6.26 


3.05 


430 


3.18 


4.47 


2.65 


Z28 


Z72 


1.85 










NT2RW001111 


4.22 


338 


2.92 


4.13 


5.15 


4.60 


436 


4.69 


3.98 










NT2RP3001112 


28.16 


25.89 


21.28 


24.06 


17.68 


24.85 


10.06 


10.75 


13.22 






*• 




NT2RP3001113 


1.79 


0.99 


0.62 


1.34 


?tt 


134 


1.11 


1.24 


1.25 










NT2RP3001115 


3.88 


1.85 


Z25 


7.26 


3.45 


Z57 


3.4 


3.91 


4.67 










NTZRP3001116 


3.94 


1.69 


136 


4.63 


3.42 


2.74 


3.29 


4.13 


433 










NT2RP3001119 


9.02 


638 


5.74 


632 


9.40 


733 


6.04 


4.43 


63 








l 

I 


NT2RP3001UO 


11.82 


5.87 


8.94 


18.20 


1Z33 


18.08 


8.42 


9.14 


10.96 


• 


+ 






NT2RP3001126 


3.38 


235 


359 


5.64 


8.45 


731 


8.01 


7.65 


63 


* 






+ 


NT2RP3001127 


1.21 


0.67 


131 


2.88 


2.70 


1.71 


4.11 


3.13 


5.1 


• 


+ 




ff 


NT2RP3001153 


7.23 


4.12 


5.49 


7.95 


8.82 


7.67 


437 


6.00 


4.72 










NT2RP3001140 


2.84 


1.04 


1.66 


330 


3.99 


3.19 


136 


Z10 


3.38 


• 








NT2RFS001147 


7.62 


3.19 


331 


4.05 


4.82 


4.29 


0.77 


2.87 


1.63 








\ 


NT2RP3001150 


5.19 


1.79 


3.13 


6.49 


3.73 


3.77 


3.8 


3.66 


432 










NT2RP30011S2 


2.12 


0.44 


0.89 


1.69 


1.74 


1.98 


1.83 


2.36 


2.08 










NT2RP30011S5 


6.90 


431 


4.25 


3.69 


4.69 


3.75 


1.73 


3.87 


3.96 










NT2RP300M56 


2.47 


1.68 


1.60 


Z59 


339 


3.31 


Z51 


4.84 


4.65 




+ 






NT2RP3001159 


12.19 


5.40 


5.34 


9.00 


9.95 


735 


6.84 


6.11 


6.14 










NT2RP3001170 


7.10 


£.60 


5.72 


9.66 


13.09 


10.69 


5.5 


6.89 


3.71 


• 


+ 






NT2RP300U76 


931 


3.49 


Z75 


17.93 


12.62 


10.20 


6.88 


5.97 


13.3 










NT2KP3001195 


6.18 


2*3 


Z96 


639 


10.42 


334 


4.18 


532 


5.17 










NT2RP3001209 


2933 


14.29 


10.79 


2330 


28.08 


21.04 


16.75 


19,48 


15.61 










NT2RP3001214 


6.63 


3.46 


3.32 


9.82 


10.42 


9.38 


3.48 


5.63 


3.56 


** 


+ 






NT2KP3001216 


4.48 


3.19 


3.11 


7.11 


839 


8.87 


Z58 


5.22 


337 


* * 


4- 






NT2RP3001221 


1.19 


031 


0.47 


135 


1.56 


1.10 


1.01 


Z22 


0.86 
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4.77 


10.85 


1335 


11.18 


6.57 


5.69 


7.14 
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15.46 


I2U6 


1035 


1735 


2287 


17.91 


17.89 


1533 


21.32 




+ 






NTZKr3001844 


5.39 


4.22 


4.08 


8.68 


8,00 


8.70 


4.83 


4.18 


534 




+ 






NT2JCP3O0J048 


8.51 


3.03 


337 


734 


6.39 


7.94 


7.05 


8.18 


5.83 










VT2RF3001854 


4.31 


3.66 


2.93 


4.93 


7.64 


5.42 


5.84 


9.19 


10.46 






• 




NT2RP3001855 


1.08 


0.62 


0.41 


0.88 


3.15 


130 


217 


131 


1.24 










NT2RP3O01857 


8.74 


5.14 


3.23 


3.88 


5.79 


4.95 


4.34 


4.47 


3.21 










NT2RP3001858 


5.96 


2,68 


3.12 


1.87 


269 


283 


252 


3.04 


2.59 










NT2RP3001861 


8.95 


6.91 


5.65 


7.71 


8.95 


8.02 


9.41 


9.63 


9.39 










NT2RP3001866 


1.78 


1.67 


1.30 


240 


339 


1.96 


3.62 


3.94 


3.33 










NT2RP3001871 


1.22 


1.47 


1.24 


4.28 


533 


4.06 


5.94 


5.76 


6.13 




+ 
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NT2RP3001874 


239 


1.48 


1.04 


1.60 


1.73 


1.49 


2.15 


3.07 


244 










NT2RP3O01878 


1.89 


1.50 


2.48 


432 


7.04 


3.00 


1.74 


247 


205 










NT2RP3001885 


4.23 


3.76 


3,61 


4.08 


6.00 


8.45 


4.94 


5.08 


4.08 










NT2RP3001896 


3.95 


231 


1.26 


4.38 


7.80 


4.28 


4.49 


283 


4.64 










NT2RP3001S9S 


12.61 


5.06 


3.64 


6.11 


6.18 


5.92 


8.68 


7.13 


1131 










NT2RP3001899 


5.05 


3.28 


234 


3.69 


5.19 


3.08 


2.74 


338 


3.91 










NT2RP3001901 


1198 


8.89 


8.12 


830 


831 


10.47 


8.45 


6.54 


7.26 










NT2RP3001915 




3.55 


4.50 


3.73 


7.04 


4.19 


2.46 


3.27 


3.28 










MT2RP3001926 


032 


0.45 


032 


1.03 


1.16 


1.31 


0.6 


2.68 


0.45 


*• 


+ 






NT2RP3001929 


2.79 


204 


3.11 


3.82 


2.97 


3.77 


242 


3.15 


2.72 










NT2RP3001931 


435 


3.16 


3.68 


6.47 


4.72 


7.93 


339 


3.28 


4.34 










NT2RP3001938 


7.26 


2;97 


4.06 


7.92 


6.46 


6.68 


4 


4.10 


3.17 










NT2RP3001943 


14.11 


5.27 


431 


10.79 


10.92 


833 


5.43 


5.45 


5.13 










NT2RP3001944 


3.45 


233 


132 


272 


2.97 


331 


3.63 


3.49 


2.49 










NT2RP3001945 


7.29 


7.10 


539 


8.17 


9.64 


1131 


6.42 


7.34 


6.69 


* 


+ 






NT2RP3001947 


4.79 


4.51 


3.45 


5.88 


632 


6.85 


5.07 


6.05 


6.08 


* 






+ 


NT2RP3001949 


269 


1.52 


2.67 


4.00 


335 


3.46 


2.68 


284 


232 


• 


+ 
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16.48 


13.65 


16.67 


1237 


9.06 


10.48 


18.01 


1739 


16.21 




- 






NT2RP3001954 


5.28 


2.86 


285 


5.44 


435 


3.42 


3.76 


3.67 


4.11 










NT2RP3001956 


34.22 


13.29 


14.18 


28.43 


28.08 


2294 


14.79 


1262 


14.22 










NT2RP3001967 


7.52 


265 


230 


9.80 


9.24 


5.06 


8.63 


531 


4.88 










NT2RP3001969 


7.99 


4.86 


4.65 


5.70 


7.31 


4.72 


3.47 


246 


431 
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+ 
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+ 
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1.34 
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"> AC 
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4 11 
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1.0** 
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1.03 










NT2RP3002014 


4.46 


3.07 


232 


5.12 


6.41 


4.59 


6.11 


3.83 


4.25 










NT2RF30Q2015 


7.60 


4.06 


4.17 


6.58 


535 


3.85 


6.25 


4.00 


531 










NT2RP3002033 


1.85 


130 


1.64 


280 


2.86 


223 


1.62 


236 


212 


• 








NT2RP3002045 


1.82 


1.00 


137 


1.94 


4.75 


288 


1.69 


227 


2.09 










NT2RP3002054 " 


2.00 


1.59 


0.94 


1.90 


1.75 


202 


1.61 


236 


214 










NT2RP3002056 


2.28 


1.93 


1.78 


6.00 


733 


7.83 


2.85 


2.69 


4.61 


*• ' 








NT2RP3002057 


1,99 


112 


1.41 


3.14 


2.25 


1.70 


1.48 


286 


1.82 










NT2RP3002061 


16.71 


9.57 


7.36 


24.61 


19.84 


16.31 


1032 


931 


8.46 










NT2RP3002062 


2.33 


1.47 


0.86 


3.09 


3.51 


269 


1.64 


202 


3.16 


• 








NT2RP3002063 


8.43 


3.19 


236 


5.90 


5.68 


4.65 


5.99 


6.66 


4.47 
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NT2RP3002064 


5.17 


3.05 


146 


4.06 


7.44 


4.88 


4.84 


454 


4.14 










NT2RP3002071 


233 


1.51 


1.99 


1.86 


127 


150 


116 


161 


143 










NT2RP3002073 


5.31 


4.25 


4.41 


3.45 


4.48 


3.77 


3.46 


5.18 


3.88 










NT2RP3002074 


3.99 


3.21 


354 


3.26 


5.35 


3.47 


3.41 


4.15 


151 










NT2RP3002075 


4.75 


2.10 


119 


652 


7.60 


4.15 


6.03 


5.22 
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NT2RF3002077 


8.02 


334 


161 


6.63 


4.07 
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5.14 


4.74 


2.68 
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10.07 


7.99 


7.00 


4.79 


4.27 


3.26 


176 


142 
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• 
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3.90 


3.43 
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9.40 
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6.79 
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5.45 


•* 




• 


+ 
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2430 


29.05 
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* 
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145 
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134 
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1.94 


2.22 
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4.81 
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166 


7.07 
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439 


4.28 


5.92 


5.09 
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1.30 


1.49 


104 


3.02 


352 


123 


1.86 


1.80 


1.76 


• 


+ 
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4.48 


2,97 
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5.04 


5.32 


5.08 
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4.28 
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+ 
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8.90 
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3.83 
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*• 
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3,49 
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4.07 
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4.28 


16.19 


18.27 
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14.35 


1101 


1131 


* 


+ 
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2337 


14.84 


16.48 


34.91 


29.71 


4033 


23.01 


21.75 


23.48 




+ 






NT2RP3002113 


11.63 


9.01 


7.67 


651 


735 


7.47 


732 


7.10 


6.45 










NT2RP3002120 


155 


1.48 


1.08 


2.91 


3.24 


1.92 


133 


3.13 


118 


• 


+ 


* 


+ 
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3.47 


128 


2.84 


4.15 


6.05 


179 


122 


339 


101 
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6.99 


4.03 


8.17 


8.24 


7.23 
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1235 


1636 








4 
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9.73 
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NT2RP3002130 
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** 


4 
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+ 
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• 
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*♦ 
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* 
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8.77 
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NT2RP3002155 
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• 


4 
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1151 
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NT2RP3002165 
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5.63 
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5.72 


3.53 


1.35 
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3.17 
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6.20 
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* 
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• 


4 


• 
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236 


148 
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3.81 


2.37 


1.77 


188 
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3.22 


357 


3.44 
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« 
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632 
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• 


- 
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554 


14.10 
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11.54 


*• 


4 


** 


+ 
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6.83 


4.26 


3.08 


6.54 


5.65 
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358 


3,16 


4.05 








j 
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44.02 


22.63 


19.64 


26.45 


26.34 


31.64 


17.22 


13.77 


17.68 










NT2RP3002264 


5.83 


3.17 


253 


6.13 


7.07 


6.24 


4.47 


6.97 


4.95 










NT2RP3002267 


4.61 


2.60 


131 


3.48 


4.99 


3.73 


357 


2.66 


3.09 










NT2RP3002273 


14.02 


8.03 


6.96 


15.74 


16.07 


14.50 


958 


10.63 


j 937 










NT2RP3002276 


5.72 


2,96 


352 


5.50 


5.94 


5.34 


3.99 


5.68 


5.16 










NT2RP3002281 
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5.75 


650 


6.21 


6.83 


6.47 


4.32 


5.43 


5.21 
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Z46 


1.62 


105 
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352 
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339 


3.14 
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56.91 


27.98 


24.70 


67.63 
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45.16 


26.65 


22.90 


253 










NT2RP3002301 
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5.96 


5.15 


5.72 


8.90 


9.72 


8.36 


7.88 


9.24 










NT2RP3002303 


10.45 


6.01 


455 


8.24 


9.49 


7.38 


8.8S 


7.75 


8.68 
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1.01 


1.07 


1.38 


355 


186 


106 


2,84 


4.66 


105 


• 


+ 
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NT2RP3002309 


6.87 


4.15 


3.66 


6.13 


6.93 


8.34 


255 


3.41 


3.91 










NT2RP3002311 


4.05 


Z38 


2.34 


456 


255 


3.21 


Z05 


Z83 


Z86 










NT2RP3002315 


15.94 


11.19 


1532 


1Z31 


8.50 


1156 


8.23 


8.69 


10.92 






• 




NT2RP3002319 


1.73 


1.09 


1.94 


253 


2.43 


3.11 


2.93 


Z04 


Z66 


• 


+ 






NT2RP3002324 


9.27 


3.66 


3.72 


5.93 


9.44 


5.66 


4.2 


5.07 


4.43 










NT2RP3OO2330 


9.95 


5.32 


3.76 


4.42 


7.75 


7.05 


6.63 


6.18 


5.42 










NT2RP3002333 


17.93 


13.63 


1233 


10.81 


13.83 


11.53 


26.44 


2051 


21.61 






• 


+ 


NT2RP30O2337 


2.63 


1.45 


152 


1.90 


1.94 


Z01 


1.38 


3.21 


Z65 










NT2RP3002342 


1559 


10.64 


11.07 


10.92 


13.50 


7.96 


95 


11.72 


10.96 










NT2RP3002343 


4:86 


3.15 


3.42 


8.66 


7.27 


7.64 


5.82 


6.21 


654 




+ 


» 




NT2RP3002351 


Z14 


1.87 


1.48 


152 


1.49 


139 


137 


250 


1.29 










NT2RP3002352 


351 


2.49 


2.09 


656 


3.41 


4.41 


3.67 


4.42 


Z26 










NT2RP3002353 


8.54 


2.87 


250 


5.68 


7.93 


6.04 


5.65 


4.24 


3.09 










NT2RP3002362 


10.04 


4.71 


5.05 


6.95 


8.81 


7.91 


838 


7.04 


767 










NT2RP3002363 


5.45 


3.22 


Z99 


4.20 


631 


4.65 


3.29 


3.42 


4.78 










NT2RP3002377 


653 


354 


3.81 


650 


6.48 


4.79 


3.11 


4.43 


257 










NT2RF3002377 


16.05 


6.92 


7.02 


15.78 


13.73 


11.15 


935 


637 


9.19 










NT2RP3002394 


3.83 


135 


255 


5.43 


635 


4.75 


5.11 


5.17 


5.17 


♦ 




• * 




NT2RP3002397 


1.88 


2.06 


1.00 


Z28 


Z42 


2.35 


2.43 


3.20 


Z26 










NT2RP3002399 


38.89 


1357 


16.73 


24.89 


24.11 


20.07 


10.95 


10.34 


11.58 










NT2RP3002402 


14.13 


6.06 


6.64 


3.90 


7.46 


3.60 


5.13 


Z47 


3.86 










NT2RP3002404 


2.69 


1.41 


1.51 


4.63 


5.57 


6.95 


5.03 


5.62 


5.49 






• * 




NT2RP3002410 


16.74 


936 


8.24 


1455 


17.40 


14.68 


7.71 


S.16 


9.6 










NT2RP3002411 


5.72 


3.09 


Z66 


5.44 


3.76 


439 


3.87 


3.60 


4.64 










NT2RP3002414 


15.70 


13.46 


1551 


1750 


19.84 


20.94 


2031 


15.95 


17.64 




♦ 






NT2RP3002430 


5.62 


3.03 


3.26 


4.15 


6.68 


5.69 


3.6 


5.22 


5.76 










NT2RP30Q2448 


3.21 


1.91 


1.95 


4.68 


4.12 


Z16 


3.43 


357 


352 










NT2KP30Q2454 


5.75 


3.63 


Z88 


8.65 


10.72 


8.12 


4.17 


6.41 


5.11 


* 


4- 






NT2RF300245S 


5.96 


2.60 


2.61 


5.44 


7.86 


5.02 


4.61 


3.98 


4.33 










NT2RP3002456 


1955 


5.82 


6.70 


24.00 


2Z06 


18.49 


6.98 


7.59 


13.81 










NT2RP30Q2462 


1035 


5.72 


4.60 


11.65 


13.73 


9.93 


5.45 


7.13 


8.04 
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4.02 


2.04 


237 


7.68 


7.85 


6.75 


557 


6.12 


6.98 




4- 


** 




NT2RP3002470 


34.16 


21.24 


23.62 


2650 


31.46 


31.78 


25.6 


2351 


18.11 
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4.96 


4.07 


3.20 


7.26 


8.04 


8.64 


6.14 


7.06 


7.03 


•* 


+ 


♦ 




NTZRP3002491 
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0.31 


0.77 


1.88 


1.82 


1.66 


1.79 


Z17 


2.19 










NT2RP3002494 


5.69 


5.46 


5.09 


5.37 


5.09 


4.28 


11.1 


14.53 


1658 










NT2RP30W497 


7.34 


2.87 


Z34 


7.23 


5.25 


4.45 


4.45 


4.17 


552 










NT2RP3002500 


6.11 


Z15 


1.67 


4.34 


5.06 


2.16 


2.18 


Z29 


5.42 










NT2RP3002501 


11.25 


5.11 


3.44 


6.23 


6.00 


5.47 


2.88 


558 


5.46 










NT2RP3002512 


7.00 


3.26 


Z28 


5.82 


6.08 


636 


2.87 


4.61 


8.18 










NT2KP3002529 


3.20 


3.16 


1.84 


7.16 


9.33 


8.45 


4.14 


4.40 


5.49 


•* 
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A QA 

4.54 


C 71 


4^/ 






A 77 

4.22 


4.22 












7 Ol 


7 -XI 


7 SI 


OAJ3 




in 7i 


A 7A 


7 A7 


7 A1 
3.03 


• 








ft VARC 1000960 

V/ t rVIW 1VW7W 


153J 


12.49 


8.74 


25.21 


26.65 


32.56 


13.09 


13.48 


13.43 


*• 








OVARC1000964 


7.4 


4.78 


4.49 


6.36 


5.85 


5.60 


6.26 


4.60 


4.6 










OVARC1000971 


Z15 


0.88 


1.23 


2.29 


3.01 


Z68 


1.01 


1.16 


1.16 


• 








OVARC1000975 


3.59 


2.39 


Z50 


3.12 


3.77 


336 


3.45 


3.78 


3.78 










OVARC1000976 


1.43 


1.10 


0.67 


1.47 


1.70 


1.61 


1.96 


1.76 


! 1.76 






• 


+ 


OVARC1000981 


4.17 


3.59 


2.08 


3.86 


4.73 


5.67 


6.53 


5.87 


5.87 






• 




OVARC1000982 


5.2i 


3.08 


4.53 


3.99 


3.64 


7.26 


3.94 


5.23 


5.23 










OVARC 1000984 


Z8S 


\ 2.32 


3.02 


4.83 


431 


6.06 


3.98 


4.72 


4.77 


• 








OVARCI000995 


6.2i 


I 3.58 


3.62 


10.03 


11.01 


12.54 


6.34 


8.81 


8.81 




+ 


* 




OVARC1000996 


2.44 


\ 0.93 


1.29 


3.23 


3.01 


2.60 


1.59 


2.15 


Z15 


* 


+ 






OVARC1000999 


13.81 


7.04 


7.16 


18.71 


16.83 


17.82 


9.89 


10.20 


10.2 


* 


+ 
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OVARC100I000 


10.01 


7.69 


7.61 


1945 


23.56 


18.96 


10.07 


11.74 


11.74 










OVARC1001004 


1.03 


0.80 


0.91 


137 


Z14 


1.61 


1.90 


1.48 


1.48 


• 






f 


OVARC1001010 


1.8 


1.08 


0.56 


1.62 


136 


Z03 


135 


1.40 


1.4 










OVARC1001011 


3.43 


2.88 


3.13 


3.51 


3.30 


435 


2.89 


3.10 


3.1 










OVARC1001030 


38.32 


24.93 


30.71 


46.79 


4135 


50.96 


53.76 


59.72 


59.72 


• 


f 


•* 


f 


OVARC1001032 


1.55 


1.32 


1.67 


3.18 


238 


Z77 


2.83 


1.37 


137 


** 








OVARC1001034 


2.4 


1.70 


2.13 


3.14 


3.10 


3.44 


Z01 


Z66 


Z66 


*• 


+ 






OVARC1001038 


12.68 


934 


7.92 


11.12 


13.30 


12.41 


6.75 


6.49 


6.49 










OVARC1001040 


8.91 


639 


4.66 


14.02 


14.04 


19.13 


7.93 


7.81 


7.81 


» 


f 






OVARC1001041 


6.31 


336 


4.31 


8.16 


10.01 


10.61 


5.62 


4.95 


4.95 


• 








OVARC1001044 


1.81 


1.80 


2.22 


2.71 


Z48 


2.79 


Z22 


2.94 


2.94 


• 








OVARC1001049 


9.39 


8.47 


839 


15.62 


16.10 


16.18 


9.93 


8.69 


8.69 


• * 








OVARC1001051 ! 


57.5 


54.01 


57.15 


51.44 


5632 


7Z78 


36.05 


33.73 


33.73 










OVARC1001054 


1.32 


1.27 


130 


2.46 


1.80 


2.94 


1.81 


1.58 


138 


* 




* 


+ 


OVARC100105S 


3.77 


1.65 


2.45 


4.24 


4.50 


2.62 


2.94 


3.56 


3.56 










OVARC1001062 


11.74 


5.75 


4.85 


11.81 


10.68 


10.78 


3.12 


5.25 


5.25 










OVARC1001065 


1.99 


1.18 


1.96 


Z64 


ZOO 


138 


132 


1.86 


1.86 










OVARC1001068 


6.51 


Z07 


3.30 


4.91 


4.25 


4.95 


3.64 


6.26 


6.26 










OVARC1001072 


9.32 


634 


7.65 


10.21 


8.94 


9.18 


6.17 


9.88 


9.88 










OVARC1001073 


3.46 


0.94 


Z36 


3.97 


3.24 


3.42 


2.17 


2.06 


2.06 










OVARC1001074 


1.75 


0.40 


1.35 


1.71 


Z05 


Z60 


0.86 


1.25 


1.25 










OVARC1001078 


7.1 


3.90 


5.62 


11.77 


8.65 


7.84 


4.87 


6.07 


6.07 










OVARC1001085 


5.2 


2.42 


3.41 


539 


4.12 


331 


4.28 


632 


632 










OVARC1001086 


5.76 


2.45 


Z47 


3.85 


5.26 


3.78 


Z15 


3.47 


3.47 










OVARC1001091 


3.91 


334 


Z95 


5,93 


5.39 


4.15 


4.20 


3.41 


3.41 


* 


+ 






OVARC1001092 


4.33 


Z96 


331 


6.04 


6.34 


5.50 


3.69 


536 


536 


** 


+ 






OVARC100U04 


1.53 


033 


0.40 


1.32 


137 


1.20 


0.63 


1.14 


1.14 










OVARC1001107 


9.82 


5.46 


6.15 


6.8 


4.45 


8.10 


6.28 


6.79 


6.79 










OVARC1001113 


4.68 


3.14 


Z92 


4.82 


4.00 


4.79 


Z64 


3.74 


3.74 










OVARC1001117 


6.69 


2.96 


3.38 


833 


836 


1Z29 


4.84 


635 


635 


* 


+ 






OVARC1001118 


8.12 


5.06 


4.70 


11.61 


11.15 


10.02 


5.36 


735 


7.35 


* 


+ 






OVARC1001125 


18.96 


1Z37 


9.61 


15.08 


18.61 


1Z67 


430 


5.26 


5.26 






* 




OVARC1001129 


5.21 


3.98 


5,45 


6.68 


435 


3.29 


Z17 


3.47 


3.47 






* 




OVARC1001132 


632 


3.70 


535 


7.12 


8.81 


9.06 


2.18 


Z72 


2.72 


* 


+ 


• 




OVARC1001138 


16.11 


1236 


1030 


16.95 


13.15 


17.48 


16.11 


1835 


1835 










OVARC1001141 


534 


236 


3.55 


439 


3.46 


4.09 


337 


5.02 


5.02 










OVARC1001I54 


5.08 


2.38 


332 


7.23 


5.71 


6.41 


6.14 


7.71 


7.71 




+ 


* 


+ 


OVARC1001161 


5.7 


Z64 


4.14 


8.62 


7.37 


7.00 


3.80 


431 


431 


* 








OVARC1001162 


7.21 


3.90 


4.19 


8.88 


8.61 


6.05 


4.92 


4.79 


4.79 










OVARC1001163 


8.43 


4.40 


4.84 


6.45 


6.12 


5.05 


5.16 


8.27 


8.27 










OVARC1001167 


639 


Z75 


3.96 


937 


10.93 


632 


633 


5.84 


5.84 










OVARC1001169 


£12 


0.82 


1.00 


1.91 


Z68 


3.48 


1.25 


1.14 


1.14 










OVARC1001170 


5.03 


Z13 


3.01 


937 


932 


8.69 


6.25 


6.17 


6.17 


** 


+ 


* 


+ 


OVARC1001171 


13.87 


7.94 


9.22 


17.9 


10.00 


17.22 


8.13 


7.41 


7.41 










OVARC1001173 


6.07 


437 


5.00 


13.94 


11.16 


14.09 


6.22 


8.18 


8.18 


mm 


+ 




+ 


OVARC1001176 


120.6 


80.54 


85.77 


70.13 


72.81 


6Z53 


40.27 


47.98 


47.98 






• 


- 


OVARC1001180 


11.62 


7.41 


6.61 


16.44 


18.19 


1130 


11.76 


9.48 


9.48 










OVARC1001188 


1 6.48 


Z62 


2.03 


5.02 


7.63 


534 


3.93 


4.15 


4.15 










OVARC1001200 


Z22 


1.30 


1.20 


5.74 


5.77 


3.98 


Z73 


3.72 


3.72 


mm 




• 




OVARC1001202 


7.54 


434 


7.94 


10.59 


9.48 


9.04 


539 


7.44 


7.44 










OVARC1001206 


4.5* 


1.77 


2.35 


5.27 


232 


4.40 


4.18 


3.01 


3.01 










OVAKC1001209 


5.41 


4.08 


4.25 


4.84 


4.05 


4.40 


5.08 


5.10 


5.1 










OVARC1001219 


Z7f 


\ 1.08 


Z61 


233 


1.72 


Z02 


0.89 


2.02 


2.02 


I 








OVARC1001222 


Z6S 


> 0.99 


Z05 


4.33 


436 


Z81 


4.34 


436 


4.5t 






mm 




OVARC1001232 


6.7S 


> 3.23 


4.22 


10.1 


7.69 


5.83 


3.19 


6.06 


6.a 










OVARC1001240 


5.4: 


> Z74 


3.04 


7.44 


8.60 


6,15 


4.85 


5.14 


! 5.U 


\ * 
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OVARC 1001243 


1.72 


1.35 


1.37 


154 


252 


1.73 


1.36 


2.41 


Z41 










OVARC1001244 


24.7 


9.04 


13.89 


22,81 


23.41 


15.18 


12.84 


15.77 


15.77 










OVAKC 1001246 


40.74 


22.08 


30.73 


92.94 


72.86 


54.67 


53.93 


71.88 


71,88 


• 




« 




OVARC1001247 


8.36 


4.54 


5.70 


8.31 


758 


6.86 


6.44 


6.70 


6.7 










OVARC1001260 


5.56 


1.98 


3.43 


3.72 


4.11 


5.56 


3.81 


5.29 


5.29 










OVARC 1001261 


7.49 


5.34 


5.88 


8.27 


8.14 


6.50 


4.18 


3.66 


3.66 






* 




OVARC 1001268 


9.66 


6.34 


6.78 


2055 


19.09 


14.70 


18.61 


12.90 


17 0 




A. 


• 




OVARC1001270 


2.46 


0.92 


1.16 


1.01 


0.99 


1.69 


1.24 


1 Ofi 


1 Ofi 










OVARC1 001271 


7.39 


3.05 


5.29 


8.27 


10.72 


9.05 


7 17 


O.OO 


A C.C 
O.OO 


* 








OVARfl001282 


1.01 


0.92 


0.97 


0.97 


2.26 


1.76 


1.02 


7 n7 


7 n7 

A.UA 










nVARPI 

v T/iRLl Wl*7w 


7 4A 




I.*? j 


7 $6. 


7 on 

A.7U 


i si 


7 17 


7 VI 

Z.3U 


7 < 
2J 










W r AAUIUUIJUO 


7 1 


i in 


C (ft 


a ni 


A 17 




j.4j 


A IO 
0.39 


/: in 

o.5y 










fWADflAAHIA 
LI VAKV* 1UUU14 




A AX 
U.40 


n 70 

u. /y 


1.3 / 


i.y5 


2.32 


1 cn 
1.59 


1 CI 

1.62 


1.62 








+ 


nVADPlArtf 11£ 




A CA 
U.O*t 


u. /y 


n fti 


1 7A 


1.53 


1 £n 
1.00 


i n>i 
1.04 


i nA 
1.04 










AV A t>/^ 1 AA1 11Q 


14.46 


5. / J 


1U.05 


26.4/ 


22.45 


1 £ 0*7 


in ni 

10.91 


1 A 11 

14.31 


14.31 




+ 






U V AKC 1W133U 


5.ov 


3.U1 


1.92 


a ti 
3.71 


3.31 


3.24 


2.35 


2.85 


2.85 










OV AKC 1001336 


5.35 


4.02 


J. 78 


4.8 


5.04 


6.17 


4.16 


5.22 


5.22 










O VAKC 1091339 


3 


2.42 


i no 
3.08 


2.63 


3.26 


3.21 


2.60 


4.03 


4.03 










U V AKC1UU1 Jjt 


io.3y 


1 1 CI 
11.6/ 


11.13 


1 c ic 
15. /O 


12,03 


15.86 


13.83 


1*1 At 

17.02 


17.02 










O VAKC 1001344) 


1 1 

3.7 


1 AA 

2.44 


2,40 


*> AO 

2.45 


2.50 


2.72 


1.64 


1.40 


1.4 










a nrtAAl 1 At 

OVARC 1091341 


9.61 


1 "11 

7.33 


5.62 


m i 
10.7 


12.45 


13.37 


7.41 


10.65 


10.65 










OVARC 1001342 


in err 
133.57 


112.33 


1 AO *TC 

10Z75 


148.81 


134.63 


172.83 


71 .00 


44.68 


44.68 










rw r a n ami *1 a a 

OVARC1001344 


7.19 


4.91 


4„20 


12.04 


11.73 


10.02 


5.70 


6.29 


6.29 










OVARC 1001357 


1.77 


051 


n o< 
0.55 


0.71 


1.22 


1.30 


1.05 


2.71 


Z71 










OVARC 1001359 


12.91 


9.14 


12.19 


10.45 


11.07 


11.24 


11.72 


11.75 


11.75 










OVARC1001360 


1.13 


0.79 


-I At 

1.43 


0.68 


1.47 


0.77 


1.27 


Z96 


Z96 










OVARC1001369 


3.18 


3.27 


2.79 


355 


2.73 


358 


3.69 


3.39 


359 










OVARC1001372 


2.77 


2.30 


1-69 


2,23 


2.48 


3.94 


3.04 


2.69 


Z69 










OVARC1001376 


2.87 


2.00 


1.97 


5.27 


5.80 


7.45 


3.84 


3.47 


3.47 




+ 






OVARC1001381 


9.02 


7.72 


5.78 


16.38 


17,31 


19.84 


9.24 


7.41 


7.41 










OVARC1001391 


4.51 


2.73 


2.85_ 


351 


4.11 


3.13 


3.49 


3.91 


3.91 










OVARC1001392 


8.74 


658 


5.89 


10.76 


13.40 


11.71 


12.35 


14.18 


14.18 






*• 




OVARC1001399 


8.85 


558 


4.72 


7.92 


8.25 


8.82 


4.81 


5.40 


5.4 










OVARC1001417 


Z7 


1.43 


2.23 


1.21 


152 


252 


251 


2.99 


Z99 










OVARC1001419 


4.3 


5.24 


4.00 


3.68 


3.86 


6.94 


5.84 


6.00 


6 








+ 


OVARCI001425 


2.29 


2.40 


2.49 


3.29 


Z74 


454 


3.29 


3.09 


3.09 








♦ 


OVARC 1001436 


2.31 


2.50 


1.77 


3.81 


3.30 


4.11 


3.38 


2.41 


Z41 




+ 






O V AKC 1001442 


3.28 


1 AO 

3.48 


1 1C 

2.35 


2.21 


3.99 


4.48 


3.98 


351 


3.31 










/w a t>^"i/w\i ici 
OYAKC1001451 


2.33 


1.90 


155 


3.6 


3.77 


3.76 


155 


155 


1.55 




+ 






O Y ARC 1001452 


i no 


1 CC 

2.65 


1 "TO 

i.7y 


i n 

3.37 


1 A9 

3.43 


1 on 
2.89 


i nn 
2.90 


3.86 


3.86 










L) V AKL 100 1453 


1 1^ 

1.3© 


n ci 

0.57 


! a on 


1 Cl\ 

1.6V 


3.97 


1 AC 

2,45 


Z96 


1.73 


1.73 










nv a Df^inm ATA 


q ns 

7.U5 


O.OO 


7 Oft 
i.yo 




12. /U 


14.53 


25. 2y 


11 AG 

2J.4y 


11 AQ 

23.4y 


* • 






+ 


UtAaV/IWIwU 


7 A1 


7 £A 


7 ft*7 


1 IS 


O Ofi 
| 2.Vo 


4.y / 


A 11 
4.1J 


a nn 
4.00 


A 








+ 




0.44 




ft fll 


7 £0 


7 7Q 

A.Z7 


1 77 


1 in 


a rn 


a ni 


•* 


+ 








1 7C 


1.74 


I. Or 


7 70 


7 11 


7 4fl 


1 1£ 


7 fLA 


7 <A 


• 


+ 


• 




OVARC 1001 496 


8.58 


656 


5.62 


10.89 


7.25 


13.93 


7.36 


6.38 


6.38 










OVARC1001499 


2.77 


1.81 


1.79 


9.3 


11.43 


8.77 


4.71 


4.12 


•4.12 


** 




*« 


+ 


OVARC1001506 


6.8 


3.72 


2.93 


7.69 


855 


552 


Z68 


3.49 


3.49 










OVARC1001509 


1.55 


1.98 


1.98 


558 


4.61 


5.41 


3.85 


2.97 


Z97 


*• 


+ 


• 


+ 


OVARC1001510 


1.71 


1.36 


1.70 


Z6 


Z03 


1.38 


0.87 


1.95 


1.95 










OYARC1001516 


4.33 


250 


2.28 


4.35 


4.41 


5.42 


3.48 


4.66 


4.66 










OVARC1001525 


1.15 


0.47 


i 0.25 


25 


157 


Z82 


0.67 


0.87 


0.87 


• 


+ 






OVARC 1001542 


5.12 


4.17 


4.21 


9.27 


7.88 


7.75 


6.26 


755 


755 




+ 


mi 


+ 


OVARC1001544 


5.06 


4.31 


3.88 


10.18 


11.66 


10.16 


4.91 


[ 5.47 


5.47 


♦* 


+ 






OVARC 1O0L546 


4.58 


257 


2.41 


[ 4.24 


4.04 


3.16 


5.16 


4.17 


4.17 










OVARC1001547 


3.14 


152 


1.67 


3.77 


5.22 


4.03 


1.93 


Z91 


Z91 


• 


+ 
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OVARC1001555 


6.13 


2.98 


2.93 


3.66 


4.13 


4.35 


3.24 


3.51 


331 










OVARC1M1560 


5.27 


2.89 


4.00 


337 


5.47 


3.00 


1.86 


5.44 


5.44 










OVARC1001569 1 


4.31 


1.79 


2.67 


5.77 


3.68 


6.02 


3.66 


4.73 


4.73 










OVARC1001570 


3.15 


130 


2.66 


3.39 


3.35 


3.15 


3.14 


239 


2.39 










OVARC1001577 


4.77 


2.77 


4.00 


5.05 


6.04 


4.74 


3.79 


3.40 


3.4 










OVARC1001578 


0.13 


0.13 


0.49 


0.11 


0.08 


0.34 


(0.16) 


0.33 


0.33 










OVARC1001596 


6.65 


4.15 


4.07 


1Z92 


13.04 


11.27 


13.75 


17.88 


17.88 


•* 




*• 




OVARC1001600 


4.44 


1.10 


1.82 


4.64 


5.45 


5.21 


7 4A 


1 7ft 

J.£0 


7. 7/» 










OVARC1001607 


3.4 


1.49 


1.81 


4.77 


3.07 


3.12 


3.27 


d TO 


d 70 
•♦,47 












1 Oft 


0 Al 


1 % 


1 tfft 

1,UJ 




7 07 


1 TO 


1 Aft 
l.Oo 


1 Aft 
1.08 










OV ART 1001 61 1 


7 10 


0 50 


1 3S, 


1 7R 
x. to 


1 07 


1 77 

i.J£. 


1 AA 
i.OO 


1 10 

i.iy 


1 1Q 

1.1V 












4.22 


1 Ad 


Z90 




7. 15 


1 fit 
j.Ul 


7 AA 


7 OA 


7 OA 










KM » nAv 1UV1DJV 


1 51 


1 75 


1 R4 


T AO 


7 no 


7 Oft 


7 77 

aL tJ 


1 Aft 


1 A6 


* 






+ 
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0.54 


0.36 


0.34 


0.71 


0.79 


1.22 


0.47 


0.55 
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m 
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PLACE1003344 
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18.53 


13.01 


17.74 


21.43 


22.39 


17.02 


18.57 
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PLACE10033S3 
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10.09 


9.18 


16.17 
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14.13 


833 


9.79 


9.79 
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2.41 


3.54 


11.34 


11.94 


9.89 


3.99 


5.89 


5.89 
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3.29 
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6.96 


4.61 
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3.79 
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2.98 


Z58 
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4.05 
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** 


+ 


* 


+ 
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232 
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4.6 
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• 
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3.13 
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3.75 


4.23 


3.08 
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4.09 
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PLACE1003697 


3.08 


0.80 


1.06 


3.54 


283 
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7.26 


8.03 
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PLACE1003704 


11.2 


5.78 


7.63 


14.43 


11.92 


1354 


6.97 


955 


955 




f 






PLACE1003709 


4.98 


0.98 


1.82 


0.79 


0.50 


1.26 


1.00 


1.96 


1.96 










PLACE1003711 


5.06 


3.03 


294 


3.49 


4.07 


3.66 


3.26 


4.30 


43 










PLACE1003723 


4.06 


2.93 


3.32 


6.92 


5.34 


6.03 


4.19 


5.65 


5.65 


•* 


f 


• 


+ 


PLACE1003724 


9.61 


5.81 


6.68 


10.85 


14.36 


13.13 


7.86 


7.40 
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* 
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1.82 


0.70 


1.20 


1.4 


2.78 


1.47 


0.99 


1.14 


1.14 
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4.42 


2.23 


232 


225 


3.92 


3.77 


2.75 


4.94 


4.94 










PLACE1003742 


4.22 


2.78 


3.39 


5.61 


5.88 


6.94 


5.65 


8.11 


8.11 


» 


+ 
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PLACE 1003 744 i 


10.38 


5.06 


4.96 


6 


6.16 


5.58 


758 


7.15 


7.15 










PLACE1003758 


2,34 


1.24 


1.52 


3.36 


267 


2.23 


1.96 


3.95 


3.95 
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12.25 


10.24 


1240 


34.22 


35.40 


36.07 


24.12 


29.73 


29.73 




+ 


** 


+ 


PLACE1003762 


3.15 


2.22 


1.75 


4.15 


5.03 


5.81 


219 


3.25 


3,25 


* 


+ 






PLACE1O0376S 


3.6 


£58 


217 


4.49 


5.32 


6.00 


3.44 


248 


248 


• 


+ 






PLACE1003768 


2.32 


0.82 


0.97 


3.88 


3.45 


2.85 


1.41 


213 


213 


• 


+ 






PLACE1003771 


1.14 


0.42 


0.47 


3.82 


4.60 


4.57 


2.76 


288 


2.88 


» » 


+ 
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15.91 


10.99 


11.28 


224 


31.67 


17.46 


9.36 


14.35 
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1.42 


1.64 


0.56 


2.3 


1.57 


1.94 


232 


2.86 


2.86 
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1.03 


0.77 


0.68 


0.97 


1.55 


1.05 


1.26 


0.82 


0.82 










PI ACE 1003788 


1.09 


0.76 


0.74 


1.58 


0.81 
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1.12 
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3.57 
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3 29 


4.82 


6.11 
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4.14 


3.97 
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3.25 


4.26 


3.97 
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4.26 


4.86 


4.32 


432 
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4.93 


3.72 


7.29 


6.79 


7.39 


4.43 


6.36 


6.36 
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15.63 


9.41 


9.25 
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21.48 


17,62 


11.21 


10.43 


10.43 
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4.24 


4.12 
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7.87 
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10.74 


9.90 
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5.31 


6.16 


11.18 


6.64 


4.92 


6,94 
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3.73 


1.64 


1.18 
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2.61 
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2.90 
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4.73 
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4.45 


3.62 
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45 
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233 


2.94 
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1.90 
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4.56 
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9.94 
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9.81 
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5.78 


5.78 
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3.97 
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1,62 


4.09 


4.19 


232 


1.33 


1.78 
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353 
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4.17 
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434 


4.84 
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233 


224 
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• 


+ 


m 


+ 
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2.84 


3.42 
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244 


217 
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293 
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216 
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PLACE10O3915 


2.93 


1.59 


2.90 


5.14 


5.88 
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230 


23 










PLACE1009908 


4.53 


Z06 


Z64 


3.65 


Z87 


3.85 


3.36 


4.12 


4.12 










PLACE1009919 


5.7 


2.20 


3.89 


5.91 


4.05 


5.41 


4.60 


6.30 


63 










PIACE1009921 


1.24 


0.74 ^ 


1.00 


0.94 


2.00 


1.75 


1.08 


0.94 


0.94 










PLACE1009923 


2.95 


1.00 


1.09 


2.18 


1.25 


557 


0.84 


257 


257 










PIACE1009924 


4.78 


1.22 


4.05 


257 


4.25 


2.76 


154 


3.00 


3 










PIACE1009925 


1.27 


0.73 


0.91 


0.45 


0.87 


031 


152 


2.61 


Z61 






• 


+ 


PLACE1 009931 


11.44 


4.02 


5.58 


10.31 


11.46 


9.16 


5.01 


7.71 


7.71 










PLACE1009935 


0.24 


0.55 


0.45 


0.68 


0.48 


0.50 


1.11 


1.18 


1.18 






*• 


+ 


PLACE1009947 


4.92 


1.59 


1.73 


2.29 


3.03 


2.70 


3.05 


3.68 


3.68 










PLACE1009961 


1.11 


1.73 


1.45 


| 1.96 


1.63 


2.02 


158 


0.% 


0,96 










PLACE1009971 


2.28 


1.16 


1.31 


3.83 


2.51 


334 


Z27 


Z89 


2.89 


* 


+ 






PLACE1009982 


7.21 


2.79 


4.22 


5.07 


5.60 


7.20 


6.47 


7.74 


7.74 










PLACE1009992 


3.36 


1.01 


0.95 


2.29 


3,14 


1,23 


2.29 


4.00 


4 










PLACE1009995 


7.97 


4.77 


4.17 


10.64 


14.64 


12.97 


7.62 


12.10 


1 12.1 


• 


+ 






PLACE1009997 


3.62 


1.37 


1.19 


4.05 


4.29 


3.62 


Z02 


Z74 


Z74 










PLACE1010002 


3.23 


0.90 


2.15 


1.8 


3.62 


1.37 


1.28 


2.45 


2.45 










PLACE1010011 


3.01 


1.89 


1.75 


1.26 


1.49 


1.10 


1.92 


1.85 


1.85 










PLACE1010013 


1.67 


0.86 


0,88 


1.15 


155 


0.74 


1.18 


156 


156 










PLACE1010021 


2.43 


0.87 


Z19 


2.61 


2.46 


2.89 


3.71 


258 


258 










PLACE1010023 


4.84 


1.80 


2.28 


2.57 


2.67 


3.95 


1.95 


4.34 


4.34 










PLACE1010031 


5:58 


2.99 


1.54 


4.23 


4.90 


2.66 


3.18 


Z93 


! 2.93 










PLACE1010039 


1.86 


0.50 


0.58 


0.41 


1.70 


1.28 


1.06 


135 


i 135 
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PLACEIOJ0045 
PLACE1010053 
PLACE101006© 
PLACE1010069 


637 
731 
5.81 
1.38 


3.18 
4.10 
2 55 
1.53 


4.06 
4.89 
2.85 


5.76 
833 
4.53 


9.98 
10.67 
3.83 


5.99 
7.68 
3,76 


3.46 
5.Z3 
4 23 


7.87 
4.89 
4.25 


7.87 
4.89 
4Z5 










PLACE101OO7O 


1.16 


0.11 


133 
0.64 


0.77 
0.75 


1.42 
0.45 


0.61 
1.16 


088 

2.70 


Z96 
1.27 


2.96 
1.27 










PLACE1010074 
PLACE1010076 


9.55 
32.02 


3.59 
14.06 


4.51 
13.18 


8.29 
1 16.2 


7.15 


7.46 


5.88 


9.16 


9.16 










PLACE1010078 
PLACE1010081 
PIACE1010083 
PLACE1010089 
PLACE1010096 
PLACE1010102 
PLACE1010105 
PLACE1010106 
PLACE1010130 
PLACE1010132 
PLACE1010134 
PLACE1010139 


5.69 
33 
2.72 
Z82 
339 
5.26 
4.29 
1.98 
2,14 
6.25 
3.87 
28.44 


2.44 
1.78 
1.96 
1.29 
1.17 
331 
0.95 
0.97 
1.13 
4.26 
1,25 
17.86 


3.34 
4.36 
1.66 
2.28 
ZOO 
3.97 
1.09 
0.87 
135 
5.07 
2.18 
18.97 


4.22 
4.28 
0.92 
433 
2.56 
9.27 
2.44 
3.59 
4.01 
4.52 
2.61 
14.51 


20,29 
3.97 
4.59 
1.44 
3.47 
Z19 
6.87 
Z73 
Z61 
3.52 
4.25 
2.68 

12.81 


12.88 
3.39 
3.29 
1.20 
5.64 
2.70 
8.63 
1.94 
2.19 
4.49 
5.01 
1.90 

13.26 


25.05 
4.99 
2.67 
2.07 
3.30 
1.45 
4.86 
Z71 
3.70 
526 
4.63 
Z26 

30.01 


26 03 
6,24 
5.51 
Z63 
4.44 
1,92 
8.37 . 
4.01 
3.99 
8.14 
539 
Z82 

30.01 


2603 

531 
2.63 
4.44 
1.92 
8.37 
4.01 
3.99 
8.14 
539 
2.82 
30.01 


* 


+ 

+ 

+ 
+ 


* 

• * 
** 


+ 

4- 
+ 


PLACE1010148 
FLACE101O152 
PLACE1010155 
PLACE1010156 
PLACE1010161 
PLACE1010181 
PLACEI01O194 
PLACE1010202 
PLACE1010231 
PLACE1010235 
PLACE1010237 
PLACE10102S1 
PLACE1010261 
PLACE101O270 
PLACE1010273 
PLACE1O10274 


2.71 
Z7 
1.95 
1.86 
Z56 
1.28 
4.75 
1.47 
13 
2.55 
0.84 
3.81 
135 
1.46 
0.99 
5.85 


1.27 
1.53 
0.77 
1.01 
0.74 
0.65 
3.52 
0.70 
1.19 
0.79 
1.17 
2.13 
0.55 
0.23 
0.27 
2.65 


1.28 
1.95 
1.06 
1.72 
1.26 
2.02 
3.08 
0.65 
0.99 
1.71 
0.50 
Z41 
0,65 
0.71 
0.37 
3.07 


1.81 
4.96 
1.99 
5.69 
Z69 
2 

535 
1.46 
2.11 
2.65 
1.96 
3 11 

3%Ia\ 

1.04 
1.47 
1.03 
9.77 


1.73 
4.00 
1.84 
738 
3 15 
2.26 
3.77 
1.47 
1.60 
239 
1.56 

1.71 
136 
1.00 
6.41 


1.69 
5.90 
165 
4.30 

1 AQ 

1.95 
3.54 
1.29 
1.20 
3.67 
236 

1 DO 

135 
1.19 
0.75 
6.98 


133 
3:04 
3.04 
7.96 

1.65 
4.56 
1.34 
1.89 
1.07 
, 1.09 
1.45 
1.14 
1.45 
1.88 
9.03 


1.07 
3.45 
2.97 
8.94 

O A A 

3.46 
3.30 
1.69 
1.43 
1.49 
0.99 
3.83 
1.11 
130 
1.40 
7.48 


1.07 
3.45 
Z97 
8.94 
Z44 
3.46 
33 
1.69 
_ 1-43 
1.49 
0.99 
3.83 
1.11 
13 
1.4 
7.48 


» 


+■ 
+ 

+ 


* 

** 
• * 

• 
• 


+ 
+ 


PLACE1010277 
PLACE1O10293 
PLACE1010297 
rLACJUQHBOO 
PLACE10I0310 
PLACE1010321 
PLACE1010324 


0.73 
2.98 
1.4 
2.53 
32.51 
4.23 
139 


0.48 
2.04 
1.02 
1.14 
17.93 
IM 
0.54 


1.84 
1.13 
0.95 
1.11 
15.91 
238 
0.66 


2.72 
2.91 
3.02 
3.81 
30.53 
Z3 
1.12 


1.75 
3.54 
1.83 
3.04 
26.14 
3.07 
1.26 


Z20 
3.25 
2.84 
2.55 
27.60 
2.72 
0.93 


Z90 
Z77 
139 
533 
23.13 
1 ?s 
0.53 


4.07 
2.03 
238 
3.77 
27.43 

1.22 


4.07 
2.03 
2.38 
3.77 
27.43 
33 
1.22 


* 


+ 


*• 
* 


+- 
+ 

+ 


PLACE1010329 
PLACE1010330 
PLACE1010335 
Jf LAC tlUl 0341 
PLACE1010342 


231 
5.03 
15.88 
0.29 
0.95 


0.98 
4.25 
1Z79 
0.66 
0.44 


1.09 
439 
14.20 
037 
0.79 


3.01 
4.99 
8.65 
0.99 


Z16 
4.21 
7.50 
1.99 


2.51 
5.53 
7.75 
0.90 


0.92 
4.14 
5.10 
0.42 


2.83 
736 
7.02 
0.24 


2.83 
736 
7.02 
0.24 


• * 




*• 




PLACE1010346 
PLACE101Q362 
PLACE1010364 


4.09 
6.71 

2.59 


1.92 
3.65 
1.60 


1.71 
3.11 
1.20 


1.64 
4.43 
5.41 


1.38 
3.58 
4.43 


0.95 
3.75 
432 


1.00 
2.92 
193 


0.59 
3.05 
3.09 


0.59 
3.05 
3.09 










PLACE1010368 
PLACE1010373 


4.89 
5.27 


5.80 
3.94 


6.59 
4.28 


2.85 
7.12 
63 


237 
8.61 
5.08 


Z17 
936 
7.04 


1.17 
7.27 
5.11 


1.29 
736 
6.77 


1.29 
7.36 
6.77 


• " 


+ 


• 


+ 


PLACE1010383 
PLACE1010385 
PLACE1010389 
PLACE1010401 


4.96 
033 
532 
1.041 


231 
037 
1.69 
068 


Z06 
0.29 
2.00 
0.65 


8.93 
0.63 
3.34 
0 51 


6.77 
0.70 
2.68 
0.65 1 


7.08 
0.56 
4.99 
1.60 


4.88 
0.54 
2.13 
0.87 


539 
0.63 
3.58 
0.66 


539 
0.63 
3.58 
0.66 


« 

** 


■f 
+ 




+ 
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PLACE1010410 


4.61 


1.87 


2.21 


5.83 


8.60 


7.04 


3.70 


4.91 


4.91 










PLACE1010418 


3.29 


1.76 


2.41 


6.21 


6.34 


633 


2.79 


3.38 


3.38 




f 






P1ACE1010425 


1.18 


0.35 


0.46 


1.22 


0.78 


1.70 


0.80 


137 


137 










PLACE1010443 


5.43 


3.03 


3.71 


5.62 


3.76 


6.48 


4.57 


5.05 


5.05 










PLACE1010445 


4.33 


2.64 


3.67 


5.95 


5.86 


6.97 


4.11 


3.20 


3.2 


* 


+ 






PLACE1010481 


1.37 


1.21 


1.06 


0.8 


0.77 


1.60 


1.13 


1.10 


1.1 










PIACE1010482 


5.16 


2.61 


3.60 


3.41 


3.22 


3.80 


536 


2.91 


2.91 










PLACE1010491 


2.88 


Z21 


3.23 


5.03 


5.64 


4.25 


535 


8.41 


8.41 


• 


+ 


* 


+ 


PT.ACF 101 0492 


2.47 


1.94 


1.90 


1.59 


2.93 


3.57 


2.66 


2.46 


2.46 










PIACE1O10509 


1.31 


033 


0.65 


0.44 


1.02 


0.95 


1.07 


1.11 


1.11 










PI .ACFIOIOf 1R 


4.3 


2.12 


3.06 


8.55 


9_22 


8.31 


5.08 


9.10 


9.1 


** 


4. 


* i 




PT ACE 101 0522 


4.42 


330 


2.99 


4.43 


3.15 


5.70 


4.02 


5.51 


5.51 












4 44 


3.27 


334 


4.15 


2.17 


4.43 


2.83 


4.60 


4.6 










PT APT?! 010547 


1.36 


0.46 


1.84 


1.38 


2.57 


0.83 


0.81 


0.68 


0.68 










PI JVPE1010<£0 


3.62 


1.42 


1.78 


3.44 


4,11 


3.17 


1.69 


3.25 


3.25 










PT ACF10105*»2 


1 49 


1.56 


1.51 


233 


1 R5 


1.73 


1.62 


1.70 


1.7 










PT APF101IK79 


1.43 


1.21 


2.19 


1.9 


1 92 
i. ye. 


3.18 


1.68 


1.93 


1.93 










pt Amnmun 


(\ 15 

D.J J 


2.50 


3.66 


4.91 


4.74 


4.81 


3.94 


530 


53 










pt apfiaiacqq 


2.99 


2.56 


2.79 


4.69 


2.68 


4.02 


2.68 


2.87 


2.87 










pt ArrtAiA^iWk 


0.64 


1.41 


0.70 


0.91 


132 


1.04 


0.85 


0.75 


0.75 










PI APFIAIAJdri 
T XjrtV-IlfXUXWOXU 


1 07 


V. / J 


1.12 


3 22 


1 ftl 


3 57 


1 94 


1 In 

X. JtJ 


136 


• 








pi AririAifwcn 


0 74 


4 7/i 


431 


2.31 




1 ^9 


1.80 


7 AA 


2.04 










pt AnriAlA£7A 


£ 71 


A 17 


A 10 


9 1ft 


7 fA 


1 71 

1. /X 


1 71 


1 ft1 


1 ftl 

1.0 J 


* 




* 




PT AfTIAIAOLft 


1 76 
1.Z0 


1 7R 


i no 


1 17 

X.Ji 


7 11 


1 ^1 

l.ZX 


1 1A 

X. IU 


A Oft 


A Oft 

U.70 










PT A.f^TF1A1ft£1Q 


1 ftA 
1.50 


1. /4 


1 <XA 
i.yO 


1 9A 
X.oO 


A A7 


A 11 


7 fSL 
Z.Oo 


1 7ft 


7 7ft 






• 


+ 


m APrtA1A£tA 

PLAL.ll. IU 10630 


5-11 


1 11 
3.33 


1 *71 
3. tX 




7 no 


j.jy 


c nn 

J-VU 


1 1Q 


1 lO 


- — 


+ 


• 


+ 


rLACt 1010631 


1 "7Q 


n oc 
0.93 


u.y/ 


2.41 


2.4/ 


7 ftl 


1 01 

i.yi 


1 

l.oo 


1 ftA 

l.oo 


* 


+ 






rLALtlOlOoSl 


2.05 


1 Vlj* 

2.44 


1 M 

2.01 


2.33 


1.74 


1 1Q 
2.25 


1 fA 

2.0O 


j4 y»ft 

4.49 


4.49 










TIT A rP«AlA/f1 

PLACEIOIUooI 


\LA2. 


i <i 

1.32 


2.69 


1 IB 
2~Z8 


2.20 


4.U<S 


1 £C 

1.03 


1 t\A 

3.U4 


1 Ay* 

3.04 










DT API71A1IICX1 

PLAL.fe.l0106©2 


1 AO 


1 Q1 

1.93 


z.3y 


1 AA 


1 1< 




1 OA 

i.y4 


1 AO 

i.4y 


1 /to 
1.49 










TIT An?1A1AZ£4 


6.55 


1 11 

Z72 


i /ii 

2,43 


1 AT 

7.07 


0.23 


O.07 


C 11 

5.21 


0.36 


a ic 
o.3o 










PJLACElOluTUA 


10.20 


o.ol 


1ft iCI 

1U.02 


33.41 


/41 ">ft 

42.20 


n qi 

27. y3 


1 1 CM 

1 j.o2 


16.20 


1/1 1 
16.2 




+ 






TkT A ***T7 1 A1 /VTfMk 

PLACE 1010709 


29.25 


14.24 


17.33 


21.3c 


11 CiC 

ZlOO 


n ii 

17.73 


11 11 

31.21 


4 1.95 


/l 1 ft*L 

41.93 






- — 


+ 


rLAL.ll. 10 1U7 13 


11.10 


A Oft 


3.Z3 


y.uo 


in /ii 

1U.U3 


O 61 

7.51 


0 11 

7.13 


1*C 10 

ij.iy 


1 < io 
13. iy 










HT A #TI AtlYTl 4 

rLALJc.1010714 


a << 


U.4© 


U.3Z 




n k 


1 14 

X«34 


A 7*7 


a m 
U. /u 


A *7 

u. / 








+ 




5 99 


9 1A 


7 70 


1 7ft 


7 95 


5.02 


3.07 


115 

J. A J 


1 15 










PI AfTTlAHWIT 


) 1 Art 


1 1^ 

X.J J 


1 50 




1 AA 


7 R1 

i.OJ 


A OA 


1 ^7 


1 57 










pt AfTTiAiATiA 


JO-O / 


ft 05 


o nil 




17 7^ 

X f.UO 


1A 51 


A 11 


*T.J / 


A «T7 










PT APF 101 0719 


136 


1.32 


0.50 


2.03 


2.27 


3.00 


2.05 


1.94 


1.94 


• 




• 




PI AC F 1 (11 0743 

lljnVUUAV /^K7 


1;84 


1.21 


0.69 


1.5 


0.87 


0.37 


0.87 


1.50 












PI ACE1 010752 


5.21 


2.95 


2.72 


2.98 


3.08 


1.69 


231 


3.98 


3.98 










PLACE1010761 


9.42 


7.63 


8.64 


20.89 


19.08 


19.20 


8.58 


11.68 


11.68 


** 








PLACE1010771 

A lirl VAV 1 » A 


7.47 


3.15 


3.53 


5.95 


5.91 


7.07 


6.15 


6.64 


6.64 










PLACE1010784 


0.87 


0.52 


139 


0.62 


1.10 


1.01 


1.14 


0.89 


0.89 










PLACE1010786 


3.62 


2.60 


1.59 


Z95 


1.86 


4.15 


2.62 


2.64 


2.64 










PLACE1010789 


247 


1.71 


1.29 


7.34 


5.69 


4.59 


3.94 


2.83 


2.83 




+ 






PLACE1010800 


5.09 


234 


2.77 


6.42 


5.52 


4.71 


4.26 


4.86 


4.86 










PLACE1010802 


185 


0.65 


1.48 


Z19 


2.46 


1.85 


2.00 


334 


1 334 










PIACE1010811 


3.15 


1.56 


1.75 


232 


2.73 


2.52 


1.52 


3.78 


1 3.78 










PLACE1010813 


4.37 


2.54 


2.23 


3.08 


2.72 


268 


2.51 


3.14 


3.14 










PLACE1010827 


2.09 


0.81 


0.76 


1.38 


1.83 


1.70 


1.14 


4.49 


! 4.45 










PLACE1010833 


6.2 


2.64 


3.19 


13.01 


9.81 


9.59 


531 


5.99 


5.9$ 


) * 


+ 






PLACE1010839 


3.43 


2.31 


338 


7.65 


531 


7.09 


340 


437 


431 


r • 








PLACE1010S56 


3.15 


2.01 


1.95 


2A 


\ 2.08 


1.61 


2.50 


2.16 


2.M 










PLACE1010857 


5.31 


237 


3.64 


Z6t 


» 4.62 


2.73 


2.23 


4.31 


. - 431 










PLACE1010870 


6.1< 


> 2.76 


3.14 


7.02 


! 8.56 


7.22 


4.56 


4.25 


1 4.21 


♦ 


+ 
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PLACE1010877 


3.9 


0.68 


2.81 


4.57 


8.26 


6.30 


4.12 


5.68 


5.68 








PLACE1010882 


1.73 


0.87 


1.34 


0.94 


1.22 


1.41 


1.64 


Z79 


179 








PLACE1010891 


1.31 


1.05 


138 


134 


Z82 


Z67 


1.60 


1.74 


1.74 






' + 


PLACEI010896 


2.03 


1.93 


1.21 


5.65 


5.89 


6.07 


2.71 


4.67 


4.67 




f 


* + 


PIACE1010900 


7.45 


5.19 


4.52 


6.71 


10.28 


6.75 


5.29 


6.78 


6.78 








PLACE1010916 


1.58 


1.17 


1.07 


Z47 


2.58 


1.67 


1.27 


Z26 


Z26 




+• 




PIACE1010917 


1.05 


0.96 


0.11 


1.61 


138 


1.11 


1.25 


1.13 


1.13 








PIACE1010924 


2.09 


0.79 


0.68 


3.58 


1.12 


1.06 


133 


Z87 


Z87 








PIACE1010925 


6.95 


5.48 


6.26 


14.3 


13.92 


11.11 


1038 


11.87 


11.87 


** 




** + 


PLACE1010926 


4.68 


2.80 


336 


5.61 


3.87 


4.95 


5.17 


4.94 


4.94 








PLACE1010942 


9.58 


6.01 


6.54 


10.63 


11.10 


11.71 


7.84 


8.22 


8.22 


• 


+ 




PLACE1010943 


34.04 


17.63 


26.11 


27.44 


25.58 


32.27 


1716 


17.20 


17.2 








PLACE1010944 


4.16 


Z44 


1.53 


4.69 


4.52 


3.10 


3.60 


3.71 


3.71 








PLACE1010947 


3 


1.38 


1.06 


4.09 


3.59 


3.17 


3.08 


1.80 


1.8 








PLACE1010954 


5.64 


1.64 


Z41 


6.89 


7.16 


7.06 


4.57 


2.95 


2.95 


* 






PLACE1010960 


Z56 


1.87 


3.84 


3.46 


4.48 


4.07 


2.90 


5.57 


5.57 








PLACE1010965 I 


2.32 


1.81 


1.90 


3.82 


3.17 


4.63 


3.08 


3.88 


3.88 


* 






PLACE1010968 


2.01 


2.04 


1.40 


2.48 


1.55 


Z68 


3.26 


2.68 


2.68 






• + 


PLACE1010978 


Z64 


1.65 


3.12 


Z67 


4.61 


3.98 


433 


3.15 


3.15 








PLACE1010982 


0.32 


0.44 


1.17 


1.43 


1.48 


1.69 


0.82 


1.16 


1.16 


• 


+ 




PLACE1010990 


1.25 


1.65 


1.41 


1.21 


Z03 


3.15 


1.56 


Z02 


2.02 








PLACE1011017 


4.02 


233 


Z07 


4.93 


5.02 


3.31 


2.67 


Z53 


2.53 








PLACE1011019 


4.19 


3.51 


Z69 


3.28 


4.24 


3.10 


3.40 


4.43 


4.43 








PLACE1011026 


0.53 


0.56 


0.94 


- 1 


1.14 


1.01 


1.44 


1.90 


1.9 






•* + 


FLACE1011032 


1.04 


1.26 


1.14 


1.35 


3.76 


1.41 


1.45 


. 1.09 


1.09 








PLACE1011041 


Z22 


2.15 


1.83 


3.19 


333 


2.65 


Z20 


239 


Z59 




+ 




PLACE1011O45 


4.26 


Z55 


Z05 


3.25 


2.44 


Z71 


2.62 


4.66 


4.66 








PLACE1011046 


2.58 


2.74 


Z45 


7.65 


5.20 


7.76 


Z85 


2,98 


2.98 




+ 


* + 


PLACE1011054 


5.53 


5.97 


3.21 


7.9 


9.44 


1030 


5.46 


7.19 


7.19 


* 


+ 




PLACE1011056 


12.06 


8.95 


6.62 


12.16 


14.46 


16.30 


10.02 


8.27 


8.27 








PLACE1011057 


1.87 


1.37 


137 


4.52 


4.54 


3.70 


1.84 


1.48 


1.48 




+ 




PLACE1011059 


0.6 


0.44 


037 


1.23 


1.32 


1.03 


0.88 


0.52 


0.52 




+ 




PLACE1011066 


438 


2.43 


3.65 


12.2 


18.07 


8.10 


6.79 


9.58 


938 






** + 


PLACE1011087 


8.25 


6.00 


13.05 


11.16 


14.93 


13.07 


8.67 


11.65 


11.65 








PLACE1011090 


3.34 


3.04 


3.20 


4.44 


8.79 


7.02 


Z18 


1.69 


1.69 


* 


+ 




PLACE 101 1109 


4.01 


3.02 


3.89 


8.31 


10.21 


9.01 


3.52 


3.74 


3.74 


** 


+ 




PLACE1011114 


3.2 


3.86 


3.47 


4.71 


3.90 


4.13 


3.10 


3.01 


3.01 








PLACE1011116 


10.05 


5.20 


4.98 


6.55 


11.37 


7.07 


9.74 


1038 


10.38 








PLACE1011122 


1.51 


0.61 


0.83 


0.61 


2.18 


137 


1.66 


131 


1.51 








PLACE1011133 


| 3.84 


1.08 


1.97 


3.52 


5.23 


3.54 


330 


2.83 


2.83 








PLACE1011134 


3.94 


1.65 


2.34 


3.61 


3.61 


3.94 


Z95 


3.46 


3.46 








PLACE1011143 


334 


0.78 


1.07 


1.6 


0.98 


1.60 


1.65 


1.94 


1.94 








PLACE1011146 


5.79 


3.61 


4.24 


4.94 


3.96 


4.87 


4.89 


7.01 


7.01 








PLACE1011160 


3.37 


3.04 


1.43 


3.14 


Z88 


3.52 


2.47 


3.09 


3.09 








PLACE101U65 


2.82 


1.49 


1.92 


2.09 


Z17 


1.87 


1.17 


1.03 


1.03 








PLACE1011181 


4.06 


3.32 


2.04 


631 


7.78 


3.19 


422 


5.69 


5.69 








PLACE1011185 


3.65 


1.45 


1.75 


3.91 


3.68 


3.21 


2.20 


1.92 


1.92 








PLACE1011186 


10.21 


6.77 


9.51 


8.05 


10.88 


9.70 


7.96 


8.75 


8.75 








PLACE1011203 


0.72 


0.41 


0.60 


0.8* 


1.05 


1.05 


0.76 


0.91 


0.91 


• 


+ 




PLACE1011214 


ZM 


1.28 


1.87 


1 3.4* 


4.03 


3.52 


3.00 


Z98 


2.92 


> 


+ 




PLACE1011219 


5.05 


432 


4.64 


6.0-3 


4.80 


4.51 


337 


4.01 


4.01 






* 


PLACE1011221 


1 8.97 


' 5.27 


6.20 


7.22 


3.06 


12.50 


3.65 


4.01 


4.01 








PLACE10U229 


3.7! 


» 1.90 


2.65 


1.71 


3.17 


ZOO 


1.40 


2.18 


Zl* 


t 






PLACE1011231 


3.92 


I 2.25 


2.28 


1 3.91 


4.79 


2.77 


5.22 


2.91 


Z91 








PLACE1011236 


8.6' 


1 4.88 


5.11 


I 4.8< 


> 4.69 


4.64 


5.23 


5.25 


5.2! 








PLACE1011247 


4.6 


2.86 


4.14 


4.9! 


3.62 


3.74 


4.69 


6.05 


6.0! 
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PLACE 101 1263 


4.63 


1.43 


2.06 


5.15 


3.30 


5.05 


3.84 


4.54 


4.54 










PLACE1011273 


0.96 


0.21 


0.03 


0.28 


0.62 


1.29 


0.76 


0.83 


0.83 










PLACE1011278 


6,81 


4.02 


5.42 


10.67 


8.60 


12.25 


632 


6.99 


6.99 


• 








PLACE10U289 


5.66 


233 


3.18 


4.65 


3.12 


5.27 


3.01 


3.39 


3.39 










PL4CE1011291 


16.28 


11.06 


10.52 


7.72 


9.80 


6.81 


14.94 


17.29 


17.29 










PLACE1011296 


3.24 


2.37 


Z66 


4.3 


4.86 


3.54 


3.68 


3.04 


3.04 


• 


+ 






PLACE1011310 


4 


1.37 


1.23 


4.91 


7.48 


2.45 


Z90 


2.71 


2.71 










PLACE1011311 


6.86 


4.63 


558 


11.54 


13.47 


10.02 


8.99 


6.21 


6.21 




+ 






PLACE1011321 


Z48 


2.00 


Z29 


4.17 


353 


4.74 


3.10 


3.06 


3.06 


*• 


+ 


• • 


+ 


PLACE1011325 


2.45 


1.16 


0.85 


2.15 


1.85 


Z50 


1.87 


138 


138 










PLACE1011332 


2.06 


1.37 


1.10 


Z9 


1.77 


3.23 


154 


3.88 


3.88 










PLACE1011340 


4.71 


2.86 


3.96 


6.93 


7.43 


10.39 


336 


4.42 


4.42 


• 


+ 






PLACE 101 1353 


8.94 


8.02 


6.47 


12.12 


12.68 


8.45 


557 


6.13 


6.13 










PLACE101136O 


5.26 


2.74 


2.31 


7.14 


13.29 


6.66 


11.83 


17.54 


1754 






•* 


+ 


PLACE101L364 


3.45 


2.09 


2.62 


4.62 


3.01 


Z44 


3.75 


3.95 


3.95 






• 


+ 


PLACE 101 1365 


2.35 


1.17 


0.95 


Z03 


1.96 


Z41 


0.96 


2.66 


Z66 










PLACE1011371 


5.16 


2.45 


2.43 


5.08 


Z86 


3.23 


3.60 


3.42 


3.42 










PLACE101U75 


2,23 


1,21 


156 


1.86 


1.08 


1.78 


1.86 


155 


155 










PLACE1011386 


8.63 


5.02 


6.24 


7.07 


654 


8.61 


7.88 


10.06 


10.06 










PLACE1011399 


1.83 


1.09 


0.89 


5.72 


1.66 


3.52 


Z58 


2.39 


239 






* 




PLACE10U4O6 


5.14 


Z34 


2.53 


3.24 


3.16 


4.75 


3.03 


4.67 


4.67 










PLACE1011407 


5.6 


Z12 


1.49 


5.65 


6.78 


4.60 


3.19 


4.91 


4.91 










PLACE 101 1419 


3.79 


150 


Z18 


3.71 


3.80 


3.26 


2.85 


4.10 


4.1 










PLACE1011433 


3.79 


3.19 


4.12 


1334 


18.92 


14.07 


5.04 


9.50 


95 


** 




• 


+ 


PLACE1011440 


3.69 


0.88 


Z02 


3.25 


Z87 


333 


3.41 


3.73 


3.73 










PLACE1011452 


356 


Z32 


3.25 


5.65 


6.92 


7.14 


3.10 


452 


452 


** 


+ 






PLACE1011465 


1.9 


0.93 


1.60 


1.74 


1.90 


2.00 


2.17 


2.04 


Z04 










PLACE1011472 


5.01 


1.93 


Z18 


Z83 


4.34 


2.95 


3.24 


2.62 


Z62 










PIACE1011477 


7.19 


3.67 


4.99 


9.17 


8*71 


7.03 


6.34 


7.80 


7.8 










PLACE1011478 


4.7 


Z46 


2.21 


8.34 


7.12 


6.47 


4.52 


433 


4.33 


• 


+ 






PLACE1011492 


5.64 


3.42 


3.03 


6.13 


7.41 


5.44 


6.73 


731 


731 






• - 




PLACE1011498 


2.62 


0.69 


0,77 


Z57 


1.98 


3.73 


3.99 


6.38 


638 






* 


+ 


PLACE1011501 


1.42 


0.15 


0.63 


039 


1.02 


1.21 


0.37 


2.92 


Z92 










PLACE1011503 


1.26 


0.38 


038 


056 


0.61 


138 


0.65 


1.73 


1.73 










PLACE1011509 


2.69 


1.51 


1.96 


4.97 


3.77 


532 


2.73 


3.70 


3.7 


• 


+ 


• 




PLACE1011514 


3.56 


3.02 


2.30 


632 


6.65 


932 


5.42 


3.34 


334 


* 


+ 






PLACE1011516 


9.2 


5.83 


652 


839 


11.75 


7.44 


658 


731 


731 










PLACE101152O 


0.67 


(0.02) 


0.19 


0.61 


0.97 


053 


0.59 


1.82 


1.82 










PLACE101I538 


2.38 


1.78 


1.26 


Z2 


1.67 


Z66 


4.47 


5.04 


5.04 






*• 


+ 


PLACE10 11555 


2.73 


2.02 


1.56 


3.06 


1.29 


2.65 


3.42 


3.23 


3.23 






* 


+ 


PLACE1011S61 


0.88 


0.17 


0.48 


1.89 


Z38 


1.56 


439 


6.30 


63 


* 


+ 


** 


+ 


PLACE1011563 


3.61 


1.68 


1.69 


Z85 


258 


Z68 


3.94 


Z74 


2.74 










PLACE1011567 


2.71 


2.13 


1.59 


437 


4.64 


3.78 


1.76 


2.11 


2.11 


** 


+ 






PLACE1011569 


0.28 


1.00 


0.40 


155 


1.16 


1.18 


0.73 


0.92 


0.92 


• 


+ 






PLACE1011576 


30.78 


17.05 


20.91 


58.8 


58.74 


38.79 


22.26 


24.68 


24.68 


• 








PLACE1011586 


5.24 


2.45 


1.64 


5.28 


351 


3.90 


2.49 


2.57 


Z57 










PLACE1011635 


1.82 


1.02 


0.96 


Z22 


1.28 


1.79 


1.86 


3.48 


3.48 










PLACE1011641 


0.55 


0.39 


0.51 


0.79 


038 


0.18 


0.89 


0.98 


0.98 






• * 


+ 


PLACE1011642 


2.33 


1.95 


2.07 


3.44 


2.17 


2.75 


1,72 


3.63 


3.63 










PLACE1011643 


1.74 


0.86 


1.81 


Z9 


2.61 


Z81 


1.78 


2.26 


2.26 


• 


+ 






PLACE1011646 


4.54 


t.91 


230 


4.88 


5.46 


7.17 


3.47 


439 


439 










PLACE101164* 


5.04 


Z68 


539 


534 


8.26 


6.45 


8.02 


7.02 


7.02 






* 


+ 


PLACE1011650 


9.82 


9.33 


4.23 


8.72 


9.82 


8.25 


7.64 


7.21 


7.21 










PLACE1011661 


4.13 


Z90 


2.81 


754 


851 


8.47 


3.11 


3.99 


3.99 










PLACE1011664 


2.2* 


Z16 


2.82 


Z3 


4.01 


Z45 


1.92 


2.20 


2.2 










PLACE1011672 


134 


0.43 


0.59 


1.98 


Z38 


1.65 


1.43 


1.75 


1.75 


* 


+ 


* 


+ 
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PIACE1011675 


0.49 


0.41 1 


0.33 


1.54 


2.62 


1.74 


1.03 


0.63 


0.63 ' 










PLACE1011682 


1.44 


1.27 


1.77 


1.27 


1.81 


130 


0.94 


2.14 


2.14 










PLACE1011708 


4.35 


4.02 


4.14 


5.7 


7.61 


8.08 


4.28 


4.88 


4.88 




t 






PLACE1011719 


1.76 


135 


1.39 


2.03 


3.35 


3.13 


2.09 


2.66 


2.66 




f 






PLACE1011725 


4.47 


120 


1.51 


632 


4.79 


5.08 


4.70 


3.97 


3.97 










PLACE1011729 


2.26 


0.34 


1.16 


2.9 


3.70 


238 


1.88 


1.07 


1.07 


* 


+■ 






PLACE1011741 


1.85 


1.08 


1.46 


2.17 


2.55 


1.44 


1.47 


2.04 


2.04 










PLACE1011749 


4.07 


1.97 


2.35 


5.14 


5.66 


535 


194 


2.96 


2.96 


» 


+ 






PLACE1011757 


7.95 


5.78 


4.73 


2831 


35.97 


33.70 


18.45 


19.91 


19.91 






•* 


♦ 


PLACE1011762 


0.6 


0.62 


0.64 


1.51 


2.40 


1.43 


131 


1.98 


1.98 


• 




*« 




PLACE1011778 


0.68 


0.80 


0.85 


0.72 


1.28 


1.91 


1.16 


0.80 


0.8 










PLACE1011783 


3.26 


3.37 


4.33 


9.36 


8.72 


9.68 


4.31 


3.99 


3.99 


** 


+ 






PIACE1011795 


2.41 


0.78 


0.71 


3.25 


3.16 


2.10 


1.75 


0.51 


031 










PLACE1011810 


1.09 


0.35 


0.96 


037 


0.96 


0.71 


1.04 


1.41 


1.41 










PLACE1011824 


1.1 


0.61 


0.73 


1.63 


1.19 


1.20 


1.70 


1.61 


1.61 






mm 


+ 


PLACE1011825 


19.56 


10.93 


11.42 


10.37 


11.28 


11.36 


8.08 


10.44 


10.44 










PLACE1011835 


2.12 


1.20 


1.49 


1.76 


130 


1.06 


1.49 


0.95 


0.95 










PLACE1011836 


32.53 


15.61 


18.36 


27.63 


35.75 


28.68 


27.23 


20.95 


20.95 










PLACE1011847 


0.74 


1.05 


0.62 


0.62 


0.87 


1.11 


1.60 


1.10 


1.1 










PLACE1011855 


1.16 


0.16 


0.77 


0.69 


0.71 


138 


0.70 


1.13 


1.13 










PLACE1011858 


238 


2.07 


1.60 


Z19 


2.08 


1.60 


Z79 


2.84 


2.84 






* 


+ 


PLACE1011874 - 


3.25 


1.54 


2.03 


4.69 


4.12 


4.23 


Z47 


3.11 


3.11 


* 


+ 






PLACE1011875 


1.26 


0.66 


0.64 


1.26 


1.14 


1.27 


0.79 


0.74 


0.74 










FLACE1011877 


6.46 


2.58 


3.09 


3.53 


2.30 


3.26 


Z14 


3.12 


3.12 










PLACE1011891 


1.77 


0.88 


0.81 


1.69 


1.67 


1.68 


1.49 


2.31 


Z31 










PLACE1011896 


0.86 


0.25 


0.26 


0.37 


0.26 


037 


0.67 


0.48 


0.48 










PLACE1011920 


2.91 


0.83 


1.76 


1.44 


1.22 


234 


L43 


134 


1.54 










PLACE1011922 


4.71 


2.40 


Zll 


4.92 


2.79 


4.42 


3.68 


4.23 


4.23 










PLACE1011923 


3.63 


1.24 


1.28 


532 


2.65 


2.76 


7.49 


10.90 


10.9 






• • 


4> 


PLACE1011937 


6 


2.51 


3.82 


3.74 


4.24 


5.24 


433 


4.96 


4.96 










PLACE1011939 


4.24 


2.12 


2.87 


Z83 


3.92 


433 


4.29 


5.83 


5.83 






• 




PLACE1011940 


5.02 


1.82 


3.30 


7.08 


7.36 


8.48 


4.28 


5.85 


5.85 


« 








PLACE10U962 


13.26 


6.64 


7.98 


11.22 


11.07 


13.01 


8.70 


9.69 


9.69 










PLACE1011964 


Z09 


0.16 


0.88 


0.97 


0.96 


0.80 


0.82 


1.29 


1.29 










PLACE1011978 


6.83 


5.17 


5.96 


14.23 


9.13 


15.11 


5.12 


9.01 


9.01 


♦ 








PLACE1011980 


5.54 


2.72 


434 


9.74 


1239 


11.01 


4.66 


6.64 


6.64 










PLACE1011981 


6.65 


. 3.37 


3.46 


5.38 


6.10 


5.01 


3.81 


4.69 


4.69 










PLACE1011982 


0.91 


0.32 


0.06 


0.49 


1.81 


1.02 


0.79 


1.02 


1.02 










PLACE1011995 
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PLACE30001S7 


4.88 


2.44 


2.98 


2.64 


3.32 


4.31 


4.33 


4.39 


4.3S 


) 






PLACE3000158 


8.01 


3.79 


3.91 


9.92 


1206 


12.18 


6.76 


6.67 


6.6- 


f • 


+ 




PLACE3000160 


0.65 


1.38 


1.00 


1.91 


> 1.58 


2.78 


2.19 


2.27 


2.21 


r 




*» + 


PLACE3000169 


8.1< 


> 3.98 


2.64 


8.K 


i 12.00 


9.90 


636 


5.46 


5.4< 








PLACE3000181 


10.H 


) 6.03 


5.74 


6.9S 


> 7.06 


6.27 


8.77 


10.50 


10.^ 








PLACE3000194 


3.1< 


r i.8i 


1.47 


3.3f 


J 2.68 


2.61 


2.86 


3.96 


3.9( 








PLACE3000197 


0,73 


0.07 


1.20 


1.1* 


1 0.86 


1.14 


4.41 


2.01 


2.0] 


i 
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PLACE3000199 


3.29 


1.08 


1.38 


2.04 


1.59 


1.81 


1.36 


332 


3.52 










PLACE3000205 


9.93 


4.59 


5.70 


17.83 


1737 


18.45 


14.66 


13.74 


13.74 




+ 


• 


+ 


PLACE3000207 


5.7 


3.47 


2.72 


7.85 


6.73 


9.27 


4.82 


3.93 


3.93 


* 


+ 






PLACE3000208 


5.91 


3.83 


2.56 


4.66 


430 


5.84 


3.33 


5.31 


5.31 










P1ACE3000213 


3.26 


1.41 


0.88 


1.85 


1.88 


1.34 


1.39 


1.20 


1.2 










PLACE3000215 


5.27 


3.36 


2.05 


291 


1.77 


2.17 


4.16 


5.65 


5.65 










PLACE3000218 


0.67 


1.20 


0.52 


0.53 


0.72 


1.11 


0.94 


1.60 


1.6 










PLACE3000220 


4.81 


2.27 


2.38 


5.89 


5.17 


5.82 


4.14 


4.16 


4.16 


• 








PLACE3000221 


18.58 


12.33 


11.49 


19.49 


17.73 


21.75 


11.62 


11.46 


11.46 










PLACE3000225 


2.26 


1.52 


1.43 


224 


4.06 


3.45 


1.47 


245 


2.45 










PLACE3000226 


4.27 


2.49 


2.02 


227 


5.71 


4.75 


1.91 


273 


273 










PLACE3000230 


233 


2.38 


1.81 


1.66 


1.64 


1.71 


248 


1.35 


1.35 










PLACE3000231 


3.29 


1.13 


0.60 


2.47 


2.81 


221 


3.05 


205 


2.05 










PLACE3000235 


3.68 


1.67 


109 


7.18 


5.86 


5.62 


2.96 


4.70 


4.7 










PLACE3 000242 


4.95 


3.58 


3.28 


11.36 


1288 


931 


10.16 


9.35 


9.35 


mm 




ft* 




PLACE3000244 


1.78 


1.29 


0.91 


1.71 


1.41 


0.91 


1.35 


0.85 


0.85 










PLACE3000253 


1.86 


1.24 


1.41 


3.62 


297 


3.37 


3.19 


228 


2.28 


*• 




* 




PLACE3000254 


5134 


34.63 


40.51 


40.03 


46.12 


56.93 


50.43 


47.16 


47.16 










PLACE3000271 


5.35 


3.90 


4.49 


1232 


15.43 


16.28 


5.75 


8.41 


8.41 


• * 




ft 




PLACE3000276 


1.34 


1.63 


0.94 


131 


1.84 


1.69 


134 


1.70 


1.7 










PLACE30003O4 


29.17 


18.78 


18.07 


35.22 


34.12 


39.27 


19.90 


28.29 


28.29 


• 








PLACE3000309 


5.85 


202 


1.54 


4.32 


5.65 


5.33 


3.03 


4.10 


4.1 










PLACE3000310 


2.86 


0.49 


0.75 


1.95 


131 


1.29 


0.96 


1.26 


1.26 










PLACE3000320 


2.43 


0.72 


1.39 


2.35 


267 


2.63 


237 


239 


2.39 










PLACE3000322 


3.17 


2.14 


2.01 


4.49 


[ 4.42 


5.13 


3.26 


3.42 


3.42 


** 








PLACE3 000330 


3.98 


4.24 


5.26 


4.75 


5.64 


8.32 


9.28 


8.32 


8.32 






• ft 


4. 


PLACE3000331 


3.82 


3.74 


4.92 


7.37 


8.26 


9.30 


3.96 


4.94 


4.94 


** 








PLACE3000336 


2.26 


2.25 


2.90 


3.09 


4.08 


3.48 


1.74 


3.42 


3.42 


* 








pi a r C300033 9 I 


131 


1.25 


0.97 


2.83 


3.03 


1.44 


3.34 


1.37 


137 










PI A C ¥11000341 


4.76 


1.28 


2.07 


6 03 


6 07 

VJ.U/ 


S 7Q 


3 01 


7 61 


7 61 


* 








PI ACF1000350 


3.67 


2.80 




3 7ft 


4 04 


3 47 


3 39 

J.J7 


? in 


7 1 












6.03 


5.05 


230 


5 


S 4ft 




1 Oft 














PI ACFHM10353 


0.84 


1.44 


1.91 


1.76 


2.65 


270 


3.03 


3.61 


^ 61 






ft* 


+ 


pi a cfjw>oo362 


1.98 


1.66 


1.84 


6.16 


5.62 


6.95 


2.53 


7 "10 


7 "30 


** 


+ 


«* 


+ 


PLACE3000363 


0.72 


2.27 


1.87 


222 


271 


1.75 


1.29 


1.32 


1.32 










PLACE3000365 


2*24 


1.70 


1.83 


4.68 


5.39 


5.89 


3.33 


4.21 


4.21 


• * 




«• 




PLACE3000373 


1.03 


0.43 


0.22 


0.96 


1.41 


0.94 


0.42 


0.29 


0.29 










PLACE3000374 


5.08 


1.81 


1.87 


6.16 


6.24 


4.44 


2.12 


274 


2.74 










PLACE3000387 


1.31 


0.25 


0.08 


1 1.67 


1.05 


0.55 


1.33 


0.79 


0.79 










PLACE3O00388 


238 


0.80 


0.83 


335 


336 


3.31 


2.70 


1.73 


1.73 


* 


+ 






PLACE3000399 


9.22 


8.21 


6.43 


14.93 


15.70 


16.79 


8.93 


10.00 


10 


mm 


■f 






PLACE3000400 


1.92 


134 


0.91 


6.92 


3.60 


4.30 


299 


265 


265 


ft 


+ 


* 


+ 


PLACE3000401 


29 


26.24 


24.78 


5939 


55.01 


78.12 


29.62 


31.31 


31.31 


ft* 




• 


+ 


PLACE3000402 


2.02 


1.57 


1.10 


4.22 


3.77 


297 


1.86 


1.95 


1.95 


ft* 


+ 






PLACE3000405 


6.4 


2.32 


4.16 


6.78 


5.01 


5.58 


4.43 


5.58 


538 










PLACE3000406 


4.28 


1.49 


2.84 


5.5 


4.66 


5.13 


2.47 


2.85 


2.85 










PLACE3O0O413 


8.22 


3.55 


3.63 


4.09 


5.81 


4.91 


5.48 


4.88 


4.88 










PLACE3000416 


4.22 


2.84 


2.70 


5.29 


3.87 


4.91 


333 


2.90 


29 










PLACE3000425 


4.82 


235 


2.93 


8.14 


7.04 


8.00 


4.35 


5.24 


5.24 


•« 


+ 






PLACE3000437 


6.6 


2.18 


3.38 


8.46 


5.80 


8.41 


4.73 


5.68 


5.68 










PLAOE300045S 


10.15 


5.78 


7.81 


11.84 


1337 


13.33 


7.04 


7.08 


7.08 


• 








PLACE3000475 


41.33 


26.86 


19.78 


25.89 


28.01 


22.74 


42.53 


36.25 


36.25 










PLACE3000477 


9.34 


3.92 


3.31 


6.31 


7.30 


5.21 


5.44 


6.16 


6.16 










PLACE4000003 


2.47 


1.31 


0.94 


13 


241 


138 


1.49 


1.63 


1.63 










PLACE4000008 


5.72 


263 


3.64 


837 


1247 


10.37 


7.46 


7.86 


7.86 


• 


+ 


• 


4- 


PLACE4000009 


14.5 


7.53 


8.72 


15.96 


13.93 


14.92 


9.76 


11.70 


11.7 
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PLACE4000014 


5.92 


Z92 


3.44 


5.18 


6.07 


5.84 


4.46 


4.89 


4.89 










PLACE4000029 


1.91 


1.44 


1.35 


3.21 


1.93 


3.26 


3.99 


3.79 


3.79 






*» 


+ 


PLACE4000034 


2.6 


1.30 


1.44 


3.92 


3.82 


4.60 


4.01 


3.41 


3.41 


*• 


+ 


* 


+ ■ 


PLACE4O00O49 


10.4 


5.48 


5.72 


1Z83 


16.95 


11.80 


9.94 


9.10 


9.1 


•> 








PLACE4000052 


6.49 


3.73 


2.47 


4.77 


4.77 


5.30 


5.23 


5.62 


5.62 










PLACE4000062 


6.59 


Z48 


4.03 


4.7 


5.26 


5.48 


4.59 


4.62 


4.62 










PLACE4000063 


7.7 


3.50 


3.52 


6.91 


6.71 


9.08 


5.77 


5.40 


5.4 










PLACE4000089 


2.96 


1.45 


2.33 


5.97 


4.11 


5.63 


4.54 


4,57 


4.57 




+ 


• * 


+ 


PLACE4O00O93 


2.81 


1.09 


0.89 


1.95 


1.69 


1.17 


Z18 


1.71 


1.71 










PIACE4000100 


4.42 


2.89 


Z49 


393 


4.32 


5.21 


3.23 


Z62 


2.62 










PLACE4000103 


5.02 


1.97 


1.98 


3.66 


Z71 


3.95 


2.81 


Z33 


Z33 










PLACE4000106 


8.72 


4.11 


3.74 


4.38 


5.75 


4.55 


4.28 


4.16 


4.16 










PLACE4O00U8 


7.39 


4.68 


3.31 


9.85 


9.72 


8.43 


7.44 


6.38 


6.38 


* 








PLACE4000129 


6.04 


2.07 


2.84 


4.76 


6.70 


6.24 


4.40 


Z79 


2.79 










PLACE400Q131 


8.08 


5.12 


4.57 


1Z93 


9.62 


6.75 


8.38 


9.08 


9.08 










PLACE4000147 


1.54 


0.95 


0.56 


0.28 


1.32 


1.44 


1.32 


1.12 


1.12 










PLACE4000156 


10.36 


6.90 


8.62 


23.53 


13.89 


24.29 


10.09 


14.64 


14.64 


* 








PLACE4000175 


Z77 


1.36 


1.67 


3 


2.23 


3.75 


Z99 


Z63 


2.63 










PLACE4000190 


25.73 


14.17 


16.07 


19.71 


16.55 


18.77 


20.04 


22.67 


22.67 










PLACE4000192 


19.18 


10.59 


8.86 


17.39 


19.36 


14.48 


1Z50 


10.81 


10.81 










PLACE4000206 


26.35 


11.24 


1Z17 


18.68 


19.88 


13.96 


10.44 


9.28 


9.28 










PLACE4000211 


17.59 


9.35 


9.22 


14.45 


14.14 


14.09 


11.01 


11.86 


11.86 










PLACE4000214 


3.16 


2.15 


Z41 


4.6 


3.22 


Z93 


3.58 


2.23 


Z23 










PLACE4000222 


5.13 


3.77 


3.41 


7.67 


6.23 


6.64 


5.04 


5.14 


5.14 


* 


+ 






PLACE4000223 


5.15 


2.40 


3.83 


4.77 


3.40 


3.75 


4.17 


5.28 


5.28 










PLACE4000229 


Z61 


1.29 


1.59 


3.13 


1.82 


2.66 


3.16 


3.28 


3.28 






* 


-f 


PLACE4000230 


10.54 


4.47 


5.13 


3.92 


4.50 


6.23 


Z'12 


1.74 


1.74 










PLACE4000233 


7.43 


4.11 


1.84 


9.98 


7.86 


6.99 


4.69 


5.82 


5.82 










PLACE4000239 


10.37 


3.20 


3.64 


8.75 


7.61 


7.98 


4.24 


5.32 


5.32 










PLACE4000247 


3.98 


Z15 


1.70 


4.78 


4.11 


3.53 


4.31 


3.20 


3.2 










PLACE4000250 


6.06 


3.58 


4.71 


8.33 


8.43 


6.31 


5.56 


7.08 


7.08 


* 








PLACE4000252 


2.91 


1.12 


1.52 


Z79 


1.94 


3.45 


2.33 


2.20 


2.2 










PLACE4000259 


804 


3.19 


7.29 


6.61 


5.24 


7.03 


5.35 


5.02 


5.02 










PLACE4000261 


1Z86 


7.43 


11,27 


7.94 


6.30 


11.29 


13.49 


1Z71 


1Z71 










PLACE4O00264 


5.07 


Z86 


1.88 


6.35 


6.52 


5.02 


3.87 


4.16 


4.16 










PLACE400Q269 


8.57 


4.36 


5.52 


8.01 


9.34 


7.35 


6.12 


5.77 


5.77 










PLACE4000270 


3.13 


1.82 


0.87 


2.42 


1.82 


3.08 


1.61 


2.16 


Z16 










PLACE4000281 


19.68 


7.73 


9.21 


20.75 


31.26 


26.50 


19.08 


19.52 


19.52 


m 








PLACE4000300 


6.08 


3.69 


Z60 


7.08 


6.91 


5.29 


4.32 


5.19 


5.19 










PLACE4000320 


5.62 


3.77 


3.47 


7.13 


6.02 


6.80 


4.81 


4.30 


4.3 




+ 






PLACE4000323 


8.19 


5.61 


3.78 


9.71 


7.40 


10.97 


6.79 


7.01 


7.01 










PLACE4000326 


4.48 


1.87 


1.75 


4.11 


3.23 


4.42 


3.33 


2.91 


2.91 










PLACE4000344 


2.79 


Z15 


Z50 


Z98 


1.69 


2.74 


1.96 


2.31 


2.31 










PLACE4000347 


20.7 


10.82 


8.58 


19.27 


12.61 


11.57 


8.40 


11.08 


11.08 










PLACE4000354 


4.74 


1.02 


1.75 


4.04 


3.76 


1.42 


1.52 


3.10 


3.1 










PLACE4000367 


2.52 


1.53 


1.38 


2.65 


2.91 


2.67 


2.13 


2.39 


2 39 










PLACE4000369 


4.83 


Z57 


3.31 


5.06 


4.32 


4.54 


4.37 


5.39 


5.39 










PLACE4000379 


5.69 


3.46 


3.45 


6.11 


6.24 


7.35 


4.30 


5.61 


5.61 


* 


+ 






PLACE4O00387 


3.69 


1.95 


1.27 


Z17 


3.32 


3.40 


2.28 


3.13 


3.13 










PLACE4000392 


1.14 


0.56 


0.17 


0,91 


1.44 


1.78 


1.07 


1.00 


1 










PLACE4000399 


23.89 


17.50 


15.29 


24.02 


23.23 


28.14 


1933 


22.84 


22.84 










PLACE4000401 


1.48 


0.84 


0.45 


Z03 


4.11 


1.07 


1.24 


1.78 


1.78 










PLACE4000403 


9.89 


5.20 


5.81 


9.29 


8.13 


6.25 


5.57 


7.91 


7.91 










PLACE400O411 


5.72 


2.12 


2.75 


5.81 


4.30 


5.15 


4.86 


3.29 


3.29 










PLACE4000415 


3.21 


2.22 


2.69 


-3.67 


4.43 


3.44 


4.57 


6.28 


6.28 






** 


+ 


PLACE4000416 


4.63 


3.13 


Z08 


5.5*? 


4.05 


4.56 


5.50 


4.53 


4.53 
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PF.ACE40O0424 


3.7 


2.41 


1.28 


2.89 


2.64 


2.63 


4.72 


Z93 


2.93 










PLACE4M0431 


5.14 


3.98 


3.86 


7.9 


6.44 


6.77 


5.24 


3.01 


3.01 ' 












1.6 


1.50 


0.66 


1.7 


Z14 


2.19 


1.48 


1.16 


1.16 










pi A TFJOOOiiS 


9,89 


5.81 


4.87 


15.7 


14.02 


12.69 


8.15 


9.68 


9.68 ' 
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pnr a pTTJ/WMVl^ 5 


1 fl7 
J.O / 


1 67 


2.19 


835 


5.76 


6.75 


4.27 


7.65 


7 6< 




f 






rLAv>IL4WUW 


A AO 


5 71 


3.42 


9.19 


8.96 


7.57 


6.23 


7.71 


7.71 
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11 
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» 


— 

♦ 
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5 Oft 
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1 ft1 
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A 57 
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/y 
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• 
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11 OA 
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rLACfc40UU52I 
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c Ac 
5.05 


A TO 
4. /O 


j nc 


^11 

O.i 1 


i ni 


Z 5C 
4.5j 


A An 


A A 
6.4 










PLACE4000522 


4.91 


1 AT 

3.07 


1 AD 


7.26 


A -7j< 


T iCA 

7.oy 


o A-a 
y.U3 


O 11 


A *7T 

9.77 


* * 


+ 






PLACE4000537 


3.84 


238 


2.93 


3.81 


Zoy 


3.42 


4.03 


4.21 


4.21 








+ 


PLACE4(J0054a 


Z5o 


1.71 


•a jca 
3.60 


3.4 


Zo7 


A <A 

4.50 


1.35 


Z2o 


Z2o 










FLACE4000558 


039 


0.54 


036 


2.25 


2.45 


2.36 


1.46 


1.14 


1.14 




+ 




+ 


rLACC4O005ol ! 


2.73 


1 AC 

1.45 


l. /5 


il C 

4.5 


4.yj 


A CO 

4.5y 


A 11 

4.11 


1 A1 

3.03 


3.03 


* • 


+ 






FLA CE40UU590 


0.99 


i rut 
1.06 


A 1C 

0.15 


1 A>l 

1.04 


1.17 


1.32 


1.13 


A AT 

0.97 


0.97 










PLACE4000593 


4.55 


1.55 


1 o 

1.52 


5.49 


C TA 

5.70 


3.50 


Z55 


3.08 


3.08 










PLACE4000612 


14.51 


9.28 


7.13 


10.09 


12.95 


7.67 


9.14 


1Z79 


1Z79 
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0.26 


0.48 


1.10 
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0.63 


0.63 
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• 
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0.84 
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1.64 
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1.96 
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1.90 
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6.81 
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8.19 
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8.79 
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5.53 










Y79AA1001932 
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2.35 


3.75 


4.07 
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2.61 


Z55 
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2.77 
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4.94 
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2.92 


4.54 
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Z89 
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4.03 
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11.89 
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4.13 
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4.79 
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4.78 
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7.79 
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5.11 
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14.32 
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18.62 
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12.67 
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> 
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6.5j 


5.69 


5.73 


9.64 


7:46 


8.70 


4.99 


6.08 


60S 


* 
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Table 364 
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4.63 
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2.89 


2.97 
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4.13 


4.19 


4.19 
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2.82 
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1.77 


2.75 


1.85 


2.91 


4.10 
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+ 
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4.86 
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Table 366 

Expression of each cDNA in synovial cells or in the synovial cells in the presence of TNF 
(This table also contains clones without description in Examples) 

In the table, Synoviocyte and Synoviocyte_TNF represent synovial cells and TNF-treated 
synovial cells, respectively. The assay was performed in triplicate (n=3), and each result is 
shown in the column of exp.l, exp.2, or exp.3. In addition, "t-test vs TNF' represents a result of 
test for significance of difference between the untreated synovial cells and the TNF-treated 
synovial cells. The increase and decrease in the expression level of a particular gene in response 
to TNF are represented by + and -, respectively. The results of test for significance of difference 
are shown in the columns of *:p<0.05 and **:p<0.0T. 



Clone Synoviocyte Sj'noviocute_TNF t test Inc. 

vs and 

exp.l exp.2 exp.3 exp.l exp.2 exp.3 TNF Dec. 



GAPDH(Crl) 0.4 0.8 0.89 0.9 1 1.15 
Pactin(Cr2) 385.94 262.23 582.98 443.28 422.61 573.47 
ADRGL1000005 2.72 2.97 4.46 7.27 7.45 3.51 
ADRGL1000007 4.36 5.19 9.58 20.78 19.59 18.29 ** + 
ADRGL1000009 0.99 1.25 1.64 2.16 4.08 2.02 
ADRGL1000011 1.98 3.56 5.24 22.22 23.49 19.81 ** + 
ADRGL1O00027 0.79 1.22 1.66 2.82 4.99 1.9 
ADRGL1000058 4.12 7.08 26.9 62.55 67.32 49.15 ** + 
ADRGL10O0069 1.91 1.68 2.47 14.19 14.54 13.74 ** + 
ADRGL1000077 1.98 2 2.54 5.5 2.9 4.16 
ADRGL1000092 2.99 4.79 12.53 21.46 22.09 26.19 ** + 
ADRGL1000099 2.77 4.79 12.85 23.61 24.02 25.56 ** + 
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ADRGL1000136 20.49 27.18 31.85 62.44 40.69 48.29 * 
ADRGL1000147 2.09 2.58 5.47 5.69 7.52 3.85 
ADRGL1000159 1.51 1.77 3.07 3.4 4.71 2.59 
ADRGL1000160 2.42 4.34 6.89 8.08 7.24 7.06 
ADRGL1000171 0.95 1.11 1.64 1.89 2.69 1.87 
ADRGL1000181 0.64 1.37 1.74 3.99 4.27 3.89 ** ■ 
BGGI11000015 2.13 3.89 5.02 10.49 11.35 9.14 ** 
BGGI1 1000016 27.77 35.71 52.17 57.18 48.51 63.57 
BGGI1 1000017 1.29 3.19 3.14 3.24 3.65 2.34 
BGGI 11000022 4.72 4.45 6.75 10.71 5.56 8.27 
BGGI1 1000031 4.47 6.58 8.77 14.79 11.63 10.04 * 
BGGI 11000042 9.55 11.29 20.54 23.39 18.75 20.23 
BGGI1 1000046 8.56 9.77 17.04 34.24 30.76 25.79 ** 
BNGH41000020 246.16 21 1.77 380.83 658.32 647.37 559.16 
-BNGH41000025 4.31 3.12 6.92 11.4 13.1 15.01 ** 
BNGH41000026 2.71 4.77 7.53 4.45 7.17 6.23 
BNGH41000027 11.52 13.5 12.69 20.62 12.48 24.91 
BNGH41000035 23.02 25.91 36.46 51.05 31.83 41.67 
BNGH410OO037 2.7 5.21 6.72 12.95 8.98 8.59 * + 
BNGH41000042 14.55 16.06 22.84 49.62 37.57 36.25 ** 
BNGH41000048 3.92 6.27 25.68 66.19 74.4 66.21 ** 
BNGH41000056 0.74 1.75 3.26 5.28 7.34 3.75 * + 
BNGH410O0087 3.36 4.08 5.19 5.59 8.15 3.01 
BNGH41000091 0.18 1.45 2.47 2.72 3.4 2.14 
BNGH41000157 6.93 7.99 6.23 13.37 10.28 9.98 * 
BNGH4 10001 69 1.09 1.53 2.99 2.77 4.23 2.59 
BNGH41000181 3.5 4.06 7.5 5.71 6.81 6.09 
BNGH41000198 1.32 2.3 4.35 2.06 2.55 2.22 
BNGH41000219 2.29 3.91 5.61 12.4 13.73 10.76 ** 
BNGH41000229 9.65 9.99 12.99 18.34 18.92 18.94 ** 
BNGH41000237 8.4 12.99 12.61 27.63 11.26 13.45 
BNGH4 1000238 L56 2.59 6.77 3.45 4.55 3.32 
BNGH41000243 5.56 8.95 6.71 15.03 12.55 16.36 ** 
BNGH41000270 2.94 2.77 2.88 3.67 3.99 3.74 ** 
BRAWH1000004 1 2.19 6.99 6.45 8.36 6 
BRAWH1000018 1.8 2.24 5.05 4.43 6.95 5.24 
BRAWH1000021 1.33 2.73 4.81 4.16 5.85 5.21 
BRAWH1000027 0.58 1.7 1.62 2.39 3.65 2.63 * + 
BRAWH 1000029 2.32 3.63 6.21 6.03 6.73 4.81 
BRAWH1000040 4.68 4.98 8.01 7.28 7.2 8.67 
BRAWH1000050 11.04 10.47 43.79 51.7 73.7 60.92 * 
BRAWH1000051 2.14 0.63 2.71 2.25 4.43 1.04 
BRAWH1000060 7.84 8.07 48.26 59.16 66.12 63.86 * 
BRAWH1000075 1.85 1.86 2.98 2.07 4.4 2.34 
BRAWH1000081 1.88 2.78 7.19 5.9 10.82 7.4 
BRAWH1000084 30.23 30.57 65.21 235.81 180.86 211.35 
BRAWH1000095 1.38 2.47 4.51 3 4.78 2.67 
BRAWH1000096 1.37 2.89 4.71 3.7 4.8 5.17 
BRAWH 1 000097 3.32 3.27 10.74 9.24 10.62 7.75 
BRAWH1000100 4.77 5.19 7.69 6.98 7.06 7.28 
BRAWH1000101 12 12.04 36.52 46.19 41.09 50.21 * 
BRAWH1000104 1.37 0.92 4.33 1.47 4.47 2.41 
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BRAWH1000107 0.62 

BRAWH1000110 4.4 

BRAWH1000111 3.98 

BRAWH1O0O135 4.95 

BRAWH1000190 2.22 

HEMBA1000005 5.91 

HEMBA1000006 2.61 

HEMBA1000012 10.97 

HEMBA1000020 50.65 

HEMBA1000030 1.93 

HEMBA 1000034 3.27 

HEMBA1000042 1.64 

HEMBA1000045 7.13 

HEMBA1000046 1.14 

HEMBA1000047 1.17 

HEMBA1000048 3.76 

HEMBA1000050 0.48 

HEMBA1000053 1.64 

HEMBA1000060 1.88 

HEMBA 1000072 52.79 

HEMBA1000073 16.54 

HEMBA1000Q26 5-06 

HEMBA1000084 4.75 

HEMBA1000087 0.51 

HEMBA1000088 1.98 

HEMBA1000091 6.36 

HEMBA1000111 1.52 

HEMBA 1000121 0.86 

HEMBA1000128 1.52 

HEMBA 1000 129 2.04 

HEMBA1000141 2.31 

HEMBA 1000 146 0.84 

HEMBA1000150 3.34 

HEMBA 1000 154 25.17 

HEMBA1000156 3.28 

HEMBA1000158 7.98 

HEMBA1000168 1.21 

HEMBA1000180 0.4 

HEMBA1000185 1.65 

HEMBA1000188 1.37 

HEMBA1000193 1.53 

HEMBA1000194 2.18 

HEMBA1 000201 2.6 

HEMBA1000213 1.33 

HEMBA1000216 1.26 

HEMBA1000227 0.99 
HEMBA1000231 1.5 

HEMBA1000237 4.5 

HEMBA1000243 0.6. 

HEMBA1000244 1.54 

HEMBA1000251 1.15 

HEMBA1000254 0.69 



1.88 2.48 2.43 5.03 3.15 
4.06 16.81 13.87 11.1 15.74 
6.14 6.05 8.85 8.95 10.64 * 

4.91 7.7 7.37 9.42 9.98 
3.84 5.07 4.66 7.16 4.99 
6.44 11.97 17.55 22.88 18.65 * 
3.17 4.64 3.08 8.49 4.75 
11.75 51.07 71.4 106.82 74.8 * 
49.12 113.3 197.41293.79 216.89 
3.08 4.67 5.72 3.62 6.43 
3.21 5.35 4.62 10.29 6.85 
3.17 6 4.72 6.92 8.12 

9.44 11.07 9.55 14.43 10.44 
2.24 2.77 3.73 5.3 4.34 * h 
1.99 3.83 2.98 4.47 3.78 

4.75 3.64 8.73 12.38 5.48 
1.77 1.78 1.4 3.39 1.46 

1.28 2.57 4.68 4.03 3.99 ** 
2.71 4.51 7.29 7.94 9.74 ** 
53.46 135.73 165.97 221.75 230.97 
11.43 27.32 22.4 36.09 33.78 
5.33 9.77 12.16 10.46 11.15 * 

4.46 20.71 30.15 43.67 33.92 * 
1 3.32 0.65 2.82 1.61 

2.97 4.6 6.2 9.87 8.46 * 4 
5.4 17.56 30.15 44.04 35.43 ** 
1.77 3.63 5.29 6.65 6.4 ** 
1.17 3.58 3.52 4.47 5.83 
2.99 6.04 4.28 6.05 5.93 

1.81 3.95 2.66 3.26 3.32 

3.45 5.98 3.56 6.67 5.6 

1.29 2.96 1.93 4.98 3.52 
3.29 10.65 8.27 11.97 9.46 
29.21 82.33 128.3 134.42 139.59 

4 5.87 8.69 6.19 6.13 
10.04 12.52 16.99 15.47 12.88 
2.2 4.11 5.7 7.3 5.21 * + 
2.04 2.87 2.86 4.06 2.05 
3.84 4.88 7.5 9.46 9.07 ** 
1.64 3.31 4.94 4.19 3.35 
0.66 3.16 2.68 4.33 2.5 
2.95 5.68 9.11 8.74 8.83 ** 

4.47 9.74 13.45 14.8 14.65 * 
1.95 2.76 2.08 4.49 3.7 

1.82 3.27 2.92 5.2 3.47 
2.27 2.38 3.28 4.21 1.83 

1.97 5 7.56- 7.19 6.16 * + 
6.13 9.14 14.79 18.3 14.71 ** 

1.89 3.01 4.3 4.34 3.67 * + 
2.45 3.78 6.08 5.58 3.36 

1.92 2.97 2.26 4.59 3.22 
1.8 4.81 3.57 4.97 3.58 
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EP 1 130 094 A2 



HEMBA1000264 0.84 2.28 3.01 2.84 3.23 3.12 

HEMBA1000269 1.9 2.34 3.69 4.41 4.09 2.51 

HEMBA1000275 5.31 4.29 8.03 7.96 12.04 8.54 

HEMBA1000280 1.43 0.83 2.19 3.3 4.08 4 ** + 

HEMBA1000282 1.15 1.01 4.23 6.29 7.01 5.46 * - 

HEMBA1000287 2.86 3.19 4.45 5.81 6.04 6.37 ** 

HEMBA1000288 1.37 2.23 6.13 3.51 6.02 3.85 

HEMBA1000290 1.01 2.17 4.11 2.46 3.26 2.73 

HEMBA1000296 2.4 3.66 5.49 6.15 6.55 5.84 

HEMBA1000300 1.22 2.73 6.6 7.64 8.88 7.23 

HEMBA1000302 0.93 2.17 2.86 3.04 3.74 1.97 

HEMBA1000303 1.36 2.15 3.57 4.13 4.43 3 

HEMBA1000304 1.06 1.99 4.26 5.51 7.28 4.87 * + 

HEMBA1000307 1.21 1.73 2.65 4.4 5.64 2.99 * + 
HEMBA1000312 6 8.7 10.77 13.2 9.18 9.65 

HEMBA1000318 1.5 4.22 3.25 5.39 6.05 4.49 

HEMBA1O00327 2.18 3.7 3.34 10.58 6.06 6.02 * + 

HEMBA1000333 0.68 2.75 4.33 3.12 4.74 2.98 

HEMBA1000338 1.61 2.84 5.33 5.8 5.78 4.32 

HEMBA1000343 1.79 3.5 3.69 5.55 6.7 3.99 

HEMBA1000349 0.97 1.52 3.24 3.9 5.37 4.09 * + 

HEMBA1000351 1.6 2.06 5.75 4.8 6.22 5.24 

HEMBA1000355 1.52 3.09 4.09 3.78 5.14 3.59 

HEMBA1000356 9.3 10.42 14.39 26.93 22.26 24.97 ** 

HEMBA1000357 1.88 2.11 4.76 3.81 5.7 4.62 

HEMBA1000366 1.67 1.94 3,83 3.14 4.75 3.28 

HEMBA1000369 1.87 2.94 5.17 2.82 5.2 4.56 

HEMBA1000370 2.45 3.4 4.63 3.75 5.34 3.6 

HEMBA1000376 3.64 4.55 14.48 26.69 29.98 28.36 ** 

HEMBA1O00387 2.95 3.19 6.2 7.85 7.62 8.15 * + 

HEMBA1O00389 2.88 3.74 8.83 14.4. 10.9 13.61 * 

HEMBA1O00390 1.86 2.27 3.5 4.28 4.98 3.95 * 

HEMBA1000392 1.49 1.4 3.06 2.58 3.78 1.94 

HEMBA1000396 1.82 2.16 3.45 3.43 4.93 3.34 

HEMBA1 000411 1.01 1.41 4.49 1.94 4.41 2.21 

HEMBA1000418 2.85 3.21 4.41 7.75 6.81 5.17 * 

HEMBA1 000422 0.99 1.89 2.14 2.64 4.03 2.89 

HEMBA1000428 0.36 2.43 3.09 2.58 3.31 2.75 

HEMBA1000434 0.54 2.19 2.93 2.U 3.6 2.69 

HEMBA1000442 0.82 2.2 3.37 2.13 3.8 2.28 

HEMBA1000443 1.19 1.9 3.12 2.99 6.28 3.59 

HEMBA1000446 38.48 43.56 75.05 56.34 60.86 69.87 

HEMBA1000456 5.19 4.41 6.5 7.45 5.62 8.77 

HEMBA1000459 1.95 2.11 4.24 3.46 6.17 5.55 

HEMBA1000460 7.46 7.84 8.87 13.59 12.54 18.45 * 

HEMBA1000462 2.11 3.51 5.04 6.05 5.16 7.49 

HEMBA1000464 1.33 0.96 1.73 1.69 2.74 2.53 

HEMBA1000468 1.25 1.44 2.43 1.69 3.48 2.22 

HEMBA1000469 2.89 3.37 8.1 5.42 8.81 8.01 

HEMBA1000477 2.87 3.03 7.4 5.41 9.68 6.83 

HEMBA10O0481 29.67 31.97 31.95 42.76 52.75 25.82 
HEMBA1000488 1.75 2.43 2.96 3.11 5.9 3 
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HEMBA1000490 134 

HEMBA1000491 1.21 

HEMB A 1000498 2.12 

HEMBA1000501 2.22 

HEMBA1000504 2.93 

HEMBA1O0O5O5 0.81 

HEMBA1000507 1.02 

HEMB Al 000508 2.25 

HEMBA1000518 1.38 

HEMBA1000519 9.5 

HEMBA1000520 0.45 

HEMBA1000523 2.32 

HEMBA1000531 1.39 

HEMBA1000534 0.55 

HEMBA1000538 0.51 

HEMBA1000540 2.8 

HEMBA1000542 9.16 

HEMBA1000545 1.51 

HEMBA1000547 2.99 

HEMB A 1000551 2.32 

HEMBA1000555 3.81 

HEMBA 1000557 2.16 

HEMBA 1000561 1.71 

HEMBA 1000563 1.73 

HEMB Al 000567 1.02 

HEMBA1000568 2.19 

HEMBA 1000569 1.3 

HEMBA1000575 3.73 

HEMBA1000588 1.75 

HEMBA 1000590 0.59 

HEMBA1000591 3.17 

HEMBA 1000592 4.2 

HEMBA1000594 1.95 

HEMBA1000604 1.19 

HEMBA1000607 2.83 

HEMBA1000608 0.9 

HEMBA1000622 0.96 

HEMBA1000634 17.56 

HEMBA1000636 4.59 

HEMBA1000637 0.93 

HEMBA1000655 1.33 

HEMBA 1000657 1.35 

HEMBA1000662 1.3 

HEMBA1000664 0.94 

HEMBA1000671 2.96 

HEMBA 1000673 1.46 

HEMBA1000675 4.18 

HEMBA1000678 2,23 

HEMBA1000682 3.4 

HEMBA 1000686 2.73 

HEMBA 1000702 1.56 

HEMBA1000705 0.65 



2 3.49 4.41 3.7 2.88 
1.71 2.85 4.24 4.99 5.97 * 
3.21 4.55 4.39 7.76 5.94 

3.36 6.25 6.44 8.93 9.74 * 

3.18 4.82 3.63 5.37 3.83 
1.97 3.33 2.72 5.1 3.58 
2.24 5.29 4.17 8.62 7 
2.3 7.65 4.84 8.57 6.64 
0.96 0.98 1.89 2.97 1.8 * 
7.28 15.97 19.28 20.99 19.72 * 

1.12 1.18 1.94 4.83 4.3 * 
1.88 3.22 3.48 5.33 3.65 
1.46 2.44 2.67 5.34 4.63 * 
0.95 2.97 6.63 11.62 10.39 ** 

1.08 2.31 12.58 21.02 13.18 ** 

3.11 6.06 5.82 10.38 6.39 
7.79 43.94 62.25 95.7 81.15 * 
2.31 1.65 3.19 4.29 3.7 ** 

3.12 4.94 4.94 5.3 4.97 
1.99 9.54 4.68 7.33 9.81 
3.23 6.39 5.03 6.43 8.08 

2.06 6.07 3.98 6.46 5.06 

2.9 4.9 L63 4.39 3.67 
1.85 4.09 2.72 3.94 2.83 

1.01 1.67 1.21 2.59 1.92 

2.5 6.09 7.62 6.65 6.84 

2.8 3.02 2.18 6.47 2.3 
4.91 10.84 10.19 15.17 13.08 
2.49 4.16 3.12 5.5 3.83 

1.02 2.06 2.24 2.53 1.35 

3.3 5.18 10.84 12.16 9.8 ** 

5.19 7.77 13.85 14.94 11.78 ** 
1.97 3.16 4 5.86 4.94 * -f 

3.37 3,48 5.41 10.91 5.29 

5.09 12.7 15.52 18.13 20.66 * 
2.34 2.46 2.6 5.5 2.31 
2.19 3.55 3.61 5.24 3.8 
22.96 30.36 71.62 60.59 51.59 
3.95 6.78 15.48 12.35 12.73 ** 
0.48 2.58 2.42 3.19 2.21 

2.11 4.84 6.91 5.57 6.31 * 
1.78 3.24 4.89 5.28 3.26 * 
2.42 2.73 2.52 3.78 2.72 

1.6 2.87 3.11 4.63 2.94 
3.84 11.68 21.25 18.69 15.76 * 
2.23 4.76 7.44 7.49 5.51 * 
3.09 4.54 8.18 7.19 8.04 ** 

2.7 4.47 5.03 7.16 5.16 
4.64 8.41 13.76 13.69 14.29 ** 
3.88 4.83 6.23 6.6 5.32 * 

2.07 5.25 4.15 5.78 4.32 
1.71 3.43 2.34 3.21 1.64 
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HEMBA1000713 3.31 5.6 6.12 6.94 5.86 5.47 

HEMBA1000718 2.14 2.7 5.25 6.11 5.09 5.95 

HEMBA1000719 9.64 12.27 17.77 16.64 15.52 15.64 

HEMBA1000722 1.97 1.7 3.6 6.55 6.45 5.02 ** 

HEMBA1000726 2.2 2.23 5.12 9.4 8.77 9.36 ** 

HEMBA1000727 4.09 5.35 6.41 5.13 9.08 8.37 

HEMBA1000732 1.22 2.74 4.21 4.93 5.58 4.42 

HEMBA1000736 1.56 2.15 3.24 4.11 5.19 4.62 * 

HEMBA1000743 1.25 2.72 3.41 5.05 4.88 4.16 * 

HEMBA1000745 1.59 2.47 3.64 4.88 5.33 3.49 

HEMBA1000747 1.19 1.59 2.56 2.35 3.12 1.49 

HEMBA1000748 1.67 1.51 4.85 5.11 6.08 4.81 

HEMBA1000749 1.14 2.04 5.69 5.98 5.91 5.96 

HEMBA1000752 1.4 2.3 4.38 3.69 4.53 3.85 

HEMBA1000753 2.56 4.21 6.53 7.98 8.59 4.93 

HEMBA1000757 1.95 2.95 3.27 6.33 6.68 5.94 ** 

HEMBA1000760 3.71 3.81 6.62 6.96 7.03 6.89 

HEMBA1OO0769 1.99 2.36 5.17 3.48 5.87 2.85 

HEMBA1000773 1 2.32 3.07 2.17 3.18 1.4 

HEMB A 1000774 2.69 2.76 6.37 6.29 7.77 5.22 

HEMBA1000780 1.12 2.33 3.66 2.7 4.78 3.29 

HEMBA1000783 1.32 2.39 4.1 2.78 7.73 2.57 

HEMBA1000791 2.07 2.4 6.39 4.97 10.17 7.84 

HEMBA1000793 12.73 12.73 17.88 19.93 17.49 16.69 

HEMBA1000802 1.57 1.65 2.59 2.07 4.41 1.1 

HEMBA1000813 38.24 35.83 34.83 54.63 42.38 53.94 

HEMBA1000817 2.63 3.82 5.44 5.12 7.02 5.49 

HEMBA1000822 1.83 2.89 4.1 4.42 5.76 3.91 

HEMBA1000827 2.26 2.74 6.45 9.31 7.75 6.94 * 

HEMBA1000833 3.1 4.46 7.31 8.06 4.49 4.85 

HEMBA1000835 12.53 15.55 75.61 94.51 110.02 86.95 

HEMBA1000843 1.21 2.2 4.6 3.32 5.63 4.93 

HEMBA1000851 2.13 1.26 3.5 2.7 5.61 2.74 

HEMBA1000852 1.95 1.83 5.5 3.52 5.49 3.83 

HEMBA1000867 0.85 2.79 4.72 2.77 5.39 3.07 

HEMBA1000869 0.58 1.29 2.51 2.84 3.97 2.38 

HEMBA1000870 2.56 2.97 2.59 3.39 5.16 5.49 * 

HEMBA1000872 1.44 2.87 4.01 4.31 4.14 4.34 

HEMBA1OO0875 1.89 3.09 5 3.8 4.38 3.77 

HEMBA1000876 1.75 3.36 4.64 3.9 6.21 4.9 

HEMBA1000907 1.99 2.47 3.81 3.21 7.15 5.53 

HEMBA1000908 0.81 2.06 3.85 2 5.43 1.98 

HEMBA1000910 1.97 1.61 3.71 3.35 5.25 2.98 

HEMBA1000918 0.76 1.34 4.37 4.93 6.54 6.95 * 

HEMBA1000919 0.86 1.97 2.19 2.49 3.07 3.07 

HEMBA1000934 2.5 2.56 1.15 2.14 3.51 2.5 

HEMBA1000935 1.46 1.62 4.21 2.08 5.15 3.64 

HEMBA1000940 1.98 3.08 3.1 2.52 9.96 5.72 

HEMBA1 000942 2.31 2.27 4.77 4.81 7.75 6.69 

HEMBA10O0943 0.58 1.25 2.28 1.83 3.38 2.18 

HEMBA1000946 3.63 4.04 4.54 6.87 14.9 8.4 

HEMBA1000960 2.63 3.48 9.97 10.24 12.79 10.7 
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HEMBA1000962 1.99 

HEMBA1000968 1.73 

HEMBA1000971 1.75 

HEMBA1000972 1.45 

HEMBA1000974 1.69 

HEMBA1000975 0.9 

HEMBA1000979 1.45 

HEMBA1000981 4.21 

HEMBA 1000983 1.94 

HEMB A 1000985 1.58 

HEMBA 1000986 L2 

HEMB A 1000991 1.56 

HEMBA1001007 0.89 

HEMBA1001008 3.64 

HEMBA1001009 0.89 

HEMBA1001014 3.54 

HEMBA1001017 4.21 

HEMBA1001019 1.92 

HEMBA1001020 1.23 

HEMBA1001021 1.07 

HEMBA1001022 2.29 

HEMBA1001024 0.31 

HEMBA1001026 0.42 

HEMBA1001043 1.43 

HEMBA 100 1051 3.36 

HEMBA1001052 0.86 

HEMBA1001059 5.62 

HEMBA1001060 2.66 

HEMBA1001064 2.12 

HEMBA 1001071 29.39 

HEMBA1001077 2.37 

HEMBA1001078 2.18 

HEMBA 100 1080 4.03 

HEMBA1001084 1.27 

HEMBA1001085 1.24 

HEMBA1001088 6.62 

HEMBA1001093 0.61 

HEMBA1001094 0.64 

HEMBA1001099 1.01 

HEMBA1001104 1.2 

HEMBA1001109 4.87 

HEMBA1001114 44.68 

HEMBA1001121 2.14 

HEMBA1001122 9.79 

HEMBA1001123 2.79 

HEMBA1001133 0.97 

HEMBA1001137 0.82 

HEMB A1001 140 1.23 

HEMBA1001144 4.12 

HEMBA1001145 47.87 

HEMBA1001158 7.55 

HEMBA1001172 1.44 
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1.08 
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3.41 


5.86 


3.89 


7.89 
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1.3 


3.07 


1.58 


3.83 
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4.39 9.91 11.82 15.38 14.12 * 
2.82 5.6 6.04 5.41 8.55 
2.81 3.97 8.71 7.74 8.29 ** 

2.71 2.3 2.84 5.05 3.6 
1.62 2.89 3.13 5.24 2.63 
2.25 4.35 6.33 8.57 3.81 

1.14 2.16 2.87 3.97 1.26 
1.52 1.86 2 3.22 2 

2.46 2.33 4.63 5.28 4.25 ** 
2.79 11.52 13.26 18.17 18.47 * 

2.15 2.13 1.75 3.58 2.48 
9.28 26.25 40.62 56.12 43.49 * 
3.67 6.45 10.78 8.35 9.62 * 
2.87 3.3 6.04 6.48 4.69 ** 
41.54 55.57 143.9 102.43 121.71 
1.77 5.21 5.36 6.66 3.96 

2.6 5.91 13.3 13.21 11.09 ** 
3.46 11.86 24.15 26.66 26.65 * 
2.37 2.9 5.07 5.88 5.13 ** 
2.87 4.04 4.34 5.41 4.56 
6 8.04 3.79 4.34 5.81 

1.76 2.72 3.09 3.02 2.99 
0.78 2.07 2.08 2.99 1.99 

1.72 3 2.5 2.95 2.26 
1.75 2.63 3.64 8.04 3.3' 

3.77 8.57 11.32 14.48 11.73 * 
41.2 93.35 141.87 145.19 167.76 
2.03 3.87 2.41 6 3.25 

10 14.12 7.73 11.5 22.69 
3.28 5.2 5.81 6.02 4.95 
1.69 2.54 2.78 3.84 1.21 

1.73 3.65 3.74 3.36 2.54 
2.75 2.98 3.62 5.18 4.34 * 
3.41 9.06 14.13 14.12 13.96 *' 
43.87 65.7 98.4 75.15 81.3 * 
9.5 11.62 13.02 7.58 12.5 
2.85 4.37 5.32 5.77 5.17 * 
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HEMBA100H74 0.95 2.06 2.83 3.88 6.31 3.25 

HEMBA1O01175 6.93 8.56 10.73 14.17 14.5 10.18 

HEMBA1001182 16.93 19.89 82.44 135.93 145.36 122.22 

HEMBA1001184 1.41 1.24 2.45 1.85 3.03 1.47 

HEMBA1001192 1.72 1.75 4.01 5.65 5.17 3.98 

HEMBA1001196 2.31 3.63 7.61 9.43 10.51 8.97 * 

HEMBA1001197 31.18 35.89 86.14 95.35 83.09 93.59 

HEMBA1001208 1.83 2.59 3 2.67 5.3 2.61 

HEMBA1001213 12.99 16.12 69.9 102.88 119.96 113.72 

HEMBA1001214 1.39 3.11 4.36 5.14 7.04 4.62 

HEMBA1001221 1.63 1.62 3.66 2.06 4.19 1.89 

HEMBA1001225 1.06 2.66 3.53 1.44 3.43 1.52 

HEMBA1001226 4.76 4.65 11.94 13.58 15.58 14.92 * 

HEMBA1001228 72.4 75.3 102.4 38.23 64.63 78.89 
HEMBA1001229 18 21.39 82.05 115.91 145.39 128.91 

HEMBA1001235 3.58 4.11 6.48 7.31 6.7 10.2 

HEMBA1G01238 2.46 2.49 7.23 4.6 6.94 4.74 

HEMBA1001242 15.36 14.03 91.45 92.81 94.02 90.34 

HEMBA1001247 4.41 4.36 12.46 12.48 14.07 15.62 

HEMBA1001253 8.79 11.4 61.56 77.17 102.24 94.8 1 3 

HEMBA1001257 1.98 2.71 3.78 3.52 4.29 3.17 

HEMBA1001261 3.01 3.18 4.56 4.54 3.75 5.59 

HEMBA1001262 1.48 3.79 2.81 2.42 4.34 4.59 

HEMBA1001265 2.76 3.21 6.85 5.5 7.32 5.1 

HEMBA1001266 3.97 3.17 6.31 7.8 10.5 8.38 * 

HEMBA1001269 15.98 10.36 12.79 22.69 24.71 25.21 

HEMBA1001272 1.31 2.04 4.3 1.62 5.12 2.07 

HEMBA1001279 2.54 3.52 13.6 18.68 23.45 18.99 * 

HEMBA100I281 16.58 20.99 40.84 47.71 59.04 45.72 

HEMBA1001286 3.25 4.71 10.71 11.24 10.65 12.38 

HEMBA1001289 0.41 1.57 1.64 1.3 3.57 2.41 

HEMBA1001291 3.52 4.58 9.53 10.91 18.3 18.8 * 

HEMBA1001294 2.01 1.81 4.6 4.04 7.73 5.12 

HEMBA1001296 3.4 3.52 4.37 3.77 5.94 5.22 

HEMBA1001297 2.88 3.61 5.51 4.81 6.88 5.38 

HEMBA1001299 2.49 2.9 6.21 6.45 8.84 7.74 * 

HEMBA1001302 9.42 11.94 15.5 23.25 35.12 25.74 « 
HEMBA1001303 1.8 1.99 2.6i 3.57 3.8 3.3 ** 
HEMBA1001306 1.4 1.15 2.85 5.01 4.46 4.82 ** 

HEMBA1001308 3.43 4.37 16.7 16.31 18.28 21.75 

HEMBA1001310 1.93 1.71 4.17 2.38 6.26 3.28 

HEMBA1001312 10.09 10.35 17.42 20.51 24.71 21.67 

HEMBA1001319 1.23 1.41 3.85 2.23 4.27 4.01 

HEMBA1001322 1.81 2.29 4.17 2.83 4.74 3.78 

HEMBA1001323 4.04 3.65 8.44 14.68 23.44 18.68 * 

HEMBA1001326 8.79 7.35 10.15 12.24 13.62 15.04 " 

HEMBA1001327 0.94 1.65 3.18 3.55 5.18 4.56 * 

HEMBA1001330 1.59 2.22 6.96 7.36 9.28 9.64 * 

HEMBA1001348 1.68 3.99 3.89 6.33 9.84 7.47 * 

HEMBA1001350 5.28 4.16 6.34 7.24 13.17 10.12 

HEMBA1001351 15.37 14.99 17.64 37.37 49.52 25.96 

HEMBA1001352 3.25 3.62 5.97 8.16 13.65 5.75 
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HEMBA1001353 30.24 37.73 49.4 76.74 96.09 96.34 ** + 
HEMBA1001358 13.98 9.73 17.96 30.89 27.69 30.6 ** + 
HEMBA1001361 1.7 3.24 4.96 4.18 6.08 6.06 
5 HEMBA1001364 0.8 1.71 2.4 1.47 4.11 2.95 

HEMBA1001375 3.45 2.77 5.75 5.71 5.83 6.32 
HEMBA1001377 2.81 3.16 7.36 5.37 7.98 7.89 
HEMBA1001383 0.25 1.64 2.61 1.26 2.47 1.84 
HEMBA1001387 1.81 2.15 3.66 1.94 5.14 2.47 
10 HEMBA1O01388 1.52 1.78 5.07 2.01 4.61 3.49 

HEMBA1001390 34.61 34.52 66.57 67.03 50 56.4 
HEMBA1001391 1.65 2.77 4.83 4.32 7.98 3.82 
HEMBA1001398 1.98 2.87 7.47 7.24 10.42 8.29 
HEMBA1001405 1.17 2 3.87 2.99 5.3 2.61 
b HEMBA1001406 2.01 3.27 3.75 5.35 6.62 4.33 * + 

HEMBA1001407 1.13 1.78 3.73 6.39 6.64 4.44 * + 
HEMBA1001411 1.44 2.81 4.47 7.2 6.35 6.04 * + 
HEMBA1001413 1.84 1.53 3.31 3.61 3.75 3.76 
20 HEMBA1001414 1.47 2.34 5.3 5.33 7.22 5.47 

HEMBA1001415 1.91 2.36 4.97 4.4 5.86 4.29 
HEMBA1001416 4.73 4.85 9.54 8.87 11.06 9.4 
HEMBA1001432 1.23 1.27 4.43 4.27 6.64 3.59 
HEMBA1001433 1.96 2.93 4.55 4.33 8.66 3.64 
25 HEMBA1001435 2.17 2.27 6.39 7.02 10.35 5.88 

HEMBA1001442 0.99 0.68 2.02 2.36 3.12 1.81 
HEMBA1001446 1.87 1.84 5.82 9.71 8.93 11.01 ** + 
HEMBA1001450 2.35 2.32 11.22 8.61 10.08 6.34 
HEMBA1001454 3.08 4.25 9.69 13.64 10.73 11.82 * + 
30 HEMBA1001455 2.28 2.7 3.11 2.69 5.54 2.8 

HEMBA1001459 2.74 3.37 6.03 5.07 7.38 5.52 
HEMBA1001461 3.34 4.47 6.96 6.8 9.85 7.47 
HEMBA1001462 1.07 1.47 2.79 2.67 4.5 2.54 
HEMBA1001463 1.38 1.61 5.25 4.95 5.46 5.51 
35 HEMBA10O1469 3.9 4.51 7.32 10.63 9.83 7.76 * + 

HEMBA1001473 4.56 3.49 8.25 7.52 10.34 6.53 
HEMBA1001477 2.14 1.59 4.64 3.41 5.75 2.59 
HEMBA1001478 2.46 2.8 3.77 2.95 3.73 2.55 
HEMBA1001480 4.15 6.8 8.96 11.64 11.87 8.48 
40 HEMBA1001483 1.9 1.64 5.71 6.6 8,22 7.23 * + 

HEMBA1001490 1.45 2.09 3.76 5.16 4.52 4.65 * + 
HEMBA1001495 56.8 53.41 123.27 193.11 133.65 132.04 
HEMBA1001497 2.06 1.98 7.47 4.81 8.45 5.85 
45 HEMBA1001510 3.99 4.23 15.22 11.46 13.7 14.56 

HEMBA1001515 1.45 2.33 4.02 3.73 6.11 3.04 
HEMBA1001517 1.6 2.21 4.6 5.26 5.4 4.6 
HEMBA1001522 1.56 2.72 3.77 3.61 6.37 2.43 
HEMBA1001526 2.19 2.97 4.97 4.05 4.38 3.59 
so HEMBA1001533 3.19 2.86 6.23 6.83 7.76 4.64 

HEMBA1001547 7.26 5.37 13.69 5 7.96 6.19 
HEMBA1001552 7.12 4.72 17.79 16.12 16.3 16.05 
HEMBA1001553 41.67 45.48 66.23 57.2 47.01 79.81 
HEMBA1001557 2.24 2.93 5.15 5.81 8.33 4.59 
55 HEMBA1001563 1.69 2.4 4.56 3.66 6.99 4.76 
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HEMBA1001566 1.42 3.27 8.29 5.94 9.04 5.84 
HEMBA1001569 11.15 11.91 26.6 30.2 31.14 32.61 * 
HEMBA1001570 3.25 4.61 10.2 9.19 10.25 9.53 
HEMBA100J579 3.63 4.4 7.77 9.26 7.4 9.93 
HEMBA1001581 2.79 3.33 10.95 8.81 12.09 9.08 
HEMBA1001582 3.22 3.18 6.68 6.35 6.84 4.03 
HEMBA1001585 2.7 3.07 4.52 4.4 5.6 3.5 
HEMBA1001589 1.82 2.31 3.63 4.39 6.19 3.78 
HEMBA1001595 13.06 15.57 19.7 13.25 13.29 14.02 
HEMBA1001604 1.96 2.67 3.64 3.76 6.53 2.82 
HEMBA1001608 5.58 7.09 16.17 14.14 16.46 14.43 
HEMBA1001615 113.28 90.33 205.41 240.97 118.65 165.59 
HEMBA1001620 3.71 5.56 10.54 12.22 12.24 11.46 
HEMBA1001621 0.76 2.13 3.42 1.76 3.44 2.97 
HEMBA1001635 2.32 2.13 3.41 3.55 4.9 2.85 
HEMBA1001636 1.9 1.93 4.01 3.34 5.33 2.97 
HEMBA1001640 3.07 3.31 13.65 10.96 15.01 10.74 
HEMBA1001647 8.92 8.44 57.38 88.92112.42 87.46 * 
HEMBA1001651 2.53 3.54 7.85 6.62 9.07 8.73 
HEMBA1001655 2.09 2.66 4.78 3.35 6.75 4.09 
HEMBA1001658 4.33 4.5 9.27 7.26 11.15 8.6 
HEMBA1001661 0.75 1.78 2.8 1.98 3.22 1.77 
HEMBA1001665 1.52 1.85 3.47 2.63 6.63 1.73 
HEMBA1001670 5.32 6.54 8.82 12.45 15.21 12.42 ** 
HEMBA1001672 2.49 3.06 5.9 4.28 7.62 3.39 
HEMBA1001673 8.23 10.76 13.22 20.04 19.39 15.65 * 
HEMBA1001675 2.4 2.01 2.53 3.21 5.79 3.36 
HEMBA1001676 54.19 46.09 107.65 245.72 212.81 275.65 
HEMBA1001678 9.46 10.2 21.87 23.65 19.51 27.88 
HEMBA1001680 4.58 4.89 12.32 9.39 10.95 11.65 
HEMBA1001681 1.71 2.44 5.75 6.25 9.11 6.36 
HEMBA1001684 1.89 2.74 6.26 4.32 7.57 6.98 
HEMBA10O1695 1.48 2.08 3.42 2.3 4.76 3.15 
HEMBA1001702 1.54 2.96 3.55 2.36 7.57 3.09 
HEMBA1001709 1.23 1.8 3.51 3.21 4.87 3.5 
HEMBA1001711 1.29 1.98 2.83 2.99 2.45 3.18 
HEMBA1001712 0.92 1.55 2.56 2.13 3.02 2.24 
HEMBA1001714 10.37 10.82 19.06 23.54 22 23.8 * 
HEMBA1001717 79.4 71.16 124.25 152.62 195.81 173.65 
HEMBA1001718 1.95 2.12 7.32 5.99 6.59 5.26 
HEMBA1001723 3.43 3 10.19 9.09 12.53 9.64 
HEMBA1001731 1.3 1.36 3.27 1.58 4.8 2.29 
HEMBA1001734 2.37 2.38 4.28 4.78 6.06 4.27 
HEMBA1001736 2.3 2.12 2.87 3.5 4.69 5.33 * + 
HEMBA1001741 1.69 2.19 3.5 4.02 4.74 2.9 
HEMBA1001744 0.86 0.94 2.81 2 3.64 2.64 
HEMBA1001745 0.95 1.56 2.3 2.53 5.28 2.58 
HEMBA1001746 4.02 3.91 8.66 9.21 12.06 7.01 
HEMBA1001761 2.2 2.01 4.69 2.58 3.95 3.37 
HEMBA1001762 1.41 1.6 3.57 1.93 4.38 2.03 
HEMBA1001781 1.56 1.5 4.17 2.15 5.87 3.25 
HEMBA1001784 1.36 1.39 4.5 4.02 3.58 3.75 
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HEMBA1001791 2.16 1.74 6.97 6.04 7.62 5.68 

HEMBA1001794 2.15 4.31 12.57 13.54 13.65 12.96 

HEMBA1001800 5.61 9.63 60.44 84.85 100.03 76.26 * 

HEMBA1OO1803 2.84 4.25 5.36 4.27 7.02 3.67 

HEMBA1001804 6.2 8.13 20.95 29.84 26.86 24.39 * 

HEMBA1001808 1.61 1.6 3.87 3.71 3.67 2.89 

HEMBA1001809 8.07 6.27 10.64 14.33 20.56 16.63 * 

HEMBA1001811 8.32 7.83 16.8 22.75 21.75 17.6 * 

HEMBA1001815 1.75 2.67 6.56 5.58 6.33 5.03 

HEMBA1001816 1.96 2.67 4.47 3.09 4.6 3.04 

HEMBA10018I9 0.98 3.09 6.16 6.19 8.53 6.3 

HEMBA1001820 0.93 1.32 2.22 2.36 3.32 1.21 

HEMBA1001822 1.87 2.06 5.43 6.02 7.7 4.44 

HEMBA1001824 3.21 4.62 14.88 12.81 16.29 12.34 

HEMBA1001835 1.04 1.05 3.05 3.72 5.21 3.14 

HEMBA1001844 7.88 6.55 18.04 17.77 21.36 13.19 

HEMBA1001847 0.93 1.8 5.21 1.96 5.18 3.06 

HEMBA1001849 2.32 2.77 7.58 6.65 8.19 7.62 

HEMBA1001850 2.51 2.71 8.43 8.76 8.88 7.89 

HEMBA1001861 0.95 2.04 1.73 2.64 3.93 2.01 

HEMBA1001862 138.58 133.42 191.61 266.65 221.43 227.58 

HEMBA1001864 1.31 1.16 2.44 4.79 2.88 2.59 

HEMBA1001866 1.49 2.39 7.45 7.67 7.07 4.61 

HEMBA1001869 7.55 6.84 10.82 10.31 7.69 9.02 

HEMBA1001871 29.48 30.98 54.77 63.07 62.43 66.59 * 

HEMBA1001876 0.96 1.27 4.42 2.08 4.57 2.26 

HEMBA1001878 2.23 3.34 5.7 6.83 8.18 5.5 

HEMBA1001879 1.89 2.57 5.58 5.99 7.24 5.72 

HEMBA1001884 6.21 6.49 17.14 11.31 12.71 10.87 

HEMBA1001886 2.12 -2.21 4.33 4.57 5.67 4.23 
HEMBA1001888 2 2.12 6.6 7.41 10.17 9.46 * + 

HEMBA1001890 4.03 3.67 7.6 6.8 7.01 4.4 

HEMBA1001896 1.34 1.61 2.62 2.27 4.12 3.01 

HEMBA1001899 33.43 39.48 61.77 106.52 41.01 101.91 

HEMBA1001904 76.64 122.45 233.99 299.33 174.47 322.82 

HEMBA1001910 1.4 1.93 3.23 2.53 6.35 2.97 

HEMBA1001911 8.36 8.75 10.86 21.15 16.9 13.23 * 

HEMBA1001912 8.92 7.97 33.97 57 51.9 48.59 * - 

HEMBA1001913 4.89 6.19 17.29 18.56 14.16 16.85 

HEMBA1001915 1.35 2.61 4.49 3.3 5.63 2.46 

HEMBA1001918 15.23 13.29 21.07 17.07 14.31 12.13 
HEMBA1001921 4 3.5 4.38 5.2 5.35 4.86 * + 

HEMBA1001931 1.19 1.95 2.53 2.14 5.17 2.19 

HEMBA1001939 1.92 1.77 4.72 1.97 5.21 2.57 

HEMBA1001940 2.61 2.99 7.34 3.51 5.86 3.24 

HEMBA1001942 1.18 1.88 3.71 2.33 5.14 1.56 

HEMBA1001944 4.35 5.83 42.16 51.42 66.43 59.75 * 

HEMBA1001945 0.98 .2.3 2.95 2.98 3.4 2.21 

HEMBA1001950 2.56 2.84 7.87 5.72 5.23 3.68 

HEMBA1001951 10.37 11.26 15.33 24.16 18.26 22.94 * 

HEMBA1001958 1.04 1,28 2.58 3.1 4.83 2.54 

HEMBA1001960 6.87 6.28 13.93 10.02 12.99 12.47 
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HEMBA1001962 1.01 
HEMBA1001964 1.39 
HEMBA1001967 6.06 
HEMBA1001979 0.7 
HEMBA1001987 1.96 
HEMBA1001991 1.61 
HEMBA1002003 4.86 
HEMBA1 002005 2.62 
HEME A 1002008 2.64 
HEMBA1002018 1.86 
HEMBA1002022 0.52 
HEMBA1002029 43.82 
HEMBA 1002030 2.23 
HEMBA 1002035 1.69 
HEMBA1002037 4.47 
HEMBA1002038 4.12 
HEMBA 1002039 2.46 
HEMBA1002042 5.52 
HEMBA1002043 3.81 
HEMBA1002048 2.76 
HEMBA1002049 1.72 
HEMBA1 002053 7.33 
HEMBA1 002055 9.81 
HEMBA1002056 2.24 
HEMBA 1002061 2.24 
HEMBA1002080 46.55 
HEMBA1002084 0.71 
HEMBA1002085 0.97 
HEMBA 1002092 1.79 
HEMBA1002098 1.51 
HEMBA1002100 9.07 
HEMBA1002101 18.26 
HEMBA1002102 2.65 
HEMBA1002105 6.79 
HEMBA1002107 57.97 
HEMBA1002113 6.77 
HEMBA1002119 3.85 
HEMBA1002125 7.03 
HEMBA1002131 9.71 
HEMBA1002133 3.67 
HEMBA1002139 0.75 
HEMBA1002141 1.67 
HEMBA 1002 144 2.33 
HEMBA 1002 147 8.84 
HEMBA1002150 38.34 
HEMBA1002151 3.76 
HEMBA1002153 0.57 
HEMBA1002156 0.8 
HEMBA1002160 2.16 
HEMBA1002161 2.13 
HEMBA1002162 2.65 
HEMBA1002163 12.02 



1.08 4.19 1.58 4.24 1.67 
3.45 4.13 2.54 4.45 3.39 
5.65 9.33 14.45 10.5 13.18 * 
2.67 3.31 2.04 3.46 2.4 
3.92 7.99 6.19 8.35 7.22 
3.59 9.06 5.06 8.7 7.44 

4.71 14.56 15.86 16.03 22.9 
3.39 7.82 4.16 7.48 4.76 
3.51 7.78 6.07 10.15 6.37 
2.37 4.23 3.32 5.47 3.87 
2.3 2.5 2.83 3.53 2.82 
40.22 73.75 89.27 96.12 122.81 
2.88 4.32 3.88 4.26 4.67 

1.75 3.82 5.43 5.14 3.75 

4.34 6.69 4.5 6.47 7.94 
3.13 7.74 6.36 8.8 5.42 
3.43 7.03 6.74 8.99 6.37 

5.55 9.8 10.55 13.01 9.94 
3.79 11.3:2 12.53 12.64 13.95 
2.31 3.81 2.03 4.32 3.44 

2.35 5.55 4.43 5.2 5.2 
6.91 14.52 11.09 15.25 13.63 

8.76 10.65 18.44 13.58 17.78 * 
2.62 4.26 5.46 8.06 5.67 * 

2.51 4.58 4.17 5.34 4.58 
49.5 54.6 91.78 122.41 83.23 * 

1.43 2.36 3.25 3.66 2.64 * 
1.47 2.87 3.45 4.52 3.74 * 

1.56 3.94 4.01 5.53 4.15 
1.82 4.12 3.2 5.11 2.83 
8.18 22.37 25.95 23.04 29.67 
17.64 27.49 23.44 27.16 23.74 
1.98 5.99 4.58 7.06 6.99 
6.2 22.13 24.47 40.8 25.31 
37.86 84.35 155.21 136.27 136.87 
4.75 17.24 12.05 12.83 14.78 
3.28 24.05 24.29 30.66 27.04 

6.73 10.43 11.38 7.34 11.85 

9.72 20.58 14.97 19.12 13.71 

3.52 6.32 6.97 9.51 9.46 * 
1.07 3.35 1.52 4.37 1.47 

1.36 3.23 2.99 3.92 2.14 

2.44 6.11 5.28 5.68 6.57 
9.55 17.93 36.22 21.92 21.88 
38.68 51.42 19.74 26.62 15.85 
3.36 9.95 11.15 14.23 9.84 

1.74 3.36 3.39 5.64 2.96 
1.74 2.33 1.94 4.28 1.26 
3.17 5.7 6.08 7.26 6.18 
2.9 6.99 13.53 11.79 9.76 * 
2.17 7.76 5.61 6.27 7.81 
12.04 19.93 34.48 19.96 27.11 
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HEMBA1002164 6.58 10.55 59.92 71.46 78.61 67.82 

HEMBA1002166 21.88 18.32 39.58 57.35 49.05 46.09 * 

HEMBA1002167 0.89 2.89 3.89 4.96 5.45 3.98 

HEMBA1002173 3.24 3.83 6.22 7.97 7.11 6.28 

HEMBA1002177 1.31 1.78 3.31 5.68 4.97 2.98 

HEMBA1002178 6.91 10.17 14.77 23.33 23.58 17.49 * 

HEMBA1002179 53.56 46.86 94.4 58.33 85.22 54.47 

HEMBA1002185 2.75 4.07 13.4 11.73 16.23 14.56 

HEMBA1002188 5.76 7.57 10.27 11.86 12.9 9.8 

HEMBA1002189 1.98 2.85 4.96 5.23 4.63 4.71 

HEMBA1002191 0.67 2.16 4.96 3.47 5.44 2.81 

HEMBAI002192 2.98 2.83 4.91 7.53 8.35 4.57 

HEMBA1002195 2.96 3.27 6.6 10.35 10.11 7.27 * 

HEMBA1002196 3.34 4.33 8.55 8.62 8.85 8.39 

HEMBA1002199 1.33 1.86 4.9 4.62 5.71 3.52 

HEMBA1002204 1.31 1.97 4.08 5.48 11.37 3.73 

HEMBA1002208 24.58 26.61 45.85 49.77 25.48 39.6 

HEMBA10O2212 3.73 5.95 9.01 8.9 11.85 17.18 

HEMBA1002215 1.95 2.63 4.27 5.1 3.54 3.78 

HEMBA1002217 15.61 16.71 59.91 78.46 82.88 80.94 * 

HEMBA1002220 1.11 2.07 4.1 3.58 3.39 2.33 

HEMBA1002226 2.17 3.13 9.18 10.47 12.61 9.58 

HEMBA1002227 39.9 47.13 92.5 109.42 65.74 71.79 

HEMBA1O02229 4.5 4.77 13.39 11.16 13.55 12.49 

HEMBA1002237 1.73 3.22 4.08 3.71 5.64 3.41 

HEMBA1002239 9.36 13.83 72.18 100.62 1093 113.84 

HEMBA1002241 7 7.54 38.36 64.27 68.93 68.72 ** 

HEMBA1002253 1.11 2.44 3.33 2.3 4.42 2.68 

HEMBA1002257 1.83 2.65 4.11 3.18 3.6 1.74 

HEMBA1002259 1.12 2.17 2.69 3.12 3.6 2.67 

HEMBA1002262 6.95 7.37 19.16 14.43 14.78 17.04 

HEMBA1002265 1.35 1.63 3/7 3.75 6.23 2.43 
HEMBA1002267 16.87 20.81 22.76 32.99 16.96 27.5 

HEMBA1002270 3.73 4.79 7.49 8.18 13.43 8.7 

HEMBA1 002286 1.03 1.86 5.42 2.85 5.53 0.98 

HEMBA1002290 4.73 3.7 7.52 5.16 8.88 4.38 

HEMBA1002302 6.12 9.63 45.04 45.66 49.69 45.23 

HEMBA1002304 3.28 3.42 6.83 5.57 6.97 4.34 

HEMBA1002307 45.71 53.69 92.31 71.87 55.79 61.03 

HEMBA1002316 2.16 3.29 4.63 3.04 5.32 2.41 

HEMBA1002319 1.97 2.96 4.46 8.32 9.58 8 ** 

HEMBA1002320 1.99 1.76 3.22 2.51 4.45 1.76 

HEMBA1002321 1.22 2.04 2.&4 2.71 4.44 2.77 

HEMBA1002328 2.44 3.04 4.89 2.43 5.73 2.94 

HEMBA1002333 3.88 4.27 7.14 7.37 10.84 7.5 

HEMBA1002337 3.02 3.62 5.5 5.98 7.49 7.48 * 
HEMBA1002339 15.86 13.92 111.66 135.44 169.95 156.76 

HEMBA1002341 0.8 2.08 3.22 2.71 4.34 2.35 

HEMBA1002348 2.84 2.78. 7.14 3.69 6.73 4.49 

HEMBA1002349 1.28 1.44 3.59 2.24 4.64 2.59 

HEMBA1002353 1.83 3.04 4.03 4.61 7.72 5.68 

HEMBA1002356 6.05 6.96 17.53 14.27 16.02 16.1 
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HEMBA1002357 114.85 156.08 306.32 300.67 286.5 328.19 
HEMBA1002360 7.18 8.32 8.29 14.57 14.46 13.78 ** 
HEMBA1002363 2.79 3.35 4.84 7.02 8.02 8.72 ** 
HEMBA1002365 1.7 2.7 2.7 1.63 3.12 2.67 
HEMBA1002370 1.43 1.78 2.37 1.53 4.2 1.9 
HEMBA1 002374 4.55 4.53 7.79 8.33 10.27 9.11 * + 
HEMBA1002376 46.59 33.18 118.8 101.1 189.18 114.36 
HEMBA1002377 18.02 20.98 25.61 32.58 34.44 32.19 ** 
HEMBA1002380 5.68 6.36 16.28 17.43 21.85 18.83 
HEMBA1002381 1.52 1.8 4.16 4.12 7.16 4.94 
HEMBA1002384 1.79 3.09 3.69 5.67 4.27 5.71 * + 
HEMBA1002389 1.93 2.93 2.88 3.63 5.31 4.7 * + 
HEMBA1O02396 21.16 20.01 36.93 14.29 14.94 19.1 
HEMBA1002402 125.09 124.52 163.42 100.85 107.79 164.62 
HEMBA1002417 1.41 1.07 4.27 2.17 3.19 2.6 
HEMBA1002419 1.42 2.38 3.8 1.81 4.59 2.41 
HEMBAI002420 9.55 11.97 14.11 16.34 18.28 16.16 * 
HEMBA1002421 7.47 10.35 12.5 8.97 10.24 9-6 
HEMBA1002423 2.89 1.3 4.28 3.35 4.29 3.82 
HEMBA1002424 11.91 10.05 25.13 9.11 9.2 10.43 
HEMBA1002426 3.42 3.69 5.56 7.57 8.24 5.6 * + 
HEMBA1002430 0.39 1.41 2.51 1.7 4.19 2.85 
HEMBA1002439 1.59 1.94 4.17 2.69 4.46 6.8 
HEMBA1 002441 31.85 29.77 27.79 48.74 52.7 34.64 
HEMBA1002454 0.62 1.48 2.27 1.76 2.43 1.55 
HEMBA1002458 3.17 5 8.09 10.24 10.55 11.71 * + 
HEMBA1002460 2.14 1.59 3.89 5.16 4.63 5.01 * + 
HEMBA1 002462 5.18 3.83 9.52 11.92 9,29 8.58 
HEMBA1002465 0.93 1.96 2.26 1.46 3.13 1.27 
HEMBA1 002469 6.88 7.27 45.87 49.02 75.59 67.74 * 
HEMBA1002475 1.54 2.35 8.01 4.88 7.87 7.66 
HEMBA1002477 1.75 1.59 5.25 3.19 6.99 3.55 
HEMBA1002480 4.46 3.98 8.49 8.76 13 10.54 
HEMBA1002481 1.9 2.02 4.22 2.71 6.25 4.7 
HEMBA1002486 3.62 3.98 10.08 9.98 8.04 9.75 
HEMBA1002490 2.02 3.08 5.7 8.76 9.64 7.65 * + 
HEMBA1002495 2.37 2.29 3.78 3.92 4.79 4.08 
HEMBA1002498 0.95 2.14 2.97 1.83 5.09 2.14 
HEMBA1002501 2.96 4.73 14.13 19.98 23.55 . 17.54 * 
HEMBA1002503 1.7 2.52 5.11 4.68 7.06 2.97 
HEMBA1002504 1.95 2.19 5.99 '6.68 7.09 4.65 
HEMBA1 002508 1.48 2.59 5.99 7.8 7.47 5.65 
HEMBA1002513 1.31 1.7 4.85 3.91 7.67 3.02 
HEMBA1002515 1.17 1.82 3.04 2.67 5.1 2.89 
HEMBA1002524 1.67 2.09 2.53 4.44 4.49 3.82 ** + 
HEMBA1 002538 4.68 4.14 7.39 9.31 8.91 7.86 * + 
HEMBA1002542 3.31 3.27 6.77 10.11 9.3 7.74 * + 
HEMBA1002544 1.42 2.24 3.33 2.69 6.59 3.24 
HEMBA1002546 31.01 31.64 56.69 95.52 83.15 72.77 * 
HEMBA1002547 3.13 3.22 8.44 20.11 20.37 17.21 ** 
HEMBA1002550 5.46 3.86 10.87 10.85 11.2 10.23 
HEMBA1002551 2.15 3.09 5.8 3.7 5.08 3.08 
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EP1 130 094 A2 



HEMBA1002552 2.21 2.06 8.39 5.66 6.55 5.68 

HEMBA1002555 1.54 1.78 4.56 2.27 4.4 2.97 

HEMBA1002558 2.74 3.26 7.02 8.08 7.47 8.27 

HEMBAI002561 1.01 1.58 5.26 4.42 5.08 3.87 

HEMBA1002562 0.59 0.83 2.34 3.29 3.29 2,36 

HEMBA1002568 1.71 1.16 3.09 3.06 3.26 3.6 

HEMBA1002569 3.8 4.67 10.32 7.29 8.59 5.14 

HEMBA1002570 5.22 4.72 9.84 6.07 10.29 12.99 

HEMBA1002574 24.62 22.75 26.01 44.47 30.74 40.85 

HEMBA 1002583 4.07 4.52 8.07 6.64 6.43 8.47 

HEMBA1002587 9.78 10.9 19.23 24.67 18.08 20.4 

HEMBA1002590 2.51 2.58 7.47 5.35 5.6 4.05 

HEMBA1002592 2.51 3.03 6.4 6.34 7.84 5.1 

HEMBA1002595 1.66 2.13 3.1 4.12 4.25 2.68 

HEMBA1002609 4.47 6.27 51 68.51 85.44 66.33 * 

HEMBA1002617 6.31 4.76 7.99 7.25 6.84 6.48 

HEMBA1002619 3.33 4.8 5.99 7.86 6.14 7.27 

HEMBA1002621 1.21 2.94 3.09 3.24 4.17 2.03 

HEMBA1002624 4.6 5.19 19.48 22.04 24.39 26.87 * 

HEMBA1002628 3.37 3.64 6.41 6.08 6.11 4.1 

HEMBA1002629 2.71 2.24 4.66 3.77 7.98 4.48 

HEMBA1002632 1.39 2.23 5.16 4.29 5.49 4.58 

HEMBA1002645 1.77 1.98 6.43 4.68 6.91 5.37 

HEMBA1002651 1.87 2.73 4.73 4.68 4:83 3.74 

HEMBA1002652 3.38 5.27 6.2 L 6.09 8.66 7.92 

HEMBA1002659 2.84 3.86 4.8 6.32 8.18 9.6 * 
HEMBA1002661 3 2.71 6.19 4.41 6.93 4.93 

HEMBA1002666 1.74 2.47 4.21 2.95 4.25 1.41 

HEMBA1002667 1.39 2.25 3.91 2.79 5.24 1.94 ' 

HEMBA1002673 16.08 19.36 30.31 32.54 35.18 29.96 

HEMBA1002678 2.11 2.33 7.44 5.39 5.98 4.22 

HEMBA1002679 1.23 2.33 5.25 3.7 7.48 3.81 

HEMBA1002688 1.74 2.98 8.3 8.33 11.41 7.86 

HEMBA1002696 1.7 2.79 2.92 3.48 6.13 3.32 

HEMBA1002703 2.95^ 3.88 10.15 8.35 9.73 9.21 

HEMBA1002706 4.97 4.24 8.99 5.07 7.16 5.54 

HEMBA1002712 2.39 3.94 8.67 8.4 10.9 10.57 

HEMBA1002715 7.92 9.81 49.65 79.65 93.63 79.61 

HEMBA1002716 3.93 4.26 5.53 4.63 5.02 4.53 

HEMBA1002718 11.79 12.87 17.77 24.16 18.07 24.3 

HEMBA1002728 2.37 3.1 5.01 5.52 5.94 4.42 

HEMBA1002730 1.13 2.48 5.86 3.71 6.19 4.61 

HEMBA1002734 2.89 3.54 8.82 8.6 10.7 10.59 

HEMBA1002742 1.94 2.06 3.96 1.86 4.27 2.74 

HEMBA1002746 1.2 2.86 4.61 2.83 4.43 2.94 

HEMBA1002748 2.19 1.75 4.01 5.36, 5.98 3.92 

HEMBA1002750 1.99 2.46 3*5 6.74 6.39 6.27 ** 

HEMBA1002755 1.85 3.1 5.31 5.96 6.62 5.16 

HEMBA1002759 1.93 3.12 7.98 4.65 7.92 7.08 

HEMBA1002763 9.62 12.05 74.52 68.84 88.82 77.22 

HEMBA1002767 4.48 5.85 5.8 8.88 6 6.13 

HEMBA1002768 2.99 3.76 6.2 3.46 8.3 3.04 
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EP1 130 094 A2 

HEMBA1002769 1.47 2.35 2.82 3.46 5.21 3.49 
HEMBA1002770 5.89 5.83 12.41 14.24 22.53 15.53 * 
HEMBA1002777 1.6 1,9 2.58 2.29 4.74 3.76 
HEMBA1002779 10.92 7.6 16 17.39 19.81 19.36 * 
HEMBA10Q2780 2.6 2.77 6.82 6.43 6.89 6.35 
HEMBA1002790 3.14 2.52 10.6 7.26 8.67 9.25 
HEMBA1002794 1.52 2.28 5.49 3.68 6.8 4.45 
HEMBA1002798 1.33 1.59 3.61 2.77 5.12 4 
HEMBA1002801 2.13 2.25 3.64 3.12 6.93 5.24 
HEMBA1002810 4.56 3.99 7.85 10.27 17.31 1 1.1 * 
HEMBA1002816 2.24 1.97 2.88 5.34 5.05 4.8 ** 
HEMBA1002818 24.6 23.26 95.11 130.84 121.74 135.78 
HEMBA1 002820 1.95 2.63 6.41 6.96 6.99 6.04 
HEMBA1002826 1.96 1.48 2.99 3.21 4.84 3.59 
HEMBA1002833 8.71 7.46 19.84 20.18 21.16 20.04 
HEMBA1002850 1.16 1.94 3.67 3.87 4.96 5.11 * 
HEMBA10O2862 9.06 9.31 17.9 20.11 25.3 13.43 
HEMBA10O2863 2.47 2.93 5.23 6.16 8.44 6.52 * 
HEMBA1002867 1.51 1.17 2.4 2.3 3.28 1.87 
HEMBA1002876 3.9 3.54 5.48 5.61 5.78 6.48 
HEMBA1002886 1.28 1.56 2.45 1.83 3.13 2.71 
HEMBA1002896 5.82 3.82 9.33 7.22 11.23 8.51 
HEMBA1002913 2.37 2.22 4.56 4.19 4.28 3.11 
HEMBA1002921 0.97 0.81 2.36 1.82 2.41 1.41 
HEMBA1002924 1.07 1.2 2.86 2.11 4.41 3.27 
HEMBA1002934 6.01 5.17 10.48 9.93 15.27 13.16 
HEMBA1002935 4.27 2.55 6.59 7.1 5.34 7.14 
HEMBA1002937 4.61 5.71 9.4 10.82 8.36 7.36 
HEMBA1002939 2.21 2.92 5.39 5.51 5.7 3.26 
HEMBA1002944 1.45 1.97 4.66 3.1 5.68 3.21 
HEMBA1002951 5.88 7.88 10.99 6.04 12.17 5.67 
HEMBA1002954 2.4 4.57 6.12 6.09 7.78 4.78 
HEMBA1002962 3.93 6.02 9.14 13.42 15.92 12.44 * 
HEMBA1002968 1.22 1.71 4.32 5.34 4.07 5.3 
HEMBA1002970 1.13 1.13 3.14 2.5 3.72 3.13 
HEMBA1002971 0.96 2.02 2.75 2.02 3.71 2.43 
HEMBA 1002973 1.68 3.36 7.84 6.19 10.81 6.31 
HEMBA1002978 2.09 3.81 4.35 5.49 5.3 4.22 
HEMBA1002981 1.82 2.51 4.01 9.33 7.48 6.53 ** 
HEMBA1002985 0.83 1.92 4.91 4.74 5.59 4.13 
HEMBA1002986 2.72 4.88 6.67 14.7 14.62 13 ** 
HEMBA1002988 1.77 2.36 4.25 4.2 5.67 3.46 
HEMBA1002992 8.73 11.38 68-65 83.81 96.4 94.02 * 
HEMBA1002995 6.13 6.97 11.94 8.64 11.47 14.09 
HEMBA1002997 5.77 6.33 9.6 12.88 10.65 8.75 
HEMBA1002999 1.36 2.77 2.84 2.48 3.92 3.31 
HEMBA1OO30O4 0.78 1.39 1.96 1.86 3.32 1.37 
HEMBA1003006 2.03 1.84 4.26 5.44 8.08 5.87 * 
HEMBA1003008 1.58 1.26 2.83 3.4 5.4 2.28 
HEMBA1003021 1.72 2.09 5.98 8.49 8.58 6.67 * 
HEMBA1003027 1.79 1.73 4.47 2.11 6.17 3.72 
HEMBA1003029 16.39 17.36 46.06 37.07 42.91 45.58 
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EP1 130 094 A2 



HEMBA1003031 33.04 32.41 50.08 48.18 24.56 40.3 

HEMBA1003032 3.42 6.52 7.98 8.81 6.53 9.45 

HEMBA1003033 2.36 4.11 6.85 7.85 8.94 9 * 

HEMBA1003034 2.43 3.17 7.63 8.24 7.47 8.23 

HEMBA1003035 1.24 2 2.59 2.88 3.46 1.93 

HEMBA1003037 1.74 2.09 6.21 4.13 7.36 3.43 

HEMBA1003041 3.4 4.14 8.51 10.28 10.48 9 

HEMBA1003046 11.44 11.53 28.31 33.77 21.19 36.32 

HEMBA1003047 2.02 2.35 5.11 4.57 5.41 4.03 

HEMBA1003048 1.8 2.96 3.76 7.97 7.47 9.3 ** 

HEMBA1003064 3.7 4.12 15.74 15.78 25.09 19.36 

HEMBA1003067 1.92 2.31 7.09 4.56 7.96 3.23 

HEMBA1003071 5.24 5 8.74 11.32 10.02 8.7 

HEMBA1003072 2.81 3.22 5.7 4.43 3.65 5.17 

HEMBA1003076 20.6 21.34 31.5 41.86 28.3 32.74 

HEMBA1003077 1.41 1.58 4.37 1.68 4.03 2.27 

HEMBA1003078 2.02 1.92 2.4 3.14 4.9 3.38 * 

HEMBA1003079 2.72 2.66 6.42 5.88 7.13 4.48 

HEMBA1003083 1.56 2.11 3.94 4.42 6.23 4.59 

HEMBA1003086 2.5 2.72 5.27 4.09 5.78 4.68 

HEMBA1003090 5.14 4.79 13.3 11.57 12.88 12.73 

HEMBA1003094 0.82 1.67 2.94 2.51 3.22 2.14 

HEMBA1003096 8.6 8.76 15.55 10.1 13.7 10.97 

HEMBA1003098 3.88 5.66 7.38 9.42 7.11 8.4 

HEMBA10031O1 4.73 5.48 7.29 9.04 6.59 6.36 

HEMBA1003109 2.88 3.42 4.72 5.73 6.93 7.22 * 

HEMBA1003114 2.87 4.67 5.67 6.47 7.94 5.69 

HEMBA1003117 2.1 3.41 4.4 3.36 4.99 2.44 

HEMBA1003120 3.02 2.65 5.55 3.23 7.38 4.29 

HEMBA1003129 2.47 2.6 6.66 10.28 6.19 7.28 

HEMBA1003133 2.05 4.74 7.61 7.74 7.59 5.59 

HEMBA1003136 2.64 3.59 5.25 5.37 5.88 4.49 

HEMBA1003142 2.01 2.27 6.15 6.62 6.35 5.34 

HEMBA1003148 1.3 1.4 2.82 1.49 4.26 1.6 

HEMBA1003151 1.91 2.08 4.23 2.9 5.34 4.24 

HEMBA1003152 3.27 1.98 5.84 4.74 5.71 2.58 

HEMBA1003157 1.23 1.88 2.58 4.2 5.38 3.21 * 

HEMBA1003166 6.14 6.06 14.06 22.98 18.03 21.74 ; 

HEMBA1003171 1.3 2.28 2,23 2.62 3.09 2.53 

HEMBA1003175 1.54 2.63 4.2 3.54 4.52 4.11 

HEMBA1003179 4.66 5.95 37.4 36.91 43.86 45.13 

HEMBA1003186 2.58 3.17 7.13 6.71 6.71 5.78 

HEMBA1003196 3.04 3.79 7.33 6.95 8.31 5.18 

HEMBA1003197 0.46 1.51 2.86 1.85 3.97 1.09 

HEMBA1003199 1.26 1 2.32 1.66 3.22 2.47 

HEMBA1003202 2.86 3.49 5.69 9.44 10.48 11.14 * : 

HEMBA1003204 1.67 2.46 3.35 4.99 4.72 4.81 ** 

HEMBA1003210 6.48 7.36 11.66 12.02 12.1 14.78 

HEMBA1003212 1.4 2.87 5.52 7.58 8 5.7 

HEMBA1003218 1.2 1.26 1.71 1.24 4.35 1.36 
HEMBA1003220 34.65 32.6 73.43 78.35 79.82 83.89 

HEMBA1003222 2.37 3.03 3.41 3.04 6.13 4.29 



684 



EP 1 130 094 A2 



HEMBA1003225 1.95 2.07 3.34 1.59 3.45 2.05 

HEMBA1003229 2.37 1.91 2.4 5.62 5.1 4.9 ** + 

HEMBA1003230 7.83 7.14 12.08 11.08 11.44 10.09 

5 HEMBA1003235 0.91 1.33 4.32 4.98 5.25 5.44 * + 

HEMBA1003236 5.54 5.43 10.62 11.5 15.4 13.97 * + 

HEMBA1003250 1.41 1.4 2.68 1.76 2.98 2.42 

HEMBA1003252 4.96 7.17 16.59 17.06 18.68 14.37 

HEMBA1003257 2.7 3.33 7.33 8.25 8.83 6.78 

10 HEMBA1003268 0.95 0.44 1.92 1.92 3.36 1.81 

HEMBA1003273 1.4 1.38 2.96 2.5 3.37 5.1 

HEMBA1003276 1.13 1.99 3.18 4.21 4.42 3.98 * + 

HEMBA10O3277 0.95 0.83 1.85 0.56 1.63 1.34 

15 HEMBA1003278 1.07 1.18 3.49 1 4.56 2.32 

HEMBA1003280 2.37 2.6 4.59 3.08 4.91 4.2 

HEMBA1003281 1.83 1.29 3.53 1.79 3.85 2.48 

HEMBA1003284 1.24 1.91 3.43 3.03 5.05 3.32 

HEMBA1003286 7.75 6.73 34.23 45.25 71.61 51.97 * + 

20 HEMBA1003291 1.65 1.91 4.84 3.21 3.32 3.25 

HEMBA1003294 1.89 3.5 7.47 4.86 5.7 5.62 

HEMBA1003296 4.74 8.32 46.61 63.82 70.23 54.45 * + 

HEMBA1 003304 0.77 1.44 2.88 2.91 5.37 1.87 

HEMBA1003306 4.37 6.3 10.23 15.7 17.76 11.56 * + 

25 HEMBA1003309 0.91 1.9 2.85 2.87 4 2.3 

HEMBA1003314 1.43 2.26 3.82 4.48 3.52 4.02 

HEMBA1003315 6.37 4.38 10.14 15.2 16.23 17.88 ** + 

HEMBA1003322 4.81 5.92 10.9 8.46 10.83 8.07 

HEMBA1003326 1.94 3.97 5.55 2.93 7.4 3.68 

30 HEMBA1003327 0.81 1.61 3.63 2.36 4.3 2.28 

HEMBA1003328 0.76 2.43 5.33 4.25 5.51 5.06 

HEMBA1003330 2.27 2.81 4.84 4.66 5.83 6.94 

HEMBA1003348 3.22 2.45 11.3 11.28 13.98 16.37 

HEMBA10O3369 2.39 2.6 7 9.64 8.65 5.33 

35 HEMBA10O337O 3.14 3.6 8.85 12.54 10.83 13.98 * + 

HEMBA10O3373 1.12 1.3 3.4 2.14 5.05 2.94 

HEMBA1003376 3.75 2.83 7.71 9.83 12.46 10.39 * + 

HEMBA1003380 1.12 2.3 3.63 2.25 3.9 2.57 

HEMBA1003384 0.98 1.71 2.91 2.11 4.78 2.14 

40 HEMBA1003387 1.3 1.24 2.14 1.83 3.24 1.98 

HEMBA1003392 2.51 2.28 3.43 5.21 5.91 4.44 * + 

HEMBA1003395 1.02 1.45 2.84 4.06 4.29 2.18 

HEMB A 1003399 1.03 1.4 3.27 3.21 3.26 2.19 

45 HEMBA1003400 1.36 2.22 4.64 3.23 7.19 5.22 

HEMBA1003402 1.62 1.74 3.29 2.32 4.22 2.59 

HEMBA1003403 7.13 9.32 50.9 66.1 66.81 77.49 * + 

HEMBA1003408 3.68 4.5 7.27 6.02 5.77 7.71 

HEMBA1003412 5.08 6.79 8.35 10.96 8.79 9.75 

so HEMBA1003417 5.71 6.5 10.15 8.18 8.86 7.36 

HEMBA10O3418 4.01 5.12 6.53 7.37 11.45 9.3 * + 

HEMBA1003420 16.29 17.91 35.46 33.32 34.37 32.89 

HEMBA1003425 0.76 1.65 3.06 2.33 3.58 2.21 

HEMBA1003433 1.4 2.43 3.34 4.88 4.54 4.09" * + 

55 HEMBA1003440 11.39 12.08 19.86 24.13 13.99 24.26 
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HEMBA1003442 4.37 4.67 4.94 3.54 6.73 5.96 

HEMBA1003447 7.55 9.08 49.72 65.4 1 63.46 65.15 * 

HEMBA1003453 21.03 22.03 42.15 27.85 29.02 27.64 

HEMBA1003461 1.5 2.13 3.49 2.6 3.63 2.2 

HEMBA1003463 2.82 3.68 6.02 5.97 3.84 6.41 

HEMBA1 003465 1.77 2.21 6.31 4.75 5.02 3.82 

HEMBA1003480 2.58 3.91 8.62 9.63 9.6 9.42 

HEMBA1003485 7.06 4.84 5.29 6.13 7.26 5.52 

HEMBA1003487 1.8 1.85 3.4 7.12 6.39 6.79 ** 

HEMBA1003492 1.42 1.95 4.11 2.41 5.87 2.1 

HEMBA1003494 9.36 8.61 12.16 18.24 18.69 17.83 *• 

HEMBA1003497 2.19 2.16 3.29 3.35 6.06 2.97 

HEMBA1003503 0.98 1.74 3.37 5.04 3.18 2.13 

HEMBA1003511 0.99 2.19 3.7 2.3 4.42 2.5 

HEMBA1003528 3.33 4 6.51 5.77 5.04 4.46 

HEMBA1003530 1.33 0.85 3.62 1.97 3.15 2.45 

HEMBA1003531 1.14 1.72 5.39 4.74 7.24 4.51 

HEMBA1003532 12.97 14.66 34.3 28.69 25.31 31.26 

HEMBA1003538 2.54 2.4 17.88 14.54 21.58 16.83 

HEMBA1003545 0.68 2.08 3.17 1.85 3.6 2.17 

HEMBA1003546 1.27 2.03 1.68 1.98 2.15 2.42 

HEMBA1003548 1.4 3.18 3.6 1.41 4.15 2.23 

HEMBA1003553 31.29 31.45 47.99 54.36 41.34 45.65 

HEMBA1003555 1.39 2.73 4.81 3.53 4.48 5.19 

HEMBA1003556 1.24 1.76 2.96 3.14 5.75 3.31 

HEMBA1003560 1.89 2.66 7.87 10.08 13.24 9.9 * 

HEMBA1003565 54.27 66.88 96.28 121.29 139.88 148.68 

HEMBA1003568 1.86 2.27 3.24 2.36 7.41 2.78 

HEMBA1003569 2.93 2.61 2.96 5.07 3.95 4.53 ** 

HEMBA1003571 3.53 2.33 3.8 5.19 5.3 5.83 * h 

HEMBA1003579 3.51 4.29 4.83 3.79 5.68 5.91 

HEMBA1003580 3.82 4.09 4.96 3.11 4.41 3.53 

HEMBA1O03581 0.82 2.62 2.07 1.63 3.19 2.4 

HEMBA1003591 10.8 11.44 30.24 33.74 35.7 36.88 * 

HEMBA1003595 0.93 1.16 2.46 2.98 4.02 2.01 

HEMBA1003597 3.15 3.18 8.74 10.82 11.39 11.59 * 

HEMBA1003598 0.58 0.93 1.33 2.62 1.83 1.61 * 

HEMBA1003600 3.71 4.19 13.35 14.77 13.86 16.69 

HEMBA1003602 2.84 2.64 4.89 5.89 6.97 9.14 * 

HEMBA1003604 2.3 3.35 5.67 6.63 8.29 8.16 * 

HEMBA1003610 2.33 3.2 4.48 6.12 5.64 6.81 * 

HEMBA1003615 1.76 2.61 5.23 4.95 5.21 4.96 

HEMBA1003617 3.59 3.54 8.59 6.92 11.37 8.5 

HEMBA1 003620 5.76 6.01 4.98 13.48 17.69 12.58 ** 

HEMBA1003621 1.6 1.66 3.19 4.52 5.42 5.08 ** 

HEMBA1003622 0.96 0.69 1.38 1.47 3.17 2.25 

HEMBA1003630 0.78 1.02 1.95 1.68 2.97 1.55 

HEMBA1003637 0.66 1.93 2.59 2.11 3.11 2.63 

HEMBA1003640 2.33 2.1 5.27 4.16 5.68 5.5 

HEMBA1003645 1.12 1.2 4.41 2.3 3.82 3.06 

HEMBA1003646 0.94 1.21 1.76 1.25 3.25 1.8 

HEMBA1003647 0.49 2.15 3.27 2.46 3.79 2.21 
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HEMBA1003656 3.32 3.77 6.96 17.01 10.45 13.78 * + 
HEMBA1003662 1.37 2.08 1.54 5.2 3.81 4.91 ** + 
HEMBA1003666 23.84 17.7 51.57 21.97 21.85 24.71 
HEMBA1003667 4.74 3.63 6.03 4.61 6.22 7.09 
HEMBA1003670 0.83 0.65 1.94 1.18 2.61 1.51 
HEMBA1003674 32.16 29.41 63.99 118.95 138.25 123.17 ** + 
HEMBA1003677 1.84- 2.06 4.28 2.32 5.31 3.78 
HEMBA1003679 1.2 1.68 3.72 2.22 6.19 3.23 
HEMBA1O03680 4.55 4.68 20.52 27.26 28.13 28.07 * + 



HEMBA1003684 


1.57 


1.9 


3.98 


4 3.65 - 


4.47 




HEMBA1003690 


6.22 


7.41 


8.65 


7.94 


9.93 


7.33 




HEMBA1003692 


2.41 


3.82 


7.23 


8 


8.28 


7.7 




HEMBA1O03702 


2.64 


3.82 


4.83 


7.11 


6.86 


6.07 * 


+ 


HEMBA1O03711 


1.06 


1.21 


3.39 


2.93 


3.88 


2.37 




HEMBA1003714 


1.31 


1.26 


2.13 


1.61 


2.45 


1.42 




HEMBA1003715 


1.46 


2.7 


6.58 


10.21 


9.15 


6.87 * 


+ 


HEMBA 10037 17 


1.91 


2.31 


3.91 


3.03 


3.66 


4.38 




HEMBA1003720 


0.81 


2.6 


5.07 


4.16 


4.16 


4.21 




HEMBA1003725 


0.83 


1.57 


2.47 


3.22 


4.91 


3.17 * 


+ 


HEMBA10O3728 


1.28 


2.48 


3.4 


2.65 


4.36 


2.72 




HEMBA1003729 


0.98 


2.35 


2.85 


3.6 


4.36 


3.52 * 


+ 


HEMBA1003732 


1.11 


1.52 


3.49 


3.01 


2.75 


1.88 




HEMBA1003733 


1.18 


1.9 


2.94 


3.7 


4.95 


3.92 * 


4- 


HEMBA 1003742 


5.15 


7.3 


5.95 


21.53 


22.58 


19.56 ! 




HEMBA1 003743 


1.37 


1.76 


3.21 


4.13 


4.36 


3.68 * 


+ 


HEMBA1003758 


3.26 


3.29 


11.72 


10.07 16.03 12.24 




HEMBA1003760 


0.82 


2.43 


3.09 


1.92 


4.19 


3.16 




HEMBA1003764 


0.88 


2.06 


4.9 


1.86 


4.36 


4.24 





HEMBA1003769 6.61 8.95 15.57 22.58 17.05 20.77 * + 

HEMBA1003773 2.16 3.5 4.48 5.8 6.7 5.98 * + 

HEMBA1003783 3.12 3.11 4.95 8.58 8.64 8.27 ** + 

HEMBA1003784 0.46 1.37 2.89 2.37 2.45 1.77 

55 HEMBA1003794 3.48 3.61 13.64 11.98 11.61 15.55 

HEMBA1003799 1.09 1.05 4.29 2.44 5.06 3.76 

HEMBA1003803 7.58 6.67 12.05 11.68 7.64 8.41 

HEMBA1003804 1.08 2.53 4.45 1.86 3.35 2.05 

HEMBA1O03805 6.41 7.87 10.45 15.74 7.09 11.93 

40 HEMBA1003807 1.52 1.53 3.21 2.71 6.32 2.37 

HEMBA1003810 1.72 3.29 6.06 5.98 4.85 4.55 

HEMBA1003827 2.71 4.55 12.08 13.28 10.48 15.35 

HEMBA1003836 3.42 4.84 10.27 11.16 12.81 9.96 

45 HEMBA1003838 16.58 16.15 31.32 34.24 33.25 35.46 

HEMBA1003843 4.6 6.54 7.01 13.61 6.48 11.42 

HEMBA1003846 19.54 21.94 61.32 72.86 70.58 83.4 * + 

HEMBA1003856 1.41 1.66 2.85 2.07 4.03 2.51 

HEMBA1003857 2.89 3.1 5.85 5.89 8.29 6.88 

so HEMBA1003864 1.56 2.61 4.04 3.32 4.03 2.75 

HEMBA1003866 0.89 0.75 2.21 1.66 2.23 0.73 

HEMBA1003868 10.92 10.88 18.59 13.26 7.59 15.72 

HEMBA1003879 0.95 1.33 3.16 3.49 4.42 3.09 

HEMBA1003880 1.81 2.35 2.78 3.53 4.78 2.3 

55 HEMBA1003884 10.97 11.37 39.03 54.69 62.46 57.8 * + 
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HEMBA1003885 4.59 4.82 7.14 9.19 632 8.41 
HEMBA1003887 3.58 4.93 7.7 8.65 7.93 8.18 
HEMBAIO03890 4.2 4.48 7.18 7.53 9.1 6.26 
HEMBA1003893 4.38 6.39 9.53 8.75 13.24 9.94 
HEMBA1003896 4.15 4.15 10.62 7.4 9.12 6.43 
HEMBA1003902 L39 3.78 5.09 4.91 6.42 5.1 
HEMBA1003904 0.87 2.16 2.46 2.82 4.32 2.11 
HEMBA1003908 1.18 1.3 2.89 2.12 5.25 1.43 
HEMBA1003926 14.46 12.2 39.79 45.5 34.97 55.56 
HEMBA1003937 2.75 3.31 5.38 4.3 6.85 4.57 
HEMBA1003939 2.43 2.48 6.56 8.3 13.32 8.04 
HEMBA1003940 2.45 3.08 5.01 4.29 6.22 5.55 
HEMBA1003941 1.4 2.26 2.48 3.37 4.57 4.42 * + 
HEMBA1003942 L63 2.88 3.13 2.01 3.85 2.22 
HEMBA1003945 12.57 13.75 22.75 20.99 14.77 19.74 
HEMBA1003949 1.4 1.9 3.53 3.29 6.22 4.14 
HEMBA1003950 3.46 4.86 6.49 14.69 17.53 13.02 ** 
HEMBA1003953 1.91 1.6 5.14 0.72 3.97 1.44 
HEMBAI003958 5.16 3.6 7.47 7.54 9.45 6.64 
HEMBA1003959 2.42 2.72 5.72 5.5 5.5 9.02 
HEMBA1003960 3.25 5.81 34.7 24.04 26.4 28.28 
HEMBA1003966 9.63 8.28 16.73 16.75 17.67 19.84 
HEMBA1003967 1.75 3.06 3.47 3.48 3.6 3.27 
HEMBA1003968 0.97 2.14 2.55 2.49 4.56 1.82 
HEMBA1003974 634.2 699.64 821.36 986.231340.97 1248.21 
HEMBA1003976 1.05 L84 3.36 1.21 3.27 2.04 
HEMBA1003977 1.48 2.07 1.99 1.41 3.49 2.15 
HEMBA1003978 2.91 3.72 3.54 3.77 6.18 3.53 
HEMBA1003981 9.01 6.77 14.06 12.05 11.49 18.27 
HEMBA1003982 102.64 103.61 302.15 380.08 375.9 466.69 
HEMBA1003985 1.18 1.9 2.43 3.21 3.79 2.18 
HEMBA1003987 3.04 2.23 3.1 2.56 4.34 5.53 
HEMBA1003989 1.62 1.77 4.56 3.79 5.12 3.31 
HEMBA1004000 1.63 2.35 5.05 3.46 5.35 4.18 
HEMBA1004006 2.79 2.88 12.86 16.29 22.13 19.73 * 
HEMBA1004007 0.7 1.92 5.28 3.03 5.18 4.72 
HEMBA1004010 67.4 61.25 98.24 112.56 96.78 136.86 
HEMBA1004011 0.48 1.74 2.18 2.58 3.29 1.62 
HEMBA1004012 0.79 1.84 2.3 3.11 4.8 3.53 * + 
HEMBA1004015 2.68 4.15 5.38 8.68 10.65 9.21 ** 
HEMBA1004024 1.47 2.73 5.65 5.68 8.26 8.07 
HEMBA1004029 1.93 3.1 3.03 4.6 8.38 13.11 
HEMBA1004038 1.04 1.24 1.55 1.18 3.38 1.59 
HEMBA1004042 0.89 1.42 2.22 1.58 4 2.48 
HEMBA1004045 0.28 0.94 2.42 3.07 3.32 2.53 
HEMBA1004048 4.16 4.16 12.1 19.93 14.84 22.3 * 
HEMBA1004049 3.56 3.18 4.87 4.92 6.83 5.48 
HEMBA1004051 136.19 118.77 205.49 243.62 283.22. 223.29 
HEMBA1004053 5.11 4.64 8.92 25.25 27.24 21 ** 
HEMBA1004055 2.28 3.2 4.24 2.15 5.51 2.86 
HEMBA1004056 3.78 3.07 6.73 5.3 10.99 9.56 
HEMBA1004060 0.86 1 1.7 0.78 3.94 1.65 
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HEMBA1004061 4.76 3.94 6.44 7.37 12.64 8.57 
HEMBA1004067 10.12 14.76 90.67 108.89 125.21 128.6 
HEMBA1004071 7.51 7.77 16,52 17.31 12.23 13.37 
HEMBA1004074 0.78 1.93 3.97 4.48 7.06 5.69 * 
HEMBA1004078 3.87 2.95 5.22 6.52 6.2 6.87 * 
HEMBA10O4085 1.05 1.19 2.83 3.57 4.57 2.45 
HEMBA1004086 3.38 4.95 6 8.92 8.09 6.51 * 
HEMBA1004097 1.18 1.13 2.97 3.66 3,28 2.97 
HEMBA1004100 3.85 4.81 8.96 6.9 9.64 9.55 
HEMBA1004103 2 2.91 6.25 6.25 7.24 7.38 
HEMBA1004110 3 3.77 5.43 4.18 4.23 5.02 
HEMBA1004111 3.96 7.64 44.2 53.81 60.1 57.3 * 
HEMBA1004124 7.14 10.51 60.12 83.27 97.96 83.59 
HEMBA1004130 3.12 3.46 10.29 9.45 6.84 8.43 
HEMBA1004131 2.14 2.12 3.06 4.08 3.73 3.21 * 
HEMBA1004132 0.77 2.22 4.84 3.94 6.31 4.2 
HEMBA1004133 0.69 1.77 2.56 3.28 5.17 3.22 
HEMBA1004138 0.89 1.19 3.05 2.21 4.11 1.83 
HEMBA1004143 7.1 7.48 17.43 18.83 15 17.6 
HEMBA1004146 0.89 2.03 3.01 2.96 4.21 2.69 
HEMBA1004148 1.85 1.57 2.13 2.25 3.38 1.99 
HEMBA1004149 1.54 1.44 2.77 2.83 2.59 3.32 
HEMBA1004150 0.49 1.06 2.15 2.31 1.58 1.08 
HEMBA1004154 2.24 1.64 5.28 6.28 7.07 4.61 
HEMBA1004164 1.84 2.23 5.63 6.89 7.13 5.81 
HEMBA1004168 2.16 2.24 4.69 3.9 5.32 7.84 
HEMBA1004199 1.37 1.92 2.34 3.17 3.66 1.8 
HEMBA1004200 0.84 1.98 3 1.5 4.05 1.78 
HEMBA1004201 4.87 5.68 17.64 26.94 32.17 25.65 * 
HEMBA1004202 7.7 10.5 9.9 18.08 16.29 15.77 ** 
HEMBA1004203 1.63 2.31 3.66 4.5 5.3 4.44 * 
HEMBA1004207 1.9 3.24 3.62 5.73 6.23 6.2 ** 
HEMBA1004210 1.13 1.72 2.67 1.95 4.14 1.87 
HEMBA1004225 1.1 2.47 5.23 5.96 7.12 5.4 
HEMBA1004227 2.17 4.44 3.86 5.14 5.71 5.16 
HEMBA1004235 2.68 2.91 3.74 5.79 5.78 4.44 * 
HEMBA10O4237 3 3.31 5.23 5.95 4.67 5.47 
HEMBA1004238 2.06 3.24 5.93 5.84 7.64 6.52 
HEMBA1004241 2.32 3.09 3.87 2.74 3.74 3.35 
HEMBA10O4242 8.66 13.05 20.15 26.83 32.28 26.48 
HEMBA1004243 1.8 2.09 3.58 2.8 3.03 2.76 
HEMBA1004246 1.6 2.68 5.65 6.18 6.24 6.15 
HEMBA10O4247 0.89 2.73 3.74 3.69 4.23 3.37 
HEMBA1004248 4.01 3.54 3.85 5.91 8.31 7.47 ** 
HEMBA10O425O 1.55 2.16 2.87 1.91 5.22 1.47 
HEMBA1004252 3.57 3.27 4.3 4.64 5.79 4.28 
HEMBA1004260 2.56 3.08 6.8.7 7.32 8.16 7.61 
HEMBA1004264 1.26 2.11 2.59 2.16 2.86 1.37 
HEMBA1004267 5.5 5.81 14.29 14.22 12.19 11.57 
HEMBA1004272 1.75 2.31 3.31 2.26 3.84 2.04 
HEMBA1004274 5.83 8.13 58.69 77.19 87.61 76.22 
HEMBA1004275 1 5.4 3.34 1.49 4.49 2.42 
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HEMBA1004276 2.27 2.2 3.42 3.45 4.2 3.06 
HEMBA1004279 2.13 2.33 4.37 3.29 5.2 3.88 
HEMBA1004284 1.78 2.56 6.03 4.16 4.9 5.23 
HEMBA1004286 1.41 1.35 2.44 1.65 3.55 2.1 
HEMBA1004289 2.58 4.17 5.59 5.16 7.18 8.44 
HEMBA1004293 20.24 18.64 51.03 77.3 52.39 74.25 < 
HEMBA1004295 1.08 2.65 3.08 2.73 4.02 2.05 
HEMBA10O4302 0.72 1.84 2.29 1.21 3.39 1.49 
HEMBA1 004306 2.11 3.01 5.96 3.99 5.74 6.01 
HEMBA1004312 1.3 1.58 4.98 3.57 3.56 3.56 
HEMBA1004314 1.78 1.86 4.1 3.35 6.23 4.38 
HEMBA1004321 0.88 1,66 2.56 4.05 4.15 4.82 ** 
HEMBA1004323 2.4 3.16 4.7 4.77 5.29 5.1 
HEMBA1004327 1.18 1.78 3.23 3.51 4.46 3.1 
HEMBA1004329 5.57 6.73 15.22 16.29 15.33 15.14 
HEMBA1004330 3.93 3.54 4.06 5.87 7.54 5.36 * 
HEMBA1004334 2.92 3.63 4.69 4.18 4.74 6.06 
HEMBA1004335 1.15 1.77 5.1 3.04 4.75 3.14 
HEMBA1004341 1.01 1.1 1.25 1.13 3.34 1.14 
HEMBA1 004344 29.93 34.05 68.18 74.25 94.77 82.54 
HEMBA1004347 0.67 1.65 2.21 2.31 2.25 2.78 
HEMBA1004349 12.07 11.55 22.26 19.39 22.71 24.41 
HEMBA1004352 2.06 2.56 6.96 6.05 6.92 6.58 
HEMBA1004353 10.21 14.95 25.3 19.64 26.63 25.83 
HEMBA10O4354 1.9 2.56 6.29 5.42 6.94 5.83 
HEMBA1004356 5.75 6.89 9.43 20.06 19.7 20.1 ** 
HEMBA1 004360 1.35 1.16 2.73 1.23 4.23 2.26 
HEMBA1004366 1.97 1.91 3.57 4.53 6.9 4.73 * 
HEMBA1004372 0.3 0.67 1.03 2.04 1.85 0.96 
HEMBA1004377 6.57 5.58 10.48 16.45 11.58 13.72 « 
HEMBA10O4389 8.39 7.87 13.69 16.87 19.3 11.15 
HEMBA1004391 1.18 0.88 1.37 1.27 4.23 2.34 
HEMBA1004393 65.85 84.9 114.17 77.61 53.19 85.8 
HEMBA10O4394 0.84 1.14 1.83 1.68 3.9 2.59 
HEMBA1004396 1.62 0.82 3.24 2.43 5.44 2.15 
HEMBA1004401 4.33 4.37 5.25 8.95 14.42 11.05 * 
HEMBA1004405 3.86 2.57 5.7 7.45 7.46 9.38 * 
HEMBA1004408 4.27 2.66 5.34 7.19 8.8 9.85 * 
HEMBA1004414 1.72 1.74 5.93 9.48 8.98 13.19 * 
HEMBA1004429 2.95 3.96 4.23 4.68 6.9 6.8 * 
HEMBA1004433 1.27 1.43 2.98 2.55 2.65 3.47 
HEMBA1004440 1.33^ 1.33 2.62 2.3 2.63 1.79 
HEMBA1004444 2.73 1.9 4.47 4.64 5.38 4.66 
HEMBA10O4446 1.37 0.95 2.26 1.84 2.94 3.19 
HEMBA10O4451 3.79 7.37 7.66 12.15 9.81 9.87 * 
HEMBA10O4452 0.71 1.96 2.89 3.53 8.91 2.36 
HEMBA1004454 1.56 1.71 3.06 2.81 4.83 4.1 
HEMBA10O4460 1.91 3.49 7.49 4.39 6.91 5.19 
HEMBA1004461 1 1.87 1.43 1.09 3.95 1.99 
HEMBA1004468 3.22 4.71 7.36 9.92 12.73 8.79 * 
HEMBA10O4479 1.02 1.38 2.44 2.59 5.99 3.42 
HEMBA10O4482 2.77 1.93 5.5 5.62 5.83 5.6. . 
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HEMBA1004491 6.18 5,55 13 1232 15.5 15.72 
HEMBA1004499 9.09 12.56 65.85 86.22 91.62 102.95 5 
HEMBA1004502 . 1.81 1.9 4.82 3.14 4.83 2.49 
HEMBA1004505 1.57 2.42 4.6 4.78 7.66 4.09 
HEMBA1004506 0.96 2.32 3.48 3.28 5.58 2.73 
HEMBA1004507 29.33 30.94 74.36 85.26 112.08 83.25 
HEMBA1004509 1.62 2.92 3.8 5.09 5.19 4.5 * h 
HEMBA1004523 1.04 1.68 1.65 1.82 3.64 3.02 
HEMBA1004528 9.41 10.46 59.94 86.06 89.35 98.27 * 
HEMBA1004534 6.43 9.06 20.99 14.78 16.24 20.46 
HEMBA1004536 1.91 1.91 4.04 2.58 5.65 4.53 
HEMBA3004538 10.84 12.11 16.22 14.06 12.69 14.98 
HEMBA1004542 4.37 3.88 23.08 31.45 41.94 35.14 * 
HEMBA1004552 2.98 1.35 4.27 9.89 9.44 7.1 ** 
HEMBA1004554 1.21 1.05 2.53 1.91 7.29 2.16 
HEMBA1004558 2.98 4.6 12.99 21.19 21.7 23.66 ** 
HEMBA1004560 1.74 2.06 4.16 3.47 6.18 4.25 
HEMBA1004564 4.31 3.3 8.73 7.27 9.96 8.65 
HEMBA1004566 50.51 49.26 83.43 126.94 55.59 138.13 
HEMBA1004573 1.07 1.97 3.91 2.91 4.11 2.3 
HEMBA1004576 3.68 3.22 10.49 4.73 5.64 3.11 
HEMBA1004577 6.11 7.2 14 11.74 13.04 10.71 
HEMBA1004586 1.56 1.32 5.09 5.01 6.65 4.67 
HEMBA1 004596 3.97 3.19 19.1 27.4 39.04 32.16 * 
HEMBA1004604 9.04 8.14 40.08 64.86 69.99 62.02 * 
HEMBA1004607 0.96 1.97 4.17 3.02 4.39 3.96 
HEMBA1004610 1.16 1.89 3.19 2.91 4.8 2.64 
HEMBA1004617 0.78 0.89 3.29 2.77 4.53 2.51 
HEMBA1004622 1.05 2.39 5.1 4.07 5.84 5.04 
HEMBA1004626 1.56 2.36 4.75 4.06 4.93 2.33 
HEMBA1 004629 1.5 1.34 3.95 3.17 4.58 2.74 
HEMBA1004631 1.57 1.73 4.41 3.3 5.73 4.97 
HEMBA1004632 1.02 1.3 3.43 2.38 3.64 2.36 
HEMBA1004633 3.2 3.98 8.84 9.3 9.04 10.74 
HEMBA1004636 1.29 2.07 3.22 3.23 3.61 6.58 
.HEMBA1004637 1.57 2.12 4.19 3.97 4.85 2.39 
HEMBA1004638 1.31 1.67 3.26 1.8 4.24 1.52 
HEMBA1004645 3.04 2.88 6.5 5.07 6.21 5.08 
HEMBA1004656 4.38 2.76 4.96 4.13 4.58 3.39 
HEMBA1004657 16.78 17.12 35.48 31.85 17.55 22.74 
HEMBA1004666 1.27 2.2 3.32 2.78 4.52 1.44 
HEMBA1004669 2.49 3.6 6.16 7.32 8.34 5.55 
HEMBA1004670 3.1 2.74 6.27 5.11 6.96 3.3 - 
HEMBA1004672 1.29 2.33 4.85 2.58 7.25 3.63 
HEMBA1004689 23.54 21.34 82.29 90.21 98.37 106.84 
HEMBA1004690 4.74 5.24 15.26 19.89 22.39 20.76 * 
HEMBA1004693 3.16 5.98 25.39 24.92 35.74 32.68 
HEMBA1004697 1.64 1.96 4.88 7.14 9.69 4.03 
HEMBA1004702 8.73 11.47 19.57 19.47 14.63 11.2 
HEMBA1004704 1.9 3.35 9.01 3.41 5.17 5.36 
HEMBA1004705 1.13 1.93 3.32 1.8 4.34 1.54 
HEMBA1004706 1.34 2.4 3.89 4.31 6.23 4.7 
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HEMBA1004709 2.96 
HEMBA1004711 1.22 
HEMBA1004723 4.91 
HEMBA1004725 4.14 
HEMBA1004730 3.57 
HEMBA1004733 1.07 
HEMBA1004734 2.57 
HEMBA1004736 l.l 
HEMBA1004748 2.24 
HEMBA1004749 6.88 
HEMBA1004751 1.96 
HEMBA1004752 1.51 
HEMBA1004753 29.15 
HEMBA1004755 7.02 
HEMB A 1004756 1.45 
HEMBA 1004758 1.18 
HEMBA 1004763 1.79 
HEMBA1004768 0.83 
HEMBA1004770 1.09 
HEMBA1004771 0.99 
HEMBA 1004775 4.07 
HEMBA1004776 1.86 
HEMBA1004778 1.75 
HEMBA1004784 1.51 
HEMBA1004785 1 
HEMBA10O4789 2.34 
HEMBA1004795 0.62 
HEMBA1004797 1.06 
HEMBA1004803 4.98 
HEMBA1O04806 1.23 
HEMBA1004807 3.05 
HEMBA1004816 4.73 
HEMBA1004820 1.73 
HEMBA1004833 1.22 
HEMBA1004847 4.73 
HEMBA1004850 1.01 
HEMBA 1004863 1.75 
HEMBA1004864 2.66 
HEMBA1004865 1.13 
HEMBA1004880 2.22 
HEMBA1004882 5.8 
HEMB A 1004885 2.34 
HEMBA 1004889 3.25 
HEMBA 1004900 1.51 
HEMBA1004909 0.71 
HEMBA1004918 1.46 
HEMBA1004923 1.1 
HEMBA 1004929 1.01 
HEMBA1004930 1.4 
HEMBA1004933 2.41 
HEMBA1004934 8.61 
HEMB A 1004937 1.36 



2.9 10.14 6.81 8.65 6.93 

1.44 5.01 1.19 3.14 3.28 

5.18 10.06 11.37 16.92 12.96 

4.9 7.68 5.67 8.62 8.54 

2.83 4.74 3.64 8.59 4.41 
2.64 2.62 1.06 3.54 2.45 

3.22 4.46 2.68 5.28 5.32 
1.89 7.12 3.87 12.1 5.09 
0.94 5.6 3.02 5.22 2.83 
8.33 19.68 16.49 19.03 23.29 
1.76 5.55 3.99 9.86 5.04 

1.6 4.23 4.56 4.11 3.32 
25.19 85.53 59.89 62.5 95.58 

6.32 12.37 9.73 12.72 14.63 
1.76 3.86 2.34 5.21 2.17 
1.64 4.53 3.92 5.65 3.17 
2.39 5.56 5.45 6.53 6.09 
1.64 2.89 1.69 4.26 1.38 
1.36 2.43 1.47 3.53 1.94 

1.02 2.44 2.18 3.26 2.57 

3.84 7.29 8.61 9.62 13.74 * 
3.21 3.33 3.95 6.83 6.04 * 
2.24 6.11 3.21 7.64 5.74 
1.59 3.11 2.36 4.18 3.62 

1.78 4.15 2.18 6.54 4.48 

2.07 4.42 1.87 5.64 2.87 
1.89 3.13 2.45 4.23 1.42 
0.84 1.85 2.31 2.85 2.76 * 
1.72 5.31 4.62 9.79 4.82 
1.78 3.22 2.36 3.83 2.33 

1.95 3.86 5.58 7.44 4.14 
2.61 3.59 3.78 7.97 9.34 

2.33 4.6 2.97 8.74 3.71 

1.23 5.54 2.71 6.95 4.37 
2.8 9.84 8 11.83 9.15 
1.78 6.15 6.56 13.54 6.38 

2.3 4.92 3.34 4.45 5.17 
3.91 6.68 4.19 9.03 6.51 
2.61 4.06 3.86 6.64 3.38 
3.32 9.22 9.9 10.38 9.48 
7.1 10.16 15.5 15.77 12.03 * 

6 8.67 8.58 8.67 9.27 

3.24 6.5 7.67 10.74 9.8 * 
1.59 3.71 3.21 5.14 2.84 

1.96 3.59 3.21 4.47 4.97 
1.7 4.93 4.03 7.19 5.77 

1.83 3.72 3.98 7.3 4.27 

1.7 2.68 1.66 3.59 1.38 

2.06 4.31 3.91 5.87 4.72 

1.5 5.32 5.59 5.43 3.38 

8.61 17.67 26.2 27.77 26.83 

2.42 3.57 2.79 7.51 2.54 
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HEMBA1004943 1.11 1.75 3.63 2.56 4.88 3.68 

HEMBA1004944 0.95 2.51 4.73 3.85 4.79 3.58 

HEMBA1004946 4.78 4.38 12.5 12.69 14.08 12.8 

HEMBA1004952 0.9 1.83 4.04 2.76 4.41 2 

HEMBA1004954 3.55 3.21 7.92 6.02 6.4 6.12 

HEMBA1O04956 1.37 1.11 2.78 2.12 3.66 1.81 

HEMBA1004960 0.86 0.75 3.27 4.17 6.72 3.06 

HEMBA1004971 2.41 2.49 6.81 6.45 8.05 6.92 

HEMBA1 004972 2.57 2.31 3.63 2.07 5.66 5.84 

HEMBA1004973 1.16 1.78 3.46 2.53 3.27 3.18 

HEMBA1004977 3.04 3.08 5.36 5.34 6.29 6.36 

HEMBA1004978 4.53 5.08 14.93 21.43 19.01 25.37 * 

HEMBA1004980 1.92 2.36 7.92 6.55 6.55 7.29 

HEMBA1004982 0.83 1.36 2.92 2.8 4.45 2.65 

HEMBA1004983 1.73 1.88 4.29 3.92 5.5 4.21 

HEMBA1004995 2.76 3.99 6.53 7.5 7.46 7.41 

HEMBA1005004 1.63 3.57 5.12 3.45 5.72 4.07 

HEMBA1005008 1.61 3.52 4.9 4.61 6.42 5.97 

HEMBA1005009 4.55 3.9 8.37 11.95 6.96 9.22 

HEMBA1005019 3.1 2.57 5.78 6.6 8.07 7.19 * + 

HEMBA1005021 16.12 17.89 30.44 29.81 23.38 23.26 

HEMBA1005029 3.13 3.42 7.98 7.23 8.66 6.52 

HEMBA1005035 6.53 6.29 19.38 18.59 17.77 20.38 

HEMBA1005036 19.87 20.39 37.72 23.12 19.26 26.98 

HEMBA1005039 1.7 3.19 4.59 4.36 6.81 3.69 

HEMBA1005047 4.31 4.06 5.6 7.01 8.54 7.83 ** + 

HEMBA1005050 2 2.93 5.07 4.33 6.76 4.39 

HEMBA1005062 2.48 3.06 5.62 2.85 5.13 2.03 

HEMBA1005066 2.28 2.55 5.72 4.81 8.94 6.89 

HEMBA1005067 , 5.81 10.37 17.44 25.77 30.77 26.84 * 

HEMBA1005070 3.33 3.01 8.9 8.51 8.13 6.59 

HEMBA1005075 1.29 2.45 6.51 3.97 5.38 4.49 

HEMBA1005078 7.47 6.74 14.34 14.89 9.95 11.01 

HEMBA1005079 5.52 5.68 13.65 14.98 16.02 21.42 

HEMBA1005083 0.94 0.97 2.69 2.17 4.96 1.25 

HEMBA1005084 5.36 4.49 8.84 7.48 10.38 9.99 

HEMBA1005088 1.63 1.64 7.16 3.48 6.18 4.54 

HEMBA1005089 3.12 3.47 5.53 5.04 9 5.52 

HEMBA1005090 5.92 5.56 11.7 17.14 12.91 21.06 * 

HEMBA1005096 0.88 2.47 3.98 3.35 3.94 2.88 

HEMBA1005101 2.29 2.08 4.54 3.23 5.6 4.54 

HEMBA10051O7 1.2 1.92 3.2 2.25 4.48 2.3 

HEMBA10O5113 0.96 2.18 3.35 2.12 5.53 2.72 

HEMBA1005123 3.35 3.46 10.83 9.05 10.41 8.28 

HEMBA1005133 2.6 2.26 7.59 5.11 4.58 7.09 

HEMBA1005135 1.19 2.77 3.35 1.47 5.28 3.69 

HEMBA1005145 5.84 6.38 12.56 13.06 14.71 17.84 

HEMBA1005149 4.21 3.2 7.92 6.51 8.54 8.47 

HEMBA1005I52 1.81 3.06 3.59 3.31 5.05 3.39 

HEMBA1005159 1.76 1.96 3.62 2.2 8.12 2.2 

HEMBA1005172 120.6 113.48 240.76 174.65 194.57 222.24 

HEMBA1005185 3.16 2.05 4.47 3.54 6.7 4.15 
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HEMBA1005186 1.55 2.65 3.96 3.52 8.39 2.03 
HEMOBA1005195 2.15 1.08 3.76 1.93 6.73 2.24 
HEMBA1005201 3.27 3.45 8.02 5.52 7.17 8.91 
HEMBA1005202 5.93 4.58 9.4 8.29 9.76 12.83 
HEMBA1005204 86.99 67.86 141.56 134.68 133.57 172.39 
HEMBA1005206 6.39 5.08 66.26 72.89 92.07 89.66 * 
HEMBA1O05219 4.62 6.56 14.55 15.66 21.85 17.87 * 
HEMBA1005223 2.4 1.91 4.92 1.7 3.83 3.86 
HEMBA1005229 1.18 2.32 3.12 1.57 4.88 2.32 
HEMBA1005230 1.22 1.56 4.24 2.71 5.92 4.32 
HEMBA1005232 0.86 1.13 1.6 0.91 3.81 2.17 
HEMBA1005238 0.84 1.77 2.67 2.16 3.27 2.29 
HEMBA1005241 2.77 2.68 7.42 7.63 11.38 7.62 
HEMBA1005244 0.87 1.97 5.63 2.57 8.33 6,19 
HEMBA1005246 8.84 7.84 17.94 12.96 18.21 14.79 
HEMBA1005251 3.06 2.57 6.81 6.6 8.47 7.24 
HEMBA1005252 2.3 2.7 5.31 4.73 11.4 5.01 
HEMBA1005267 2.77 3.31 7.25 6.77 12.66 9.89 
HEMBA1005274 1.75 1.53 3.28 4.8 6.38 6.51 ** + 
HEMBA1005275 0.62 1.27 1.59 1.63 3.44 2.12 
HEMBA1005288 3.03 1.16 6.1 6.49 6.35 6.68 
HEMBA1005293 1.46 1.37 2.53 1.5 4.09 1.78 
HEMBA1005296 440.88 422.67 780.14 598.1 568.79 483.77 
HEMBA1005301 3.93 3.26 29.41 28.17 47.57 44.12 
HEMBA1005304 1.75 2.3 7 3.36 7.29 7.62 
HEMBA1005305 0.77 1.18 2.57 0.74 3.99 1.71 
HEMBA1005311 0.97 1.05 2.08 0.81 1.97 2.13 
HEMBA1005313 20.35 21.96 39.64 29.02 19.54 26.39 
HEMBA1005314 1 1.36 2.6 2.2 4.08 1.99 
HEMBA1005315 0.81 2.41 4.27 1.95 5.32 3.59 
HEMBA1005317 0.8 1.48 2.93 1.9 3.68 2.43 
HEMBA1005318 1.42 0.95 2.68 1.48 4.54 2.21 
HEMBA1005324 6.24 8.79 28.39 48.36 52.86 57.05 ** 
HEMBA1005331 2.77 5.64 15.05 21.73 18.68 21.33 * 
HEMBA1005337 12.1 12.25 61.94 98.25 113.65 125.54 * 
HEMBA1005338 4.53 4.54 27.15 34.04 35.53 42.4 * 
HEMBA1005344 2.75 2.57 5.08 4.17 4.16' 3.3 
HEMBA1 005353 1.15 2.78 6.52 4.66 7.21 6.44 
HEMBA1005359 2.6 2.82 7.48 6.59 8.03 7.68 
HEMBA1005362 1.06 2.73 4.93 7.3 11.27 8.37 * + 
HEMBA1005364 0.96 1.48 3 2.55 3.78 2.75 
HEMBA1005367 0.96 1.53 4.19 3.3 4.21 2.99 
H5MBA1005372 1 2.24 4.18 2.3 5.1 3 - 
HEMBA1005374 2.29 3.31 7.83 6.4 6.45 8.09 
HEMBA1005379 3.19 3.61 7.65 29.57 25.57 24.46 ** 
HEMBA1005382 9.85 11.52 79.62 88.72 86.53 120.52 
HEMBA1005384 1.44 1.76 3.4 2.78 3.74 2.78 
HEMBA1005386 1.52 2.67 4.54 4.17 4.66 4.84 
HEMBA1005389 1.1 0.8 3.01 2.51 4.09 3.75 
HEMBA1005394 1.64 2.32 5 8.09 10.03 6.99 * + 
HEMBA1005403 4.19 4.24 8.81 8.46 11.37 8.87 
HEMBA1005408 1.43 1.71 5.3 4.52 7.12 6.96 
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HEMBA1005410 1.06 1.74 3.22 1.78 4.97 2.42 
HEMBA1005411 1.38 2.58 4.54 2.84 4.09 2.74 
HEMBA1005423 4.14 5.87 4.72 12.75 8.59 11.04 * 
HEMBA1005426 0.71 1.79 2.35 2.08 3.25 4.15 
HEMBA1005427 9.12 12.47 24.08 37.26 33.57 35.43 
HEMBA1005430 1.71 1.43 3.23 3.26 4.07 4.78 
HEMBA1005438 1.42 2.33 4.26 4.01 5.41 2.66 
HEMBA1005443 15.57 16.88 35.81 20.61 27.42 29.93 
HEMBA1005447 1.55 1.95 3.42 2.25 5.9 3 
HEMBA1005449 1.5 1.36 3.29 1.82 5.83 3.21 
HEMBA1005452 8.96 10.79 63.65 107.56 94.42 105.84 
HEMBA1005454 4.73 4.51 7.91 6.37 8.12 5.33 
HEMBA1005468 2.49 3.19 4 3.6 4.93 4.86 
HEMBA1005469 1.39 1.89 5.38 3.44 5.94 4.04 
HEMBA1005472 4.04 4.76 7.81 6.79 6.75 8.2 
HEMBA1005474 4.91 5.42 11.67 7.77 9.4 9.23 
HEMBA1005475 7.8 7.09 11.75 15.34 10.75 13.59 
HEMBA1005489 2.47 3.48 4.94 6.34 7 6.54 * 
HEMBA1005497 0.65 1.97 3.47 2.86 4.42 2.14 
HEMBA1005500 4.64 4.25 11.48 9.17 13.98 10.59 
HEMBA1005506 3.88 2.15 4.02 2.71 3.57 1.29 
HEMBA1005508 5.79 7.67 13.3 11.65 14.52 10.99 
HEMBA1005511 2.97 2.29 9 4.36 6.36 6.14 
HEMBA1005513 6.3 9.05 55.46 50.46 60.73 57.45 
HEMBA1005517 1.8 2.89 3.88 4.37 6.41 3.74 
HEMBA1005518 1.48 2.49 3.94 2.94 5.22 2.3 
HEMBA1005520 1.89 3.19 8.8 8.37 10.13 9.32 
HEMBA1005522 1.78 2.29 3.37 2.52 4.72 1.45 
HEMBA1005526 3.24 2.8 6.25 4.37 7.26 4.58 
HEMBA1005528 8.59 16.13 16.28 20.24 22.18 20.01 
HEMBA1005530 2.28 3.62 5.13 4.91 7.75 4.51 
HEMBA1005538 11.07 10.7 15.34 8.46 4.44 5.89 * 
HEMBA1005539 30.73 31.96 63.32 50.52 49.29 34.26 
HEMBA1005545 1.2 1.08 3 4.28 6.22 v 2.25 
HEMBA1005548 2.38 2.88 11.] 11.04 12.72 9.21 
HEMBA1005552 2.76 4.58 12.05 9.13 12.8 10.25 
HEMBA1005558 1.59 2 5.86 2.18 6.97 4.17 
HEMBA1005568 3.11 2.96 8.24 6.28 8.45 7.5 
HEMBA1005570 1.87 2.75 3 1.96 4.49 7.13 
HEMBA1005576 1.74 2.8 2.4 3.03 3.55 3.57 * 
HEMBA1005577 1.14 2.02 2.78 0.95 3.08 0.87 
HEMBA1005581 4.29 4.22 6.85 14.27 18.37 8.15 
HEMBA10O5582 2.74 2.57 5.35 3.25 7.91 3.21 
HEMBA1005583 2.47 3.31 5.86 3.32 6.43 3.44 
HEMBA1005588 2.51 2.85 6.27 5 6.54 6.14 
HEMBA1005593 1.5 1.4 2.85 1.83 4.57 2.89 
HEMEA1005595 2.62 2.82 4.15 3.31 4.65 4.76 
HEMBA10O5597 4.77 5.18 8.13 9.39 10.34 8.64 * 
HEMBA1005606 2.29 2.76 5.79 3.96 6.91 5.83 
HEMBA1005609 2.84 2.64 6.61 4.19 5.77 6.81 
HEMBA1005616 2.01 1.66 8.03 5.44 8.75 7.03 
HEMBA1005621 2.43 1.91 4.42 4.13 6.24 2.7 
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HEMBA1005627 3.84 3.92 11.61 9.73 15.14 14.89 
HEMBA1005628 12.1 12.91 20.55 17.92 23.35 18.08 
HEMBA1005631 13.47 11.94 26.82 22.77 22.87 29.03 
HEMBA1005632 133 2.33 5.06 3.14 3.68 4.47 
HEMBA1005634 3.06 3.42 5.15 2.81 7.68 5.18 
HEMBA1005662 1.18 1.27 3.17 1.06 4.57 3.03 
HEMBA1005666 5.89 4.51 10.09 10.5 9.01 10.25 
HEMBA1005670 1 1.08 4.06 2.87 4.35 3.19 
HEMBA1005671 2. 11 3.38 5.07 5.36 9 5.9 
HEMBA1005679 2.33 4.64 7.39 6.5 10.44 10.19 
HEMBA1005680 2.63 2.14 5.9 5.51 7.59 7.72 
HEMBA1005685 2 1.89 7.27 3.8 6.73 1.97 
HEMBA1005698 5.96 4.75 12.88 11.78 14.17 9.93 
HEMBA1005699 1.4 1 2.45 2.17 3.66 2.96 
HEMBA1005703 1.22 1.27 3.57 1.79 3.56 1.88 
HEMBA1005705 2.39 2.78 6.45 3.41 6.27 3.89 
HEMBA1005712 1.23 1.34 4.52 2.18 4.84 2.37 
HEMBA1005717 1.55 1.89 4.7 1.34 5.36 2.16 
HEMBA1005718 5.27 4.35 7.8 10.09 10 15.72 * 
HEMBA1005721 15.93 20.34 26.12 37.74 25.37 32.79 
HEMBA1005722 18 19.32 35.72 25.36 30.28 26.91 
HEMBA1005724 2.17 2.05 4.6 2.47 6.56 2.98 
HEMBA1005732 1.33 1.54 4.89 7.22 8.38 5.67 * 
HEMBA1005737 1.49 1.19 2.95 2.44 4.57 1.75 
HEMBA1005742 3.4 4.65 5.7 4.43 6.35 4.22 
HEMBA1005746 1.2 1.61 3.23 5.69 4.42 4.85 * 
HEMBA1005747 3.8 3.51 7.52 6.08 6.55 6.67 
HEMBA1005749 9.64 9.37 17.99 21.62 19.82 18.15 
HEMBA1005755 0.49 2.5 3.35 1.66 4.41 2.9 
HEMBA1005760 1.59 2.1 5.37 3.7 4.86 4.14 
HEMBA1005765 1.47 2.89 5.97 5.91 7.42 7.21 
HEMBA1005766 8.52 10.49 61.64 93.4 112.09 106.28 
HEMBA1005780 4.98 5.15 14.49 13.93 16.26 12 
HEMBA1005795 1.15 1.8 3.71 4.28 5.45 4.26 * 
HEMBA1005809 9.13 9.7 20.95 14.79 29.83 22.75 
HEMBA1005813 1.76 2.74 6.74 5.39 9 7.08 
HEMBA1005815 0.62 1.86 2.75 2.74 4.78 2.13 
HEMBA1005822 1.34 2.83 5.82 3.77 6.65 5.12 
HEMBA1005829 1.49 2.66 4.94 5.11 4.53 5.52 
HEMBA1005833 1.83 1.28 4.41 3.89 5.17 4.57 
HEMBA1005834 2.53 1.87 4.84 5.48 11.84 6.81 
HEMBA1 005844 27.89 31.06 52.5 62.42 59.49 58.73 
HEMBA1005852 5.75 4.18 10.12 10.15 12.34 11.51 
HEMBA1005853 2.81 3.05 9.32 5.68 13.84 9.26 
HEMBA1005878 4.42 4.52 10.14 8.84 10.05 11.01 
HEMBA1005883 1.67 2.81 4.56 2.81 5.43 4.01 
HEMBA1005884 1.87 2 3.21 2.27 5.9 2.28 
HEMBA1005891 2.39 3.04 3.59 4.34 5.46 3,95 
HEMBA1005894 2.12 2.41 8.68 8.23 9.08 6.9 
HEMBA1005898 4.52 3.75 7.4 10.51 10.74 9.53 * 
HEMBA1005902 2.57 3.14 8.63 5.36 6.75 5.82 
HEMBA1005907 1.15 2.28 2.2 2.28 4.2 1.74 
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HEMBA1005909 0.93 2.68 2.97 2.96 4.55 2.6 

HEMBA1005911 1.66 3.12 4.9 3.96 9.5 3.41 

HEMBA1005912 8.83 7.86 13.57 16.44 8.16 15.58 

HEMBA1005913 5.05 5.39 10.39 9.57 7.71 7.06 

HEMBA1005921 2.36 3.86 6.29 5.25 10.06 7.64 

HEMBA1005922 5.49 5.47 6.99 8.51 10.1 8.74 * 

HEMBA1005929 1.91 2.53 7.53 5.05 5.68 6.47 

HEMBA1O05931 3.32 2.95 6.04 5.31 9.49 6.09 

HEMBA1005934 2.9 4.69 8.2 8.17 10.14 9.73 

HEMBAI005945 3.1 4.12 7.73 6.36 9.39 6.65 

HEMBA1005962 1.72 1.81 3.16 1.93 3.96 1.72 

HEMBA1005963 1.86 1.67 3.91 2.26 3.95 2.05 

HEMBA1005990 6.04 7.39 17.86 14.14 16.18 17.02 

HEMBA1005991 2.39 3.35 8.55 7.2 7.64 6.94 

HEMBA1005999 2.34 4.39 8.84 6.52 8.18 8.75 

HEMBA1006002 3.53 5 7.73 5.96 10.24 8.99 

HEMB A 1006005 0.96 2.31 3.93 2.87 5.65 3.27 

HEMBA1006O11 26.27 24.03 34.08 62.88 44.8 64.92 * 

HEMBA1006O13 2.43 2.57 6.31 4.17 6.87 3.74 

HEMBA1O06O16 1.65 1.98 5.64 3.22 5.34 2.16 

HEMBA1006019 2.97 3.23 6.91 4.46 7.22 5.44 

HEMBA1006021 5.06 6.45 9.21 10.29 12.48 8.77 

HEMBA1006022 3.19 4.34 6,89 6.52 6.1 5.94 

HEMB A 1006031 1.32 2.46 4.38 3.72 5.57 5.34 

HEMBA 1006035 3.05 3.72 7.96 4.99 6.37 4.54 

HEMBA1006036 2.02 2.3 7 4.27 10.14 7.22 

HEMBA1006042 3.36 3.1 8.51 5.76 9.59 8.31 

HEMBA1006044 1.44 1.99 3.61 2.8 3.4 1.67 

HEMBA1006045 1.98 1.99 5.08 4.3 8.55 5.64 

HEMBA1006048 2.42 4.18 5.41 6.84 7.96 8.18 * 

HEMBA1006053 1.51 2.72 3.55 3.09 3.3 3.93 

HEMBA1006055 1.84 1.91 2.46 3.04 4.92 3.67 * 

HEMBA1006058 4.04 4.62 11.59 7.42 10.66 12.41 

HEMBA1006063 9.2 9.36 32.62 26.37 33.39. 27.19 

HEMBA1006067 4.14 3.27 5.81 5.8 8.4 7.17 

HEMBA1006081 0.84 2.59 4.77 2.54 7.08 2.49 

HEMBA1006089 2.58 4.48 6.82 8.28 10.12 9.66 * 

HEMBA1006090 1.66 2.31 2.28 1.66 5.26 1.84 

HEMBA1006091 1.1 1.35 1.75 3.15 4.31 2.95 * - 

HEMBA1006093 1.65 1.77 4.21 2.27 6.67 4.26 

HEMBA1006099 11.9 9.88 23.12 21.57 16.43 20.57 

HEMBA1006100 2.78 3.18 13.25 8.38 15.71 13.52 

HEMBA10061O8 2.69 2.08 4.22 3.42 5.24 3.75 

HEMBA1006114 7.21 8.76 39.36 34.51 62.97 50.98 

HEMBA1006121 1.18 1.8 3.13 2.43 5.83 2.91 

HEMBA1006124 1.79 1.74 4.47 3.11 4.89 4.13 

HEMBA1006125 18.52 14.19 23.44 25.23 22.56 34.45 

HEMBA1006130 5.15 3.1 7.57 6.89 7.84 9.51 

HEMBA1006138 2.43 2.41 5.55 5.27 9.2 8.12 

HEMBA1006142 2.62 1.87 6.23 6.67 9.36 8.91 * 

HEMBA1006150 8.32 7.44 21.06 20.42 21.82 24.68 

HEMBA1006151 567.67 524.4 796.07 915.23 875.11 682.15 
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HEMBA1006155 0.93 1.33 2.92 1.44 5.54 1.94 
KEMBA1006158 3.06 4.95 7.5 5.7 9.04 6.31 
HEMBA1006164 2.61 1.96 5.89 5.26 4.54 5.82 

5 HEMBA1006171 29.76 24.08 54,44 32.3 33.25 34 

HEMBA1006173 5.15 3.15 30.41 36.16 55.46 57.62 * + 
HEMBA1006176 315.12 232.27 427.53 476.77 458.01 381.49 
HEMBA1006182 1.47 1.71 6.13 3.02 5.84 5.82 
HEMBA1006197 6.14 5.09 9.26 9.53 12.1 10.41 
HEMBA1006198 10.07 6.46 26.71 35.03 45.64 55.68 * + 
HEMBA1006213 1.98 1.78 2.4 2.33 2.69 2.3 
HEMBA1006217 44.9 41.62 72.62 94.44 74.92 78.25 
HEMBA1006226 40.86 36.82 63.27 77.37 79.96 57.39 

15 HEMBA1006235 2.13 1.96 4.34 2.6 5.85 2.32 

HEMBA1006248 1.74 2.03 4.04 3.37 6.4 2.95 
HEMBA1006251 5.41 7.29 7.88 11.96 12.95 9.22 * + 
HEMBA1 006252 0.72 1.28 3.67 2.25 3.56 2.92 
HEMBA1006253 2.13 2.26 4.1 5.93 5.38 5.76 * + 

20 HEMBA1006259 1.96 2.29 6.02 5.7 3.9 5.32 

HEMBA1006261 12.25 7.27 18.84 14.23 14.08 13.61 
HEMBA1006268 2.05 2.56 3.86 4.83 5.09 4.06 * + 
HEMBA1006271 2.04 3.99 10.58 7.13 9.33 8.51 
HEMBA1006272 0.97 2.26 2.84 2.38 6.01 1.93 

25 HEMBA1006273 1.53 2.09 4.55 3.58 4.52 2.46 

HEMBA1 006276 2.8 1.26 3.62 4.45 5.84 2.82 
HEMBA1006278 1.57 2.03 3.19 4.08 4.51 2.72 
HEMBA1006283 3.09 3 6.08 7.34 11.13 7.09 
HEMBA1006284 2.47 1.57 3.14 4.75 6.96 2.82 
HEMBA 1006291 1.42 2.56 4.41 4.6 6.16 2.57 
HEMBA1006292 3.36 5.12 17.34 19.95 23.83 21.11 * + 
HEMBA1006293 1.83 1.46 3.19 2.92 4.02 1.36 
HEMBA10O6299 1.92 2.26 7.03 5.02 6.39 4.74 

35 HEMBA1006309 2.26 1.43 3.53 4.47 4.69 3.73 * + 

HEMBA1006310 4.14 4.32 7.72 9.51 8.34 5.7 
HEMBA1006311 1.4 2.33 6.68 5.59 5.85 5.72 
HEMBA1006313 1.2 1.6 2.74 4.29 4.68 2.26 
HEMBA1006316 2.16 3.08 6.72 6.63 6.28 5.59 

40 HEMBA1006328 2.78 4.28 13.48 15.14 17 16.56 

HEMBA1006334 1.46 3.1 2.77 2.79 3.95 2.05 
HEMBA1006335 10.42 13.98 21.66 20.81 18.03 16.77 
HEMBA1006344 2.86 3.55 6.9 7.18 6.88 5.75 
HEMBA1006347 2.04 1.83 4.2 2.94 2.76 1.68 

45 HEMBA1006349 2.47 2.79 6.73 3.62 5.65 3.5 

HEMBA10O6352 1.65 1.65 3.27 2.63 5.64 1.32 
HEMBA1006357 4.99 4.26 8.6 8.36 7.8 7.74 
HEMBA1006358 1.67 2.57 4.95 4.7 5.11 5.63 
HEMBA1006359 1.56 2.17 4.02 3.67 5.48 3.3 

50 HEMBA10O6360 2.53 2.12 5.1 9.73 10.02 8.61 ** + 

HEMBA1006364 1.71 2.76 4.82 4.02 5.55 3.51 
HEMBA1006377 5.8 8.03 13.25 20.48 16.19 15.31 * + 
HEMBA1006380 1.31 1.57 8.75 6.78 7.01 6.9 

55 HEMBA1006381 2.38 3.07 12.65 6.18 7.97 6.66 

HEMBA1006385 3.21 3.33 8.65 5.41 8.17 ~ 5.32 
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HEMBA1006390 


9.49 


HEMBA1006391 


6.58 


HEMBA1006398 


1.32 


HEMBA1006405 


23.81 


HEMBA1006410 


8.26 


HEMBA1006416 


2.14 


HEMBA1006418 


5.06 


HEMBA1006419 


2.67 


HEMB A 1006421 


2.03 


HEMBA1006424 


1.48 


HEMBA1006426 


3.03 


HEMBA1006430 


2.31 


HEMBA1006438 


2.06 


HEMBA1006445 


1.98 


HEMBA1006446 


1.32 


HEMBA1006456 


3.51 


HEMB Al 006461 


1.54 


HEMBA1006467 


1.52 


HEMBA1006470 


4.06 


HEMBA1006471 


1.58 


HEMBA 1006474 


7.35 


HEMBA1006476 


9.48 


HEMBA1006482 


71.42 


HEMBA1006483 


2.03 


HEMBA1006485 


2.24 


HEMBA1006486 


5.08 


HEMBA1006489 


1.21 


HEMBA 1006492 


5.34 


HEMBA1006494 


1.27 


HEMBA1006497 


1.67 


HEMB Al 006501 


7.61 


HEMBA1006502 


4.73 


HEMBA1006507 


8.7 


HEMBA1006517 


1.51 


HEMB Al 006521 


1.79 


HEMBA1006529 


4.77 


HEMBA1006530 


1.8 


HEMB Al 006535 


1.66 


HEMBA1006536 


0.59 


HEMBA1006540 


1.61 


HEMBA1006544 


1.39 


HEMBA1006546 


2.06 


HEMBA1006549 


1.74 


HEMBA1006559 


2.55 


HEMBA1006562 


0.74 


HEMBA1006566 


0.67 


HEMB A 1006569 


2.33 


HEMBA1006572 


1.02 


HEMBA1006579 


20.44 


HEMBA1006583 


3.17 


HEMBA1006595 


1.82 


HEMBA1006597 


1.65 



7.85 14.66 22.01 20.52 22.7 ** 
6.85 6.73 12.83 10.12 13.15 ** 

1.67 4.19 2.57 4.12 1.69 
23.5 38.32 23.85 22.13 24.92 
4.16 6.14 5.74 11.61 6.06 

2.62 5.93 5.3 6.98 4.23 
5.49 11.76 8.17 8.09 5.92 
3.93 8 6.89 7.77 5.2 
3.28 3.09 3.44 4.19 2.27 
1.92 3.59 1.94 5.42 1.84 
3.99 7.9 1 7.23 7.87 5.51 
2.64 6.29 5.89 7.43 5.08 
2.22 6.35 4.37 6.53 2.92 

2.68 5.72 6.11 5.6 4.16 
2.61 5.59 2 6.51 2.43 

5.07 8.64 14.9 21.76 15.91 * 
2.18 5.35 4.35 5.49 4.07 
1.78 3.61 2.82 7.24 3.2 
4.03 22.46 18.72 29.54 19.52 

1.6 6.6 6.45 6.78 6.26 

6.37 43.12 55.87 62.01 52.31 * 
10.05 66.66 94.3 119.21 92.71 * 
71.44 219.31 199.96 180.73 192.88 
2.96 7.22 3.36 4.88 3.24 

1.72 6.31 4.09 6.53 5.51 
5.55 13.73 18.4 16 15.46 * 
2.18 4.1 3.18 5.4 2.17 
7.71 10.69 15.16 24.33 15.92 * 
1.18 2.67 2.44 3.88 1.86 
2.33 4.75 4.3 3.79 4.49 
7.52 62.05 58.03 78.37 58.59 

3.55 15.72 18.66 22.55 21.66 * 

6.8 51 49.69 71.2 48.41 
1.99 5.07 3.43 5.9 4.64 
1.8 4 2.41 4.55 3.02 

3.74 3.86 5.97 5.83 2.78 
1.39 2.06 1.62 3.53 2.42 
1.43 201 2.66 2.81 2.43 ** 
2.22 3.96 3.04 3.23 2.33 
1.68 3.33 3.05 4.1 3.56 

1.63 8 3.54 5.85 4.35 

2.56 6.98 4.25 5,77 4.51 
2.13 5.93 4.57 4.63 4.61 
1.45 4.63 2.99 5.76 3.32 
1.32 4.07 2.39 5.24 2.72 
1.28 0.97 1.34 1.69 0.99 
1.36 3.97 3.25 3.89 4.02 

2.38 2.94 2.68 3.92 2.01 
16.82 51.93 59.14 66.28 72.54 * 
2.85 5.59 5.83 5.94 6.45 

1.63 4.29 2.83 5.22 3.68 
2.1 5.34 3.81 6.75 3.77 
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HEMBA1006606 1.75 231 4.9(5 3.72 5.71 2.8 

HEMBA1006612 2.63 3.54 7.11 7.32 5.31 7.07 

HEMBA1006617 1.93 2.58 6.24 4.62 4.6 5.41 

HEMBA1006624 6.37 8.61 16.93 12.84 15.78 10.91 

HEMBA1006631 3.24 3.13 8.01 8.11 11.54 6.97 

HEMBA1006635 1.7 2.57 5.7 4.27 6.27 3.8 

HEMBA1006639 1.12 1.98 4.52 4.14 5.3 3.06 

HEMBA1006643 1.88 1.23 1.85 2.12 3.81 2.17 

HEMBA1006648 7.69 6.84 16.92 17.63 23.57 23.73 

HEMBA1006652 5.96 7.86 16.11 16.41 16.83 17.34 

HEMBA1006653 2.21 3.66 7.23 6.92 5.18 5.17 

HEMBA1006658 5.04 6.58 12.68 14.07 13.59 12.01 

HEMBA1006659 6.8 10.14 48.92 66.47 78.17 67.44 

HEMBA1006665 1.44 0.89 3.32 2.77 2.91 1.82 

HEMBA1006666 1.83 1.25 3.23 3.24 4.14 2.45 

HEMBA1006671 8.69 6.74 11.66 17.25 16.13 15.21 

HEMBA1006674 1.64 1.99 7.42 6.71 9.73 7.34 

HEMBA1006676 1.46 2.36 5.19 4.28 6.75 3.19 

HEMBA1 006682 2.17 1.64 3.43 2.2 4.98 1.88 

HEMBA1006688 1.48 2.46 4.74 3.31 4.38 3.54 

HEMBA1006695 1.58 2.41 4.85 3.54 5.79 2.46 

HEMBA1006696 2.84 3.93 6.29 5.95 6.74 5.82 

HEMBA1006702 3.31 . 1.83 13.28 4.13 5.58 4.87 

HEMBA1006707 2.89 2.62 5.9 5.04 7.54 5.5 

HEMBA1006708 2.21 1.52 5.71 4.42 4.57 2.63 

HEMBA1006709 1.64 1.97 4.6 4.29 5 4.74 

HEMBA1006717 1.58 2.28 3.5S 2.5 4.93 2.28 

HEMBA1006724 2.68 3.42 4.55 4.45 4.5 5.47 

HEMBA1006731 1.83 2.95 3.95 4.12 5.51 3.1 

HEMBA1006737 1.82 3.5 6.59 3.89 5.09 4.45 

HEMBA1006742 1.78 2.44 4.16 3.32 4.14 3.61 
HEMBA1006743 4 4.02 11.48 14.16 17.25 11.88 

HEMBA1006744 1.84 1.79 7.74 6.6 8.29 5.72 

HEMBA1006749 1.14 1.27 3.72 1.88 3.8 1.71 

HEMBA1006752 16.53 16.28 26.81 35.31 18.85 33.99 

HEMBA1006754 1.44 2.6 3.63 5.55 4.33 2.49 

HEMBA1006758 1.38 2.83 4.25 6.89 4.68 4.02 
HEMBA1006767 3 4.14 7.88 6.81 7.89 5.51 

HEMBA1006770 5.05 2.61 7.12 7.89 8.1 5.05 

HEMBA1006779 4.44 4.1 10.99 9.57 10.28 8.42 

HEMBA1006780 3.28 3.19 10.27 7.6 8.33 8.38 

HEMBA1006789 2.83 1.87 11.34 4.55 5.42 5.51 

HEMBA1006795 2.13 2.45 7.58 4.56 7.87 3.29 

HEMBA1006796 4.31 3.15 5.37 5.85 7.06 4.72 

HEMBA1006805 2.72 2.73 5.9 12.77 17.38 12.96 < 

HEMBA1006807 30.32 28.07 75.38 54.22 54.72 67.82 

HEMBA1006813 0.93 1.73 2.81 1.93 4.17 0.97 

HEMBA1006819 3.73 4.53 8.5 7.02 8.09 5.29 

HEMBA1006821 1.56 2.37 6.09 5.05 4.24 4.36 

HEMBA1006824 2.13 3.13 7.39 5.69 6.04 5.75 

HEMBA1006832 19.84 18.63 56.97 59.26 61.56 53.28 

HEMBA1006834 13.23 12.47 20.38 29.88 28.37 21.62 
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HEMBA1006835 1.11 1.49 3.83 5.08 7.25 4.6 * 

HEMBA1006843 19.27 17.89 35.47 55.34 39.67 68.17 

HEMBA1006849 5.64 4.37 11.23 10.07 11.23 10.83 

HEMBA1006850 31.45 33.76 60.2 44.62 53.25 45.59 

HEMBA1006861 12.19 11.3 24.61 22.49 16.43 17.99 

HEMBA1006865 5.42 8.35 31 33.77 33.36 34.49 

HEMBA1006867 4.32 5.03 6.41 6.27 7.76 6.15 

HEMBA1006873 3.14 3.59 8.87 6.5 9.26 7.75 

HEMBA1006877 2.52 4.03 5.87 4.03 6.26 3.68 

HEMBA1006878 2.52 2.36 6.79 3.82 7.86 3.51 

HEMBA1006879 6.19 5.68 8.83 11.06 15.86 17.33 * 

HEMBA1006884 10.11 3.17 6.59 6.15 8.42 8.78 

HEMBA1006885 7.02 6.82 14.16 20.86 19.11 21.73 * 

HEMBA1006886 20.38 17.25 26.55 29.45 29.15 40.93 

HEMBA1006889 2.61 4.02 4.85 4.48 5.99 6.09 

HEMBA1006896 19.11 24.76 31.7 33.67 39.11 40.41 * 

HEMBA1006900 6.19 5.93 20.76 16.81 23.73 18.45 

HEMBA1006902 1.43 2.45 3.86 4.03 6 3.98 . 

HEMBA1006912 1.24 1.74 6.86 4.12 5.8 5.3 

HEMBA1006914 6.64 6.11 18.27 14.81 18.62 15.03 

HEMBA1006916 3.11 2.71 5.78 10.29 7.48 9.36 * 

HEMBA1006921 3-03 3.5 9.63 9.77 11.26 13.59 

HEMBA1006926 2.65 2.61 5.68 5.01 6.53 6.98 

HEMB A 1006927 3.06 2.2 5.17 3.57 5.26 5.89 

HEMBA1006929 2.94 2.69 4.02 4.31 6.36 5.25 * 

HEMBA1006936 3.72 3.21 6.51 4.67 6.25 5.45 

HEMBA1006938 1.21 2.11 6.57 2.37 3.76 3.44 



HEMBA1006941 9.52 8.15 12 19.26 28.62 23.74 ** 
HEMBA1006942 5.2 2.63 6.65 10.7 10.65 11.4 ** 
HEMBA1006945 10.07 5.91 16.81 23.73 17.09 19.91 



HEMBA1006949 


1.6 


1.43 


3.88 


2.48 


5.34 


2.81 


HEMB Al 006952 


1.16 


1.66 


2.98 


3.02 


5.04 


2.22 


HEMBA1006960 


2.53 


2.78 


7.66 


5.9 


8.28 


8.68 


HEMBA 1006973 


1.74 


2.27 


5.91 


4.7 


7.84 


5.54 


HEMBA1006974 


2.49 


3.44 


6.76 


6.09 


11.01 


8.14 


HEMBA 1006976 


1.39 


1.5 


4.12 


3.18 


4.96 


4.36 


HEMBA1006989 


1.85 


1.66 


6.5! 


2.05 


3.01 


1.81 


HEMBA1006993 


2.71 


2.39 


6.49 


6.11 


7.69 


8.79 


HEMBA1006996 


0.74 


1.15 


2.98 


2.52 


3.13 


3.58 


HEMBA1007001 


1.91 


2.47 


5.12 


3.98 


6.37 


4.76 


HEMBA1007002 


7.02 


4.12 


31.4 


26.92 


38.45 


42.11 


HEMBA1007013 


1.02 


0.94 


3.04 


1.44 


4.39 


2.27 


HEMBA1007016 


2.02 


1.43 


5.06 


3.27 


5.97 


5.28 


HEMBA1007017 


0.69 


1.24 


2.55 


1.42 


3.33 


1.83 


HEMBA1007018 


4.02 


4.52 


6.54 


7.65 


6.1 


7.07 


HEMB Al 007044 


8.13 


8.41 


17.4 


15.48 


11.97 


12.27 


HEMBA1007045 


1.64 


2.15 


4.42 


2.61 


5.08 


3.47 


HEMBA1007051 


2.26 


2.56 


4.71 


3.42 


4.42 


3.28 


HEMBA 1007052 


2.23 


1.25 


3.47 


2.37 


4.62 


1.83 


HEMBA1007053 


1.83 


3.14 


4.03 


2.64 


4 


2.5 


HEMBA1007057 


0.92 


2.56 


3.21 


3.52 


4.03 


3.41 


HEMBA1007062 


0.91 


0.82 


2.73 


2.34 


2.87 


1.82 
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HEMBA10O7063 3.87 2.7 8.87 8.56 8.02 7.58 
HEMBA1007066 1.72 2.03 3.62 - 2.2 4.39 2.71 
HEMBA1007O69 1.36 2.29 3.87 3.84 3.48 3.66 
HEMBA1007073 1.93 2.16, 6.12 2.96 9.57 3.6 
HEMBA1007076 1.48 2.6 5.56 4.66 7.6 3.4 
HEMBA10O7078 6.5 6.83 18.61 26.96 27.47 23.78 * 
HEMBA1007080 7.6 9.46 38.27 61.02 68.15 51.34 * 
HEMBA1007084 1.28 1.42 4.76 3.68 6.27 4.76 
HEMBA1007085 3.28 2.89 8.21 5.76 7.21 5.42 
HEMBA1007087 2.6 2.88 6.31 3.96 6.92 5.63 
HEMBA1007089 26.17 28.1 43.8 46.11 34.41 29.42 
HEMBA1007095 75.81 62.79 111.43 134.53 48.47 121.4 
HEMBA1007101 2.78 3.27 8 26.73 21.52 19.57 ** 
HEMBA1007104 1.87 1.92 3.52 2.46 4.53 2.57 
HEMBA1007106 4.77 4.8 9.03 16.42 12.5 9.49 
HEMBA1007112 3.01 3.07 5.16 6.39 6 4.77 
HEMBA1007113 1.53 2.29 9.04 6.03 6.1 5.97 
HEMBA1007121 13.76 14 92.08 116.14 111.53 129.12 
HEMBA1007129 1.54 2.44 2.87 2.66 4.37 1.89 
HEMBA1007147 1.68 2.88 4.4 3.96 4.76 4.06 
HEMBA1007149 5.3 7.24 8.38 10.48 6.82 9.73 
HEMBA1O07151 0.85 1.87 3.38 3.32 3.88 2.54 
HEMBA1007172 1.26 1.91 4.13 2.96 4.81 3.51 
HEMBA1007174 1.4 1.43 2.75 3.96 3.65 2.5 
HEMBA1007176 2.58 3.95 11.7 6.7 6.78 4.52 
HEMBA1007178 4.77 4.71 9.32 10.94 13.03 8.12 
HEMBA1007185 9.38 10.32 9.59 19.5 7.83 15.16 
HEMBA1007186 1.71 2.76 4.49 4.95 5.47 3.86 
HEMBA1007194 4.81 3.43 5.58 7.83 9.34 8.67 ** 
HEMBA1007200 1.18 2.33 2.9 3.25 4.6 1.66 
HEMBA1007203 1.54 3.5 5.38 6.03 6.87 5.05 
HEMBA1007206 1.92 2.46 5.72 7.07 7.91 5.94 
HEMB A 1007224 5.4 6.5 9.06 9.23 5.85 8.06 
HEMBA1O07226 7.19 8.07 40.61 59.31 70.51 62.19 * 
HEMBA1007240 10 10.96 13.45 15.35 7.71 11 
HEMBA1007241 3.59 2.88 4.56 4.61 6.81 3.63 
HEMBA1007242 2.52 2.86 5.01 6.29 6.87 4.23 
HEMBA1007243 10.23 10.91 69.57 70.17 95.69 82.75 
HEMBA1007251 1.32 1.8 4.14 3.02 3.67 2.01 
HEMBA1007256 1.39 1.91 3.36 3.93 5.74 3.44 
HEMBA1007267 3.19 3.71 8.75 8.73 9.18 8.1 
HEMBA1007273 0.98 2.66 3.84 3.56 5.82 2.25 
HEMBA1007279 1.55 2.25 3.52 2.95 4.35 2.02 
HEMBA1007281 1.73 1.54 2.12 2.95 4.43 1.01 
HEMBA1007283 2.45 3.15 6.78 6.37 6.58 5.96 
HEMBA1007288 2.12 2.77 5.54 4.35 6.74 5.48 
HEMBA1007291 1.59 1.8 4.29 2.14 4.4 0.98 
HEMBA1007299 20.39 22.25 39.67 40.95 47.97 40.26 
HEMBA1007300 2.08 2.75 3.59 4.17 4.45 4.07 * 
HEMBA1007301 1.97 2.82 3.15 3.73 .3.99 3.44 * 
HEMBA1007319 2.84 3.6) 6.73 5.21 6.12 3.32 
HEMBA1007320 1.29 1.22 3.12 4.19 3.45 2.42 
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HEMBA1007322 19.97 17.81 27.74 45.24 39.42 37.31 
HEMBA1007323 4.54 6.69 11.47 6 6.36 6.21 
HEMBA1007326 4.58 3.85 13.34 8.29 8.07 9 
HEMBA1007327 3.37 3.98 8.91 6.14 9.31 8.98 
HEMBA1007332 3.12 3.47 5.42 5.27 7.56 5.33 
HEMBA1007341 1.4 2.51 3.24 2.93 3.38 3.36 
HEMBA1007342 1.06 2.05 3.02 1.52 3.23 1.98 
HEMBA1007347 3.39 3.24 6.34- 4.55 7.34 6.32 
HEMBA1007353 2.43 2.22 4.99 2.68 6.9 3.01 
HEMBB1000005 1.57 2.54 5.35 2.68 4.65 3.64 
HEMBB1000008 2.19 2.53 5.99 3.51 6.31 3.71 
HEMBB1000018 2.21 2.16 7.13 9.9 9.79 7.24 
HEMBB1000024 3.71 2.15 5.4 5.13 5.77 6.39 
HEMBB1000025 2.11 2.09 3.55 1.68 5.13 2.62 
HEMBB1000030 3.12 3.53 6.58 6.62 7.77 6 
HEMBB1O00036 5.3 4.76 5.04 6.95 8.19 5.93 * 
HEMBB 1000037 4.43 3.64 4.73 4.63 8.38 5.32 
HEMBB1000039 1.17 0.96 3.98 2.61 4.11 2.95 
HEMBB 1000044 1.22 2.35 4.26 5.28 5.58 5.36 * 
HEMBB1000048 3.2 1.7 3.48 3.99 5.4 3.96 
HEMBB 1000050 2.32 1.55 3.33 2.97 3.98 2.85 
HEMBB1000054 2.03 2.08 7.07 4.49 5.09 3.98 
HEMBB 1000055 42.59 36.75 92.41 100.33 86.52 89.35 
HEMBB 1000059 2.5 2.65 11.34 10.96 11.52 14.73 
HEMBB1000072 6.84 7.77 58.85 73.22 97.61 76.22 
HEMBB1000081 2.85 3.56 10.79 5.69 6.19 7.23 
HEMBB1000083 1.13 1.95 5.38 4.88 5.89 5.33 
HEMBB1000089 1.14 2.53 4.54 6.03 6.73 5.43 * 
HEMBB 1000094 4.12 4.3 8.4 4.24 5.04 6.62 
HEMBB 1000097 2.48 1.71 7.91 4.75 4.55 4.3 
HEMBB1000099 2.69 2.07 6.27 5.18 6.75 5.64 
HEMBB1000103 7.19 5.28 18.55 13.99 19.26 16.16 
HEMBB1000106 3.91 3.75 8.15 4.24 6.4 5.9 
HEMBB1000113 1.25 1.54 3.33 L39 4.14 2.31 
HEMBB1000119 2.19 2.17 5.66 3.34 6.12 4.05 
HEMBB1000133 21.01 22.21 30.57 43.5 66.13 60.69 
HEMBB1000134 4.92 2.95 8.69 13.39 9.79 9.8 
HEMBB1000136 7.14 8.81 29.63 23.11 26.28 28.23 
HEMBB 1000141 1.98 2.85 6.18 4.95 5.75 6.16 
HEMBB1000144 2.05 2.59 4.85 3.09 5.36 1.38 
HEMBB1000147 3.77 2.08 4.51 4.55 7.39 3.07 
HEMBB1000152 0.79 1.45 3.42 5.13 5.15 3.45 
HEMBB1000154 0.98 1.11 3.43 2.59 2.89 2.47 
HEMBB100O155 0.88 0.54 3.15 3.33 4.15 1.92 
HEMBB1000173 3.35 3.72 12.14 10.1 10.89 7.51 
HEMBB1000175 1.85 1.32 3.39 6.06 4.09 3.86 
HEMBB1000176 1.48 4.03 6.12 3.43 9.75 5.03 
HEMBB1000198 0.88 1.72 3.64 2.6 3.59 3.22 
HEMBB 1000208 1.12 1.52 3.04 1.74 3.23 2.69 
HEMBB 1000209 1.62 1.54 3.76 3.32 3.94 3.28 
HEMBB 10002 12 1.88 1.03 3.26 4.37 3.93 1.98 
HEMBB1000215 1.61 2.13 3.8 4.67 5.49 5.32 * 
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HEMBB1000217 5.67 4.97 11.23 15.21 18.81 11.78 * 

HEMBB1000218 2.13 2.28 11.05 7.47 10.07 7.05 

HEMBB1000226 2.63 3.26 6.02 4.02 5.86 3.41 

HEMBB1000230 1.39 1.83 3.73 1.95 4.31 2.58 

HEMBB1000240 6.04 8.26 10.01 3.97 2.7 1.75 * 

HEMBB1000244 1.39 1.64 3.51 2.51 2.63 1.68 

HEMBB1000250 1.17 0.99 1.12 1.94 1.25 1.12 

HEMBB 1000258 1.71 1.94 5.8 4.38 5.63 3.27 

HEMBB1000264 2.49 3.12 11.01 8.64 8.34 8.1 

HEMBB1000266 2.81 2.65 5.52 3.38 5.95 3.71 

HEMBB1000272 4.76 4.16 6.06 S.38 6.88 7.45 * 

HEMBB1000274 1.51 1.15 3.17 2.54 3.18 1.88 

HEMBB1000276 1.12 1.84 4.72 3.1 4.01 2.43 

HEMBB1000284 0.94 1.81 2.89 2.83 3.11 1.65 

HEMBB 1000307 1.52 1.7 4.78 2.8 5.31 3.27 

HEMBB 1000309 1.43 2.73 3.07 3.09 3.56 2.19 

HEMBB1000312 1.99 1.38 5.18 7.03 7.2 4.35 

HEMBB1000317 0.17 L62 3.32 2.6 4.73 2.14 

HEMBB 1000318 1.11 2.69 3.85 2.28 4.46 1.68 

HEMBB1000332 3.12 3.84 4.37 3.75 3.95 2.72 

HEMBB1000335 0.77 2.35 4.66 6.16 4.66 3.44 

HEMBB1000336 0.99 1.11 3.59 2.09 3.52 2.29 

HEMBB 1000337 4.3 5.06 20.22 22.86 24.84 22.82 

HEMBB 1000338 2.11 1.92 5.86 7.13 8.92 4.71 

HEMBB1000339 1.66 1.76 5.84 3.75 4.99 3.84 

HEMBB1000341 1.4 1.91 3.68 3.06 4.77 2.83 

HEMBB1000343 2.51 3.15 6.96 7.24 8.68 7.46 

HEMBB 1000354 3.26 3.5 10.36 7 8.93 8.07 

HEMBB1000358 1.09 2.11 3.82 3.43 2.83 1.93 

HEMBB1000369 1.93 2.33 3.87 5.96 6.54 2.89 

HEMBB1000373 1.77 2.73 3.91 2.26 6.2 2.94 

HEMBB1000374 3.27 4.06 9.34 9.58 13.36 6.95 

HEMBB1000376 2.71 3.92 12.28 10.03 6.99 7.71 

HEMBB1000383 60.87 62.14 104.01 69.28 57.52 83.25 

HEMBB10O0391 1.8 2.66 4.57 4.89 6.18 4.29 

HEMBB1000399 2.51 3.79 3.69 3.93 5.72 3.71 

HEMBB 1000402 1.61 2.06 3.33 2.67 5.3 1.72 

HEMBB1000404 1.34 1.15 5.18 2.56 5.29 1.81 

HEMBB1000407 2.2 3.36 6.76 5.57 5.75 4.66 

HEMBB 1000420 1.93 1.46 3.86 4.33 4.76 4.54 * 

HEMBB 1000430 38.77 36.24 61.06 51.76 34.69 50.02 

HEMBB1000434 3.05 4.73 9.02 6.54 6.59 6.63 

HEMBB1000438 1.13 1.83 4.16 2.23 4 1.39 
HEMBB1000441 2.26 3 7.35 5.44 8 4.78 
HEMBB 1000447 29.84 32.01 39.91 35.88 44.02 33.55 

HEMBB1000449 1.3 1.31 3.72 1.51 3.04 1.54 

HEMBB1000453 8.61 8.04 13.39 14.23 18.78 13.74 

HEMBB1000455 1.29 1.97 3.19 3:13 5M 3.54 

HEMBB 1000472 2.3 2.28 4.22 4.07 4.35 3.52 

HEMBB1000480 1.9 3.59 7.03 5.71 6.63 5.87 

HEMBB 1000486 2.15 2.98 6.93 4.82 7.86 5.9 

HEMBB 1000487 1.21 1.79 4.48 2.66 4.8 2.57 
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HEMBB1000490 


3.67 


4.13 


12.61 


7.92 


8.7 


6.55 


HEMBB1000491 


1.36 


2.91 


5 : 


183 4.78 


4.42 


HEMBB 1000492 


3.02 


4.04 


6.84 


5.63 


6.94 


5.34 


HEMBB 1000493 


1.57 


1.71 


3.26 


2.41 


5.38 


3.27 


HEMBB1000510 


1.32 


1.71 


4.94 


4.4 


5.61 


4,21 


HEMBB 1000516 


5.64 


7.71 


36.22 


16.62 


18.58 17.09 


HEMBB1000518 


0.88 


1.22 


2.63 


2.21 


4.27 


1.73 


HEMBB1000523 


1.32 


2.78 


7.41 


3.33 


7.74 


4.1 


HEMBB 1000530 


2.83 


2.51 


9.72 


6.06 


7.81 


6.64 


HEMBB 1000542 


3.08 


4.55 


9.39 


8.48 


14.07 


9.82 


HEMBB 1000550 


4.84 


2.87 


4.77 


10.48 


5.74 


5.33 


HEMBB 1000554 


2.14 


2.26 


8.65 


6.43 


11.59 


7.19 


HEMBB 1000556 


2.64 


2.68 


4.48 


3.1 


4.67 


4.6 


HEMBB 1000564 


1.81 


1.4 


5.87 


4.26 


5.34 


6.18 


HEMBB 1000567 


1.39 


1.71 


3.7 


2.1 : 


3.87 


3.3 


HEMBB 1000569 


3.78 


2.72 


8.76 


4.88 


7.13 


5.65 


HEMBB 1000573 


3.48 


3.44 


11.31 


7.33 


9.55 


7.56 


HEMBB 1000575 


12.42 


2.7 


10.57 


7.16 


8.38 


12.35 


HEMBB 1000579 


2.12 


3.75 


4.84 


3.01 


8.61 


4.04 


HEMBB 1000585 


0.83 


1.19 


3.19 


2 


4.1 : 


3.35 


HEMBB 1000586 


2.18 


1.41 


4.28 


4.07 


4.23 


4.11 


HEMBB 1000589 


2.98 


1.58 


3.62 


3.38 


3.75 


3.69 


HEMBB 1000591 


2.62 


2.15 


3.96 


4.44 


5.26 


4.64 * 


HEMBB 1000592 


2.05 


1.2 


3.18 


3.87 


3.39 


2.15 


HEMBB 1000593 


10.25 


5.67 


51.69 


» 53.87 82.75 77.88 


HEMBB 1000595 


6.42 


5.2 


11.24 


12.51 


17.1 


9.55 


HEMBB 1000598 


1.57 


1.69 


5.91 


2.94 


6.76 


4.77 


HEMBB 10006 11 

4 JUC i» JUL/ X \J\J\J \J J. X 


0.94 


L16 


2.08 


1.15 


2.79 


1.66 


HEMBB 10006 3 7 


2.01 


3.04 


9.31 


6.14 


8.79 


6.97 


HEMBB 1000623 


2.51 


3.08 


4.64^ 


5.58 


5.83 


3.9 


HEMBB 1000630 


3.23 


2.5 


3.78 


2.42 


5.54 


2.51 


HEMBB 100063 1 


8.91 


10.69 


18.75 


! 22.52 23.76 22.55 


HEMBB 1000632 


6.77 


8.77 


20.85 


27.2 


18.4 


23.31 


HEMBB 1000636 


9.52 


15.91 


22.42 25.26 21.65 19.96 


HEMBB 1000637 


6.63 


9.77 


19.4-4 


17.77 24.39 20.28 


HEMBB 1000638 


1.44 


1.41 


3.23 


3.6 


5.29 


3.34 


HEMBB 1000642 


3.47 


2.31 


7.58 


7.65 


9.33 


9.93 


HEMBB 1000643 


0.71 


1.87 


2.71 


1.62 


3.54 


2.12 


HEMBB 1000649 


2.25 


2.22 


6.45 


4.94 


7.61 


5.72 


HEMBB 1000652 


1.8 


2.21 


5.33 


5.13 


5.14 


4.93 


HEMBB 1000655 


1.07 


1.17 


3.24 


1.64 


4.74 


2.01 


HEMBB 1000665 


0.52 


1.08 


2.23 


1.69 


2.92 


2.01 


HEMBB 1000668 


1.85 


1.46 


2.76 


5.07 


5.42 


4.1 ** 


HEMBB 1000671 


2.36 


2.01 


6.77 


7.03 


7.81 


6.94 


HEMBB 1000673 


0.75 


1.27 


2.92 


2.84 


4.63 


2.43 


HEMBB 1000679 


3.26 


2.84 


5.59 


4.42 


7.19 


5.76 


HEMBB 1000684 


1.83 


2.53 


6.6 


5.01 


6.92 


5.6 


HEMBB 1000692 


0.93 


2 


2.46 


1.77 


2.5 


1.09 


HEMBB 1000693 


0.96 


1.29 


2.47 


1.6 


2.79 


1.34 


HEMBB 1000705 


2.61 


2.52 


4.85 


4.97 


8.2 


6.53 


HEMBB 1000706 


0.78 


1.07 


2.18 


2.56 


2.93 


1.06 


HEMBB 1000709 


3.53 


2.92 


8.39 


8.16 


7.99 


10.26 
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HEMBB1000714 1.41 2.85 9.32 5.31 10.37 8.79 
HEMBB1000725 1.61 2.22 4.35 3.04 6.22 4.72 
HEMBB1000726 1.88 2.34 8.76 5.63 7.1 4.83 
HEMBB1000729 1.82 3.28 4.3 3.3 5.21 2.79 
HEMBB1000738 1.94 2.6 5.55 3.99 5.53 6.15 
HEMBB1000749 4.06 4.15 7.47 7.48 9.56 8.27 
HEMBB 1000763 5.81 5.56 6.21 6.65 9.9 6.61 
HEMBB 1000770 2.76 2.06 8.8 7.73 9.62 8.83 
HEMBB1000774 1.62 2.75 3.7 3.07 439 2.34 
HEMBB 1000777 5.17 5.49 7.42 6.86 4.9 7.37 
HEMBB1000781 3.7 4.19 6.89 7.64 5.28 6.83 
HEMBB1000788 0.87 1.79 2.45 2.65 4.88 1.35 
HEMBB1000789 1.91 2.22 3.01 3.1 6.55 1.86 
HEMBB1000790 L97 2.15 4.48 4.59 4.21 2.53 
HEMBB 1000794 1.46 1.8 2.85 2.97 3.84 2.06 
HEMBB1000807 2.55 2.72 5.18 3.57 4 4.26 
HEMBB 1000809 30.31 26.87 132.99 158.22 156.74 195.14 
HEMBB 1000810 1.98 2.67 4.51 3.76 6.08 4.12 
HEMBB1000821 1.98 1.93 2.98 2.05 4.45 1.79 
HEMBB1000822 1.08 1.97 2.31 1.65 5.31 1.46 . 
HEMBB1000826 1.36 1.99 3.57 3.77 6.11 3.6 
HEMBB 1000827 2.48 2.89 5.83 2.67 5.05 2.99 
HEMBB 1000831 3.4 2.31 5.67 3.84 7.74 2.95 
HEMBB1000835 1.76 1.94 6.2 7.59 7.62 7.47 * 
HEMBB1O0084O 1.27 2.95 6.89 4.48 7.19 3.01 
HEMBB1000848 2.08 3.45 5.63 5.39 6.45 5.3 
HEMBB1O00852 1.26 2.16 2.8 1.07 4.51 1.55 
HEMBB1000857 7.65 6.49 8.13 7.01 10.69 11.53 
HEMBB 1000858 3.7 3.13 7.3 7.07 9.38 7.31 
HEMBB1000867 2.21 1.84 4.9 3.02 5.55 4.04 
HEMBB1000870 1.64 2.37 4.56 2.84 5.31 3.63 
HEMBB1000876 1.48 2.86 3.91 4.54 3.22 3.93 
HEMBB1000881 3.35 5.56 10.5 6.12 5.88 3.85 
HEMBB 1000883 1.02 2.68 2.2 3.03 3.32 2.58 
HEMBB1000887 16.9 14.54 43.41 67.39 61.26 59.84 
HEMBB1000888 1.03 1.67 2.39 1.63 3.92 1.86 
HEMBB1000890 2.93 3.36 10.85 6.01 8.62 7.68 
HEMBB1000893 3.28 2.54 5.46 4.5 6.14 5.57 
HEMBB1000900 1.27 1.53 2.98 2.06 2.54 1.58 
HEMBB1000905 5.09 3.75 6.6 10.05 9.45 8.77 * 
HEMBB1000908 3.34 2.79 3.01 4.48 4.71 5.7 *> 
HEMBB 10009 10 1.74 2.91 2.55 2.09 3.56 2.24 
HEMBB1000913 1.41 1.51 2.22 2.8 3.41 1.91 
HEMBB1000915 32.08 25.6 50.05 48 58.92 51.07 
HEMBB1000917 2.1 2.78 5.72 2.99 4.52 3.44 
HEMBB1000927 1.45 1.24 1.82 1.49 3.25 1.88 
HEMBB1000932 0.66 2.06 2.74 1.81 3.41 1.61 
HEMBB1000933 7.47 7.12 10.71 12.88 12.78 19.19 
HEMBB1000936 1.44 1.96 2.87 3.75 6.44 3.55 
HEMBB1000939 7.86 7.14 9.02 15.98 15.3 18.25 * 
HEMBB1000941 1.53 1.86 3.17 3.99 4.46 3.52 * 
HEMBB1000947 3.53 3.34 4.61 4.67 6.8 5.72 
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HEMBB1000954 1.08 1.82 2.54 1.62 4.01 3.08 

HEMBB1000959 0.77 1.41 3.11 2.23 4.42 1.87 

HEMBB1000973 1.21 1.12 2.6 2.07 4.47 3.2 

HEMBB1000975 0.9 1.28 1.55 2.48 2.86 1.7 * 

HEMBB1000981 1.54 0.66 1.99 1.84 3.47 2.03 

HEMBB1000985 1.67 1.82 2.71 3.59 3.99 3.24 * 

HEMBB 1000991 0.99 1.35 2.83 1.46 3.75 2.43 

HEiMBB 1000996 4.89 3.12 6.78 6.75 6.64 11.18 

HEMBB1001000 1.86 1.39 4.06 3.07 5.46 3.88 

HEMBB 1001 004 1.15 1.32 2.57 2.56 4.55 2.42 

HEMBB 1001008 1.48 1.79 2.75 2.44 4.6 2.88 

HEMBB1001011 1.34 1.15 1.53 2.47 2.24 2.9 ** 

HEMBB1001014 1.31 1.43 2.3 2.73 4.84 4.1 * 

HEMBB1001020 1.17 0.75 2.77 1.77 2.67 2.26 

HEMBB1001024 3.31 1.72 6.27 5.47 7.56 6.82 

HEMBB1001026 5.14 4.03 5.16 5.46 7.67 5.44 

HEMBB1001037 2 1.45 4.73 3.52 5.69 6.67 

HEMBB 1001042 0.52 1.15 2.69 1.29 3.61 0.87 

HEMBB1001046 1.18 1.28 2.16 1.67 3.82 0.96 

HEMBB1001047 1.01 1.7 3.79 2.2 3.83 3.83 

HEMBB1001048 2.5 2.34 7.02 4.34 11.02 6.93 

HEMBB1001051 1.44 2.62 3.23 3.95 6.26 3.9 

HEMBB1001056 1.61 2.67 4.89 3.75 5.7 3.78 

HEMBB1001058 1.3 1.92 4.72 2.64 6.92 2.63 

HEMBB1001060 0.69 0.68 1.75 2.05 4.61 1.85 

HEMBB1001063 1.23 1.83 3.52 2.43 4.21 2.9 

HEMBB1001068 1.84 3.62 3.59 3.46 7.14 5.2 

HEMBB1001082 2.24 2.57 5.98 5.38 6.93 6.36 

HEMBB1001095 6.39 7.45 11.76 14.04 14.61 13.16 5 

HEMBB1001096 1.3 1.91 3.05 3.21 4.12 3.49 

HEMBB1001101 7.41 8.19 9.74 19.33 13.1 16.69 * 

HEMBB1001102 1.04 1.47 4.57 3.6 6.07 4.46 

HEMBB1001104 1.66 1.89 3.98 3.1 4.87 4.25 

HEMBB1001105 1.57 1.59 2.13 3.11 4.82 2.71 

HEMBB1001112 9.44 8.91 73.3 100.88 136.14 131.28 

HEMBB1001113 2.11 1.94 9.1 5.65 8.02 6.81 

HEMBB 1001 114 1.88 2.27 5.18 4.16 7.06 4.82 

HEMBB1001115 5.78 7.88 14.52 16.77 9.5 14.78 

HEMBB1001117 1.7 1.52 2.92 1.85 2.79 1.79 

HEMBB1001119 1.69 1.57 4 2.29 3.74 2.28 

HEMBB1001126 1.85 1.88 3.63 2.69 4.96 2.9 

HEMBB1001133 3.15 2.42 4.24 6.56 6.15 6.44 ** 

HEMBB1001137 1.97 2.2 4.4 3.28 6.56 5.42 

HEMBB 1001 142 2.96 2.68 10.51 9.2 11.69 10.38 

HEMBB1001145 3.25 3.56 7.39 6.11 7.7 6.59 

HEMBB1001151 5.67 6.58 9.21 12.85 7.67 7.84 

HEMBB1001153 2 1.89 4.57 3.79 5.37 2.9 

HEMBB1001158 6.96 6.74 12.17 12.04 9.95 11.16 

HEMBB1001169 1.71 2.45 4.42 2.89 4.21 2.86 

HEMBB1001170 1 1.85 3.27 1.26 2.5 1.61 

HEMBB1001175 1.43 1.54 5.16 3.39 6.36 4.14 

HEMBB 1001 177 3.63 2.4 7.54 5.8 6.94 6.69 
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HEMBB1001182 2.6 3.69 4.89 3.89 6.54 3.87 
HEMBB1001192 3.3 3.09 16.1 15.27 20.06 15.75 
HEMBB1001199 1.16 2.27 1.91 1.43 3.96 1.15 
HEMBB1001200 1.86 1.66 3.14 2.43 5.38 2.29 
HEMBB 1001208 2.02 2.04 4.56 2.96 6.19 2.74 
HEMBB 1001209 2.98 2.28 5.75 5.22 6.56 4.92 
HEMBB1001210 5.14 4.28 7.8- 11.05 6.08 10.33 
HEMBB1001215 9.57 10.46 17.69 17.91 15.75 16.96 
HEMBB10O1217 1.78 2.13 4.39 2.04 3.69 1.89 
HEMBB10O1218 4.28 3.37 5.47 4.52 5.98 4.6 
HEMBB1001221 1.72 1.65 2.75 1.54 4.29 1.34 
HEMBB 1001224 2.2 2.46 3.81 2.98 6.08 3.7 
HEMBB 100 1230 1.51 2.09 4.36 2.55 4.95 2.22 
HEMBB1001234 5.24 6.05 29.26 31 44.04 30.75 
HEMBB1001235 12.72 10.54 21.49 13.27 8.47 10.71 
HEMBB1001237 11 10.54 21.03 32.1 26.16 36.86 * 
HEMBB1001242 4.82 5.68 8.63 6.92 6.97 4.51 
HEMBB1001244 1.08 1.1 3.9 i.47 4.36 1.36 
HEMBB1001249 1.26 1.63 2.99 1.84 5.52 1.98 
HEMBB1001253 1.53 1.92 5.68 1.96 4.89 2.39 
HEMBB 1001254 1.27 1.19 3.73 1.22 5.09 2.45 
HEMBB10O1266 2 4.32 4.75 4.49 6.09 4.63 
HEMBB 1001267 3.51 2.92 9.98 8.43 7.63 8.01 
HEMBB1001271 2.25 2.93 3.89 2.59 5.85 3.91 
HEMBB 1001282 2.27 2.68 3.9 2.77 4.86 2.99 
HEMBB1001287 54.06 45.71 83.21 72.79 57.33 77.51 
HEMBB1001288 2.45 2.58 3.64 4.57 6.08 3.31 
HEMBB1001289 4.64 5.82 12.2 6.93 9.11 6.88 
HEMBB 1001290 2.82 1.27 4.55 2.89 4.14 1.96 
HEMBB 1001294 1.03 1.91 3.2 2.93 3.95 2.51 
HEMBB1001299 7.06 7.64 12.49 16.26 14.41 17.87 « 
HEMBB1001302 2.16 2.34 2.41 1.75 3.39 1.64 
HEMBB1001304 1.73 1.34 2.6 1.81 5.2 1.67 
HEMBB1001314 1.16 1.07 2.47 1.3 3.63 1.25 
HEMBB1001315 1.25 1.62 1.46 0.87 4 0.9 
HEMBB1001317 2.1 3.38 6.51 4.12 8.01 4.41 
HEMBB 1001 326 0.88 1.54 2.36 1.51 3 1.69 
HEMBB1001331 2.11 2.79 2.81 3.78 6.14 4.55 * 
HEMBB1001335 1.39 0.9 1.44 1.4 2.81 1.92 
HEMBB1001337 1.86 1.7 3.15 3.34 4.72 4.51 * 
HEMBB10G1339 4.17 3.87 5.91 5.83 7.91 5.25 
HEMBB 1001344 1.27 1.36 2.25 1.62 3.44 1.29 
HEMBB1001346 2.17 2.32 7.45 5.89 6.23 5.7 
HEMBB1001348 0.68 1.37 4.05 1.38 3.68 2.82 
HEMBB 100 1350 2.06 2.09 4.17 2.07 7.74 2.57 
HEMBB1001356 1.4 1.9 2.33 1.74 5.54 2.29 
HEMBB1001364 0.53 1.28 1.25 1.49 2.47 L43 
HEMBB1001366 1.61 1.71 3.46 4.17 4.27 3.82 * 
HEMBB1001367 1.11 2.19 3.79 5.05 6.25 5.75 * 
HEMBB1001369 0.56 1.29 2.54 1.95 3.39 2.82 
HEMBB 1001380 3.13 3.56 6.65 5.43 7.36 7.75 
HEMBB1001381 8.45 6.07 9.53 10.2 14.39 11.86 
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HEMBB 1001 384 


3.48 


4.92 


5.66 


9.52 


13.27 


11.91 


** 


HEMBB 1001387 


1.19 


1.57 


3.1 


2.36 


4.34 


1.33 




HEMBB1001394 


1.53 


1.3 


1.68 


2.7 


2.82 


1.89 * 


+ 


HEMBB1001407 


0.68 


0.83 


0.99 


0.62 


1.33 


0.97 




HEMBB1001410 


1.35 


1.04 


1.78 


2.44 


2.63 


1.74 




HEMBB1001413 


1.68 


1.84 


3.32 


3.48 


3.27 


4.04 




HEMBB1001419 


2.56 


2.24 


4.42 


3.61 


5.47 


4.6 




HEMBB 1001421 


2.29 


1.66 


2.18 


1.31 


3.16 


0.95 




HEMBB 1001424 


0.51 


1.2 


1.67 


-0.1 


1.58 


0.41 




HEMBB 1001426 


2.04 


1.51 


3.7 


2.66 


5.67 


4.21 




HEMBB 1001429 


7.11 


5.76 


9.83 


22.69 


19.97 


19.53 


** 


HEMBB1001436 


3.13 


2.51 


6.8 


7.5 


6.44 


7.24 




HEMBB 1001443 


5.61 


6.48 


20.67 


20.46 27.07 22.15 




HEMBB 1001449 


2.02 


2 


4.92 ■ 


4.26 


6.35 


4.27 




HEMBB 1001454 


1.2 


1.96 


3.77 


3.74 


5.13 


2.99 




HEMBB 100 1458 


4.72 


6.48 


12.41 


7.88 


9.04 


6.89 




HEMBB 1001461 


0.55 


1.38 


2.01 


2.11 


2.65 


1.07 




HEMBB 1001463 


2.28 


2.1 


3.7 


3.95 


5.03 


4.66 * 


+ 


HEMBB 1001464 


1.73 


1.29 


3.62 


2.66 


3.92 


2.27 




HEMBB 1001466 


1.15 


1.84 


2.75 


1.88 


3.77 


2.73 




HEMBB 1001482 


1.76 


2.21 


4.36 


2.94 


5.36 


3.97 




HEMBB 1001500 


1.01 


1.08 


1.77 


1.96 


4.39 


1.97 




HEMBB 1001505 


3 


3.32 


5.87 


9.35 


14.06 


11.17 * 


+ 


HEMBB1001521 


2.06 


2.43 


5.4 


5.15 


5.78 


7.14 




HEMBB 100 1527 


2.63 


4.74 


11.16 


8.69 


9.66 


9.6 




HEMBB 1001530 


4.15 


3.51 


6.57 


9.43 


12.39 


7.05 




HEMBB 100 1531 


1.11 


1.34 


4.62 


2.99 


5.16 


4.17 




HEMBB 100 1532 


0.63 


1.86 


2.77 


1.86 


4.41 


2.15 




HEMBB 1001535 


1.99 


2.01 


4.22 


3.34 


4.32 


5.75 




HEMBB 1001536 


2.18 


2.65 


6.37 


4.62 


6.87 


5.45 




HEMBB 1001537 


1.31 


2.24 


3.7 


3.21 


6.12 


2.75 




HEMBB 1001 542 


4.39 


4.72 


6.28 


5.26 


7.83 


5.7 




HEMBB 100 1543 


7.84 


3.58 


8.49 


8.13 


7.08 


5.38 




HEMBB 1001 547 


2.02 


2.25 


2.65 


4.2 


4.27 


2.79 * 


+ 


HEMBB1001548 


2.53 


2.62 


11.82 


17.73 29.92 23.34 


* 


HEMBB1001551 


0.89 


1.7 


4.47 


2.93 


5.96 


2.65 




HEMBB 1001555 


2.13 


2.79 


4.78 


3.73 


5.8 


4.64 




HEMBB1001562 


1.9 


2.64 


4.27 


2.23 


3.46 


3 




HEMBB1001564 


132.08 140.08 310 


.28 333.18 233.12 279.03 


HEMBB1001565 


1.72 


1.97 


3.9 


3.77 


4.68 


2.07 




HEMBB 1001569 


0.79 


0.8 


3.04 


2.49 


3.68 


1.44 




HEMBB 1001573 


1.9 


1.04 


3.58 


4.18 


5.53 


4.12 * 


+ 


HEMBB1001585 


1.5 


1.96 


10.91 


3.75 


7.14 


4.87 




HEMBB 1001586 


1.53 


2.27 


3.22 


4.27 


5.45 


1.95 




HEMBB 1001588 


1.33 


2.9 


5.74 


4.72 


6.32 


5.06 




HEMBB 1001595 


2.68 


3.33 


6.92 


3.78 


4.84 


4.7 




HEMBB1001596 


3.4 


2.57 


3.74 


2.67 


5.36 


2.54 




HEMBB 1001599 


1.45 


1.57 


3.21 


3.07 


3.47 


2.06 




HEMBB1001603 


1.99 


2.45 


4.17 


5.7 


8.16 


4.04 




HEMBB 100 1606 


1.35 


2.28 


2.42 


2 


2.39 


1.53 




HEMBB1001612 


4.31 


3.07 


9.25 


8.81 


8.09 


8.9 




HEMBB1001618 


1.53 


1.62 


3.86 


2.84 


4.48 


2.31 
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HEMBB1001619 2.11 3.03 3.92 5.71 5.1 4.37 * 
HEMBB 1001623 2.21 2.38 3.16 2.16 5.5 3.37 
HEMBB1001625 3.73 3.04 4.33 2.93 4.81 3.79 
HEMBB1001630 1.31 2.36 3.54 1.84 4.3 1.23 
HEMBB1001635 1.78 1.64 3.76 108 3.32 1.34 
HEMBB1001637 1.76 1.14 3.98 2.09 4.4 3.58 
HEMBB 1001 641 1.43 1.68 2.78 3.17 3.73 2 
HEMBB1001653 2.18 3.17 5.61 3.96 6.63 3.5 
HEMBB 1001665 1.08 2.17 2.04 2.5 4.43 0.88 
HEMBB1001666 2.14 1.95 3.52 2.45 4.88 1.79 
HEMBB 1001667 2.37 2.25 3.26 2.94 5.13 3.17 
HEMBB 1001668 3.19 2.11 5.15 2.45 6.42 2.69 
HEMBB 1001669 0.98 2.02 3.19 1.04 4.53 1.38 
HEMBB 1001670 4.02 4.82 6.88 10.7 9.71 8.65 * 
HEMBB10O1673 1.48 2.97 3.61 3.51 4.52 4.43 
HEMBB1001675 1.83 3.27 4.65 4.68 5.78 4.88 
HEMBB1001679 2.52 2.34 5.06 2.19 3.87 1.88 
HEMBB 1001684 2.13 1.55 3.89 5.17 6.77 5.05 * 
HEMBB1001685 3.41 1.61 4.43 2.91 6.24 2.49 
HEMBB1001695 1.9 2.22 4.43 1.38 3.88 2.12 
HEMBB1O017O3 1.25 2.3 5.74 3.58 3.79 4.1 
HEMBB10017O4 1.39 2.16 4.58 4.23 5.02 3.94 
HEMBB 1001706 2.76 2.6 3.58 5.6 6.26 4.87 ** 
HEMBB1001707 1.35 2.01 2.87 2.25 3.67 2.8 
HEMBB1001717 1.68 2.21 3.23 2.61 3.34 2.83 
HEMBB1001731 13.81 13.48 24.03 11.02 23.09 25 
HEMBB1001734 3.47 3.35 7.62 6.88 9.22 4.18 
HEMBB1001735 1.35 1.4 3.4 1.58 3.52 -2.03 
HEMBB1001736 5.01 6.14 7.87 7.15 10.91 8.11 
HEMBB1001747 0.92 1 3.23 1.87 3.67 2.82 
HEMBB1001749 4.71 2.99 9.39 7.29 5.99 8.16 
HEMBB1001753 3.79 3.3 5.5 7.4 8.97 9.3 ** + 
HEMBB1001756 0.53 2.05 1.89 2.31 3.91 2.73 
HEMBB1001757 1.08 1.8 2.64 3.04 4.86 4.54 * 
HEMBB1001760 1.32 0.98 3.74 1.49 3.56 2.13 
HEMBB1001762 0.9 0.61 2.62 1.57 2.95 2.07 
HEMBB100178O 9.82 12.28 11.34 16.64 26.06 22.06 J 
HEMBB 1001785 0.89 1.24 1.02 0.62 2.88 1.64 
HEMBB1001788 3.22 1.26 5.17 5.76 6.13 5.3 
HEMBB1001793 5.6 4.73 18.12 22.08 20.38 22.86 * 
HEMBB1001797 1.61 1.82 2.28 2.94 4.97 5.54 * 
HEMBB1001802 13.28 9.91 67.77 85.35 82.8 81.27 * 
HEMBB1001812 2.32 2.58 6.49 7.68 8.28 9.74 * 
HEMBB1001815 128.22 114.78 102.97 87.37 89.21 62.14 
HEMBB1001816 1.95 2.19 3.97 3.73 6.31 5.73 
HEMBB1001831 0.69 0.98 1.54 0.72 3.28 1.16 
HEMBB1001834 16.15 9.68 133.91 102.49 173.48 141.04 
HEMBB1001836 4.07 1.99 11.4 5.89 6.97 6.7 
HEMBB1001839 0.89 0.86 1.43 1.08 1.95 1.21 
HEMBB1001841 80.32 59.68 120.73 35.74 39.04 23.13 
HEMBB 1001844 5.26 4.72 9.73 10.15 10.68 8.11 
HEMBB1001847 6.93 4.24 8.6 9.06 14.77 10.3 
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HEMBBI001848 25.33 

HEMBB1001850 3.07 

HEMBB1001859 13.4 

HEMBB 100 1863 1.7 

HEMBB 1001867 1.69 

HEMBB1001868 2.15 

HEMBB1001869 1.5 

HEMBB1O01872 1.21 

HEMBB1001874 1.92 

HEMBB1001875 0.83 

HEMBB1001880 2.68 

HEMBB1001899 0.6 

HEMBB 1001903 5.56 

HEMBB1001905 2.04 

HEMBB 1001 906 0.67 

HEMBB 1001908 1.82 

HEMBB1001910 1.92 

HEMBB 1001911 2.06 

HEMBB1001915 2.53 

HEMBB1001921 2.19 

HEMBB 1001922 1.74 

HEMBB 1001925 1.48 

HEMBB1001930 0.46 

HEMBB 100 1944 1.72 

HEMBB1001945 2.15 

HEMBB 1001947 2.28 

HEMBB 1001 950 3.49 

HEMBB 1001952 1.41 

HEMBB 1001953 1.62 

HEMBB 100 1957 1.16 

HEMBB1001959 2.05 

HEMBB 1001962 5.54 

HEMBB1001967 2.59 

HEMBB 100 1973 2.25 

HEMBB1001978 2.08 

HEMBB1001983 9.23 

HEMBB 1001987 1.78 

HEMBB 1001988 2.02 

HEMBB 1001990 7.65 

HEMBB 1001996 1.54 

HEMBB10O1997 1.46 

HEMBB 1001999 10.91 

HEMBB 1002002 1.08 

HEMBB 1002005 1.88 

HEMBB1002009 2.32 

HEMBB1002013 0.96 

HEMBB1002015 3.95 

HEMBB 1002024 45.16 

HEMBB1002035 2.15 

HEMBB 1002039 1.18 

HEMBB 1002041 3.31 

HEMBB1002042 3.97 



21.68 40.92 49.73 73.94 62.17 * 

2.93 5.25 3.75 7.19 3.95 
8.82 20.85 39.61 27.01 40.75 * 

3.65 7.66 6.89 8.88 7.5 

1.93 3.16 3.16 4.14 3 

1.53 2.56 1.31 3.57 1.28 

2.3 4.23 4.62 8.15 3.58 
0.79 2.23 1.77 4.17 1.75 

1.2 2.07. 2.58 2.47 3.03 * + 

1.96 1.7 2.05 3.53 1.37 

2.17 6.79 4.41 8.91 8.35 

1.62 2.15 2.26 4.68 1.91 

5.68 9.61 6.06 6.65 6.7 
.2.82 5.49 4.98 6.07 7.14 

1.65 2.64 2.22 5.14 2.62 

1.63 5.26 3.31 6.56 3.59 

1.16 2.64 3.2 4.41 4.61 * + 

1.11 4.2 5.73 4.83 4.33 

3.01 5.61 7.13 7.84 9.4 * + 
2.21 7.12 6.56 8.47 8.25 

1.77 3.66 4.91 5.85 3.7 

2.24 4.57 3.07 4.73 3.39 
0.94 1.67 0.91 3.18 1.01 
1.88 5.45 4.83 4.6 4.49 
1.05 3.58 2.25 3.97 2.12 
1.13 3.23 5.35 5.98 3.15 
1.95 5.38 5.15 5.46 3.3 
2.05 4.72 2.31 4.73 3.1 
2.09 3.45 3.63 5.78 3.75 

2.02 4.28 2.68 4.19 2.19 
3.31 4.07 4.22 5.75 3.68 
2.61 5.11 3.34 6.28 2.54 

2.46 5.62 6.11 8.49 6.15 

2.4 6.14 7.62 10 7.28 * + 

1.71 6.29 7.2 7.57 5.83 

8.69 24.6* 38.93 34.91 36.79 * 
2.34 3.64 1.66 4.75 2.38 
1.92 3.42 2.92 5.17 1.85 

7.72 9.18 12.44 11.53 15.42 * 

1.47 3.89 1.61 3.51 1.22 

2.25 6.1 4.2 5.98 4.23 
11.08 16.84 24.47 26.58 22.28 
1.58 3.52 1.91 2.76 2.39 
2.91 4.8 4.82 7.6 4.22 

2.48 3.03 2.24 6.23 2.7 
2.07 3.78 1.95 4.26 1.41 
4.25 9.47 5.82 8.92 6.73 
34.47 111 32 113.31 106.76 120.55 
1.91 2.87 2.11 4.5 2.68 

2.29 5.1 3.28 5.9 2.98 

4.13 8.49 15.49 14.42 33.38 ** 

4.66 9.49 8.09 10.63 9.94 
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HEMBB1002043 1.34 2.21 4.61 5.97 5.24 3.36 
HEMBB1002044 0.4 U9 2.68 1.25 4.19 1.92 
HEMBB 1002045 2.83 2.5 10.03 6.34 7.63 4.56 
HEMBB1002049 1.31 1.4 3.77 1.71 4.36 1.73 
HEMBB1002050 1.62 1.61 4.5 3.31 4.53 2.94 
HEMBB1002051 1.17 1.13 2.9 2.59 5.05 4.37 
HEMBB 1002068 1.69 2.44 2.43 2.3 4.42 2.07 
HEMBB 1002069 3.39 3.94 7.83 6.86 7.55 5 
HEMBB1002075 0.72 1.94 3.33 2.99 3.52 2.37 
HEMBB1002079 1.2 1.8 1.89 1.22 2.84 1.3 
HEMBB 1002080 1.74 1.85 4.78 1.55 6.02 2.41 
HEMBB1002082 1.03 1.85 4.59 2.38 4.38 1.96 
HEMBB1002084 25.86 22.68 51.44 33.52 35.54 38.37 
HEMBB1002088 13.92 15.78 22.14 29.46 37.25 35.66 
HEMBB1002092 2.51 2.24 4.48 5.34 3.65 6.27 
HEMBB1002094 3.21 2.62 8.2 5.72 7.27 6.04 
HEMBB 1002103 2.42 2.97 3.51 3.74 5.58 4.47 
HEMBB 1002 109 4.27 3.47 4.84 5.72 7.83 6.36 * 
HEMBB1002115 42.37 37.4 91.88 95.86 101.94 101.65 
HEMBB1002120 0.89 1.22 2.91 0.86 2.94 2.41 
HEMBB1002121 0.75 1.56 1.63 1.5 4,66 2.53 
HEMBB1O02134 11.99 11.22 112.59 98.93 166.1 133.77 
HEMBB1002136 1.29 1.65 2.9 2.59 3.26 2.58 
HEMBB1002138 10.48 9.64 20.72 18.78 23.06 19.4 
HEMBB1002139 1.84 1.6 5.46 4.69 6 5.84 
HEMBB1002141 1.53 0.83 3.44 1.48 4.64 2.54 
HEMBB1002142 1.85 2 4.95 3.22 5.98 6.03 
HEMBB1002145 1.62 0.83 2.96 1.49 3.07 2.42 
HEMBB1002152 1.27 1.19 3.15 2.32 6.36 3.41 
HEMBB1002162 1.25 1.55 3.92 3.42 5.14 3.61 
HEMBB1002173 4.18 1.09 5.58 2.77 4.48 3.84 
HEMBB1002189 2.78 1.95 6.14 7.01 8.25 5.93 
HEMBB1002190 1.81 2.2 6.36 8.01 6.93 8.36 * 
HEMBB1002193 1.84 1.06 2.06 4.53 4.37 5.48 ** 
HEMBB1002217 3.82 2.26 6.02 3.61 6.06 3.23 
HEMBB1002218 3.91 3.3 7.58 4.94 6 15 5.68 
HEMBB1002228 2.28 2.9 6.17 6.68 7.94 6.97 
HEMBB1002232 1.15 1.4 2.24 2.14 5.79 3.03 
HEMBB 1002245 0.86 0.84 2.34 1.53 2.47 1.05 
HEMBB1002247 1.72 0.59 2.44 1.38 2.24 1.03 
HEMBB 1002249 2.65 1.64 3.1 3.39 4.08 4.01 * 
HEMBB1002254 1.35 1.35 3.83 2.64 3.27 2.86 
HEMBB 1002255 0.99 1.37 2.6 1.19 2.93 1.4 
HEMBB1002266 1.33 0.83 2.07 0.73 1.99 0.54 
HEMBB1002271 14.89 9.5 29.42 32.9 41.53 37.28 * 
HEMBB1002280 1.62 0.78 1.6 1.55 2.93 1.12 
HEMBB1002296 11.83 12.31 18.29 31.87 21.06 23.09 



HEMBB 1002300 


0.78 


2.31 


■3.48 


1.49 


4.63 


3.12 


HEMBB 1002302 


1.17 


2.17 


3.26 


2.49 


4.76 


3.04 


HEMBB1002306 


1.83 


1.96 


4.28 


2.91 


4.34 


2.6 


HEMBB 10023 16 


0.66 


1.38 


2.36 


1.19 


2.9 


0.97 


HEMBB1002326 


0.93 


1.68 


4.52 


4.35 


4.41 


3.9 
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HEMBB 1002327 0.99 0.99. 2.66 1.46 2.95 2.06 

HEMBB1002329 2.89 3 3.81 6.39 5.88 5.53 ** 

HEMBB 1002340 0.6 1.8 2.05 2.29 3.38 2.22 

HEMBB 1002342 8.12 9.23 14.09 21.68 18.15 18.03 * 

HEMBB1002358 1.09 3.22 6.37 6.52 7.91 9.2 

HEMBB 1002359 1.09 2.55 4.29 4.66 5.4 3.54 

HEMBB1002364 1.28 1.82 2.33 3.17 5.15 3.11 

HEMBB 1002366 13.63 21.17 32.35 56.28 57.48 53,09 

HEMBB 1002371 0.83 0.63 1.72 2.32 2.82 2.1 * 

HEMBB1002381 0.97 1.16 1.74 2.83 3.16 6.26 

HEMBB1002383 1.07 3.17 4.18 3.1 4.5 4.37 

HEMBB 1002387 0.98 2.36 2.68 2.09 3.68 2.96 

HEMBB1002409 6.85 7.27 46.98 69.94 70.04 64.2 * 

HEMBB1002413 3.92 2.99 8.34 9.46 8.16 10.16 

HEMBB1002415 0.84 1.28 2.79 2.36 3.49 2.11 

HEMBB1002424 1.04 1.17 1.63 2.89 3.04 2.66 ** 

HEMBB1002425 1.12 1.69 5.86 6.46 10.1 5.26 

HEMBB1002427 1.5 1.59 2.32 3.72 7.82 3.65 

HEMBB1002442 2.29 1.57 4.33 4.99 8.58 8.89 * 

HEMBB1002447 2.61 2.7 5.56 6.1 6.6 5.63 

HEMBB 1002453 2.5 2.48 6.56 6.31 7.55 5.25 

HEMBB1002457 1.54 2.08 4.77 3.69 4.61 4.8 

HEMBB1002458 0.48 1.53 2.5 2.2 2.35 1.66 

HEMBB1002463 1.36 1.84 6.55 6.24 6.11 8.87 

HEMBB1002465 1.12 1.18 2.4 2.86 2.25 1.59 

HEMBB1002477 0.71 0.66 4.43 3 4.39 4.86 

HEMBB1002479 22.08 21.58 27.54 16.12 19.41 17.27 

HEMBB 1002489 0.86 3.02 3.9 5.73 5.51 7.68 * 

HEMBB1002492 1.27 1.23 3.07 3.53 4.08 3.39 * 

HEMBB1002495 1.85 1.85 3.2 2.61 5.02 3.98 

HEMBB1002502 0.94 2.52 2.81 1.77 4.83 3.27 

HEMBB1002509 0.73 1.8 2.65 2.03 2.43 1.27 

HEMBB1002510 0.49 1.68 3.06 1.78 2.5 0.81 

HEMBB 1002520 1.46 2.47 5.44 6.62 7.57 8.61 * 

HEMBB1002522 0.82 1.88 4.42 2.31 6.8 2.07 

HEMBB1002527 11.47 13.79 12.46 24.19 10.37 17.52 

HEMBB1002530 1.43 2.15 3.44 2.93 4.92 2.26 

HEMBB 1002531 0.46 1.32 2.04 1.23 2.99 0.35 

HEMBB 1002534 1.35 2.27 2.73 4.54 4.08 3.92 ** 

HEMBB 1002536 6.58 5.93 46.38 45.93 63.71 42.88 

HEMBB 1002544 3.91 3.45 6.89 6.79 7.87 7.99 

HEMBB1002545 0.92 2.76 2.83 3.21 4.15 4.29 

HEMBB1002550 1.32 1.69 1.86 2.99 4.68 2.42 

HEMBB1002556 2.9 3.54 9.69 8.73 8.12 10.62 

HEMBB 1002571 17.25 14.03 19.8 21.91 16.59 24.61 

HEMBB1002579 3.32 2.05 4.87 4.38 6.6 6.39 

HEMBB1002582 1.79 2.11 5.59 5.77,6.47 5.63 

HEMBB1002584 2.82 1.94 6.09 3.94 4.67 3.62 

HEMBB1002587 6.39 5.82 10.63 11.3 9.04 9.94 

HEMBB 1002590 1.6 3.07 7.46 5.86 7.3 5.84 

HEMBB1002596 1.5 2.01 3.17 5.59 4.94 4.21 * 

HEMBB1002600 1.55 2.72 3.81 5.02 7.18 3.93 
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HFMRR 1007601 
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2 00 
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l .z 


0 06 
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1 05 
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nt2ilVlDJj 1 UUZO 1 J 
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9 41 


4 11 
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J.70 
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ucmrr i nno6 i a 

IJ_C,i,VIDX> I \JUZU 1 S- 


1 1R 


1 14 
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J. J J 


3.87 


6.08 


9.76 


HFMRR 10096 15 


1 47 


1 99 


4 61 


2.45 


3.83 


2.67 


HPMRR 1 009 6 1 7 


0 67 


1 00 


9 88 


2.1 


334 


3.4 


MFVTRR 1 009691 


9 11 

Z.J 1 


1 61 


4 16 

H.DV 


3.96 


6.28 


5.9 1 


trpTuTRTl 1 (XfY) 694 


0 7 
Z. / 


1 56 


7 50 


7.96 


8.72 


8.3 


UCXiDB 1 fW>£1 1 


1 A5 
I.Oj 


o 

Z 


4 08 


2.14 


3.72 


1.74 


tTCTVyf 1 ATI") <0 c 


1 0/1 
l.o4 


1. /4 




3.31 


3.64 


3.56 


rifcJVlor> I UUz 044 


1 00 
/.zz 


Q ft/1 




18.52 23.94 22.55 


HEMBB 1 002654 


5-22 


4.21 


7.77 


7.92 


7.33 


ll. 74 


iri 'i /TOT* 1 f\f\<^C£. 1 

HEMBB 1002661 


L93 


2.16 


3.96 


1.99 


4.13 


5.33 


HEMBB 1002 663 


1.59 


L8 


3.85 


5.45 


5.58 


5.17 * 


HEMBB 1 002664 


L28 


2.4 


4.43 


5.05 


9.22 


6.76 * 


HEMBB 1002677 


1.88 


1.83 


1.86 


1.81 


4.79 


2.34 


HEMBB 1002683 


2.68 


2.21 


9.21 


5.67 


5.9 


8.45 


HEMBB 1002684 


1-71 


0.81 


2.53 


1.92 


2.74 


2.63 


HEMBB 1002686 


1.23 


1.39 


2.88 


1.45 


3.37 


1.64 


HEMBB 1002692 


0.99 


1.4 


1.8/ 


2.5 


2.53 


2.98 * 


HEMBB 1002693 


1.75 


1.75 


4.12 


5.03 


5.74 


3.46 


HEMBB1 002697 


1.09 


2.8 


2.73 


4.17 


5.58 


5.34 * 


HEMBB 1002699 


1.59 


2.27 


4.93 


4.72 


6.74 


6.97 


HEMBB1002702 


1.63 


1.5 


2.54 


1.76 


3.25 


3.33 


HEMBB 1002705 


4.2 


2.84 


6.79 


8.83 


8.26 


7.92 * 


HEMBB1002712 


8.55 


1.32 


238 


2.92 


4.06 


1.4 


IMR321000028 


1.03 


1.71 


2.88 


1.63 


2.76 


1.63 


1MR321000031 


1.71 


2.59 


3.51 


5.86 


4.35 


5.31 * 


IMR321000034 21.95 


15.41 


3037 


33.73 19.59 34.65 


IMR32 1000039 


5.81 


7.11 


14.41 


14.72 


15.71 


13.99 


IMR32 1000044 


0.81 


2.37 


1.44 


1.01 


3.26 


2.06 



IMR321000063 79.52 80.12 127.61 224.23 199.69 128.8 

IMR321000085 21.02 18.07 2638 30.28 48.13 47.89 

KMR321000089 1.51 1.42 3.86 3 6.7 5.84 

IMR321000091 4.79 2.91 6.5 835 1138 8.55 * 

LIVER1000004 8.04 9.67 34.15 55.9 56.53 48.86 * 

LIVER1 000008 1.13 1 36 3.06 1.68 4 2.17 

LIVER1000011 3.03 5.9 26:65 37.8 5437 45.77 * 

LIVER 1000022 2.75 3.66 7.75 939 9.82 9.17 * 

LIVER1000025 1.78 2.77 5.47 9.83 10.83 7.7 * 

LIVER1000030 1.05 0.96 2.12 2.04 2.56 1.23 

LIVER1000045 133 1 37 3.11 5.11 5.12 5.89 ** 

LTVER1000046 1.01 1.53 3.86 4.14 7.82 534 

LIVER1000072 1.61 1.26 5.23 12.42 9.54 12.21 ** 

LIVER1000077 033 1.79 1.97 1.87 2.84 3.14 

LIVER1000080 1.53 3 5.81 5.96 4.24 5.41 

LIVER1000086 6 3 8 7.69 47.4 69.84 79.87 70.57 * 

LIVER1000O92 1.6 1.46 3.09 3.85 3.83 2.41 

L1VER1000095 0.91 2.31 2.56 2.16 2.46 1.55 

LIVER1000097 1.26 0.74 2.49 2.18 2.84 2.25 
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LIVER 1000098 


0.43 


1.37 


2.57 


2.76 


3.95 


2.29 


LIVER1000100 


3.3 


2.82 


5.82 


4.99 


7.44 


3.74 


LIVER1000101 


0.36 


1.81 


2.4 


1.69 


4.25 


2.74 


LIVER1000106 


0.83 


1.95 


1.79 


0.97 


2.8 


1.29 


LIVER 1000108 


1.36 


2.93 


4.31 


4.35 


4.12 


3.43 


LIVER1000115 


1.12 


1.57 


4.32 


6.38 


6.13 


6.9 * + 


LIVER1000120 


1.45 


0.95 


2.23 


1.39 


1.46 


0.73 


LIVER1000138 


0.6 


1.27 


1.86 


2.11 


2.36 


1.6 


LIVER1000146 


1.38 


2.69 


6.24 


7.17 


7.01 


7.02 


LIVER1000148 


0.88 


1.24 


2.65 


1.68 


5.68 


3.51 


LIVER1000157 


30.11 


26.71 


67.66 123. 


41 85j 


61 124.96 * 


LIVER1000161 


1.3 


1.59 


2.3 


1.73 


3.37 


1.84 


LIVER1000167 


3.07 


3.63 


14.08 


20.36 22.31 


I 21.82 * 


LIVER1000174 


1.53 


1.68 


1.84 


2.1 


3.43 


1.29 


LIVER1000185 


2.42 


2.55 


5.16 


4.37 


4.72 


4.23 


LIVER1000187 


0.96 


1.55 


4.84 


6.64 


4.17 


3.5 


LIVER1000190 


3.77 


3.48 


5.95 


4.71 


6.24 


4.47 


LIVER1000192 


2.37 


2.92 


3.93 


4.1- 


5.23 


4.04 



MAMMA1000009 1.39 2.55 5.12 3.62 4.72 3.46 

MAMMA1000015 1.72 1.59 4.78 5.23 4.42 6.42 

MAMMA1000019 0.69 2.48 3.4 4.27 4.81 3.1 

MAMMA1000020 2.79 2.35 5.63 6 7.86 5.75 

MAMMA1000024 0.65 1.76 3.79 2.42 2.91 1.61 

MAMMA1000025 1.92 2.56 6.92 4.96 6.72 5.6 

MAMMA1000043 1.06 2.36 6.43 6.93 8.22 6.6 

MAMMA1000045 1.38 2.01 4.84 2.68 3.96 2.89 

MAMMA1000046 1.74 2.44 3.18 2.88 4.5 2.37 

MAMMA10O0O55 8.51 8.71 9.57 9.38 10.74 9.36 

MAMMA1000057 4.4 3.29 7.56 8.38 9.78 8.16 

MAMMA1000060 26.78 24.33 45.25 48.69 33.84 48.6 

MAMMA1000069 2.13 1.65 4.1 3.43 3.14 2.41 

MAMMA1000084 2.88 3 5.81 5.64 8.15 7.51 

MAMMA1000085 2.75 3.74 7.02 6.45 5.82 6.97 

MAMMA1000092 1.45 2.97 3.8 4.64 5.15 4.55 * 

MAMMA1000096 4.45 4.96 9.29 8.15 9.11 6.09 

MAMMA1000097 2.4 2.96 3.86 5.93 6.01 6.97 ** 

MAMMA1000102 1.94 1.59 4.27 4.25 6.16 4.44 

MAMMA1000103 1.52 1.65 5 2.39 4.56 2.83 

MAMMA1000106 1.25 2.15 5.1 2.3 4.48 3.27 

MAMMA1000117 1.19 2.12 3.72 1.84 3.32 2.77 

MAMMA1000118 1.03 2.06 3.08 3.38 3.21 4.56 

MAMMA1000129 1.06 2.1 2.97 1.73 2.7 1.31 

MAMMA1000133 1.09 1.96 3.67 2.8 3.87 2.02 

MAMMA1000134 1.23 2.08 4.28 2.27 4.61 1.93 

MAMMA1000139 1.45 1.91 2.69 2.13 3.98 L85 

MAMMA1000141 1.97 2.27 5.47 3.67 3.61 3.42 

MAMMA1000143 1.66 1.1 2.55 3.83 3.52 1.74 

MAMMA1000150 4.11 4.95 8.99 '6.49 6.4 8.66 

MAMMA1000155 1.87 2.71 4.35 5.46 5.69 6.41 * 

MAMMA1000163 1.65 2.82 2.62 3.45 4.54 4.97 * 

MAMMA1000171 1.96 2.43 5.53 4.12 6.52 4.97 

MAMMA1000173 3.5 5.27 10.33 17.47 17.44 18.26 
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MAMMA1000175 1.58 1.8 2.89 4.06 5.14 3.7 * + 
MAMMA1000183 1.14 2.12 5.29 3.92 4.7 4.91 
MAMMA1000191 3.25 3.34 14.68 12.56 14.7 18.23 
MAMMA1000192 5.76 8.53 9.67 16.66 19.91 17.65 ** 
MAMMA1000193 1.68 i.54 0.86 1.33 2.25 1.94 
MAMMA1000198 1.88 L99 5.53 4.44 6.49 5.57 
MAMMA1000204 1.75 2.25 3.39 3.56 4.13 2.85 
MAMMA1000207 1 3.2 3.41 2.86 4.96 3.47 
MAMMA1000214 1.76 2.08 3.68 2.84 4.42 4.74 
MAMMA1O00220 6.19 6.12 11.61 12.49 18.06 16.72 * 
MAMMA1000221 0.57 1.04 1.68 1.14 4.51 0.87 
MAMMA1000226 0.48 1.06 2.07 1.49 3.19 1.88 
MAMMA1000227 0.93 1.23 1.6 2.73 3.67 3.46 ** + 
MAMMA1000230 1 1.23 1.77 2.38 3.04 2.94 ** + 
MAMMA1000241 2.9 2.2 4.19 7.24 5.8 7.61 ** + 
MAMMA1000245 76.63 70.15 118.95 141.45 166.09 104.88 
MAMMA1000248 6.79 4.17 13.48 13.18 13.44 18.8 
MAMMA1000251 1.68 1.72 4.7 5.55 5.39 5.29 
MAMMA1000254 1.24 1.22 3.59 2.14 5.61 5.02 
MAMMA1000257 5.39 2.62 25.06 32.2 43.78 35.79 * 
MAMMA1000262 15.48 9.75 18.2 40.81 33.23 34.89 ** 
MAMMA1000264 0.99 1.2 2.3 4.43 2.57 3.4 * + 
MAMMA1000266 1.25 0.79 2.73 4.21 5.33 4.03 * 
MAMMA1000270 2.43 1.94 4.57 6.16 7.16 7.58 * 
MAMMA1000271 6.01 3.26 8.54 8.94 6.17 8.1 
MAMMA1000277 0.89 0.93 2.56 2.46 2.75 2.09 
MAMMA1000278 1.84 2.01 4.29 2.18 5.06 3.51 
MAMMA 1 000279 1.82 1.74 4.33 3.51 5.72 4.35 
MAMMA1000283 0.99 1.51 2.36 1.37 2.66 2.71 
MAMMA1000284 2.65 2.51 8.31 6.28 8.49 8.01 
MAMMA1000287 1.58 2.13 6.27 5.55 6.94 7.1 
MAMMA1000294 4.72 5.45 9.44 3.84 8.21 4.74 
MAMMA1000298 0.87 1.36 2.51 1.55 3.1 0.95 
MAMMA1000302 0.9 1.18 4.73 2.22 4.9 2.56 
MAMMA1000303 0.92 1.62 2.63 4.16 4.06 3.22 * 
MAMMA1000305 1.07 1.28 2.73 2.47 2.74 2.1 
MAMMA1000307 2.29 3.03 9.61 15.85 14.04 14.38 * 
MAMMA1000309 0.57 1.61 3.69 4.6 3.65 4.61 
MAMMA1000312 3.55 4.99 8.08 6.19 5.18 6.55 
MAMMA1000313 1.06 2.31 2.34 1.79 3.98 3.43 
MAMMA1000331 1.08 1.65 3 3.33 6.01 3.21 
MAMMA1000335 7.38 9.1 14.27 19.49 16.28 16.92 * 
MAMMA1000339 0.33 0.39 2.17 1.46 2.09 0.66 
MAMMA1000340 1.43 1.33 4.12 4.37 2.72 2.15 
MAMMA1000348 1.2 1.27 4.6 3.14 4.82 6.11 
MAMMA1O00356 1.93 2.21 4.93 3.08 5.42 6.29 
MAMMA1000358 2.93 3.97 5.02 7.42 7.47 4.9 
MAMMA1000360 1.41 1.92 4.6 3.76 5.2 4.63 
MAMMA1000361 2.2 3.45 8.9 8.94 10.67 8.93 
MAMMA1000363 1.09 1.69 3.86 1.87 4.37 4,1 
MAMMA1000370 0.92 0.71 1.76 2.02 2.62 2.57 * 
MAMMA1000371 2.09 1.73 6.35 10.02 12.1 10.1 * 
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MAMMA1000372 4.45 

MAMMA1000385 1.79 

MAMMA1000388 1.93 
MAMMA1000395 1.3 

MAMMA 1 000402 1.69 
MAMMA100O403 1.7 

MAMMA1000410 0.87 

MAMMA100O413 1.52 

MAMMA1000414 1.08 
MAMMA1000416 3.3 

MAMMA1 000421 2.61 

MAMMA1000422 2.83 
MAMMA1000423 1.7 

MAMMA1000424 0.88 

MAMMA 1000429 8.73 
MAMMA1000431 1.6 

MAMMA1000432 1.05 

MAMMA1000437 4.61 

MAMMA 1000444 2.53 

MAMMA1000446 1.19 

MAMMA100O449 1.77 

MAMMA1 000457 4.44 

MAMMA1000458 1.27 

MAMMA1000468 0.55 

MAMMA1000472 1.15 

MAMMA1000473 1.95 

MAMMA1000477 3.86 

MAMMA1 000478 2.85 

MAMMA1000483 4.16 

MAMMA 1000490 1.65 

MAMMA 1000496 1.18 

MAMMA1000500 0.68 

MAMMA1000501 3.04 

MAMMA1000503 0.84 

MAMMA1000506 10.14 

MAMMA1000510 3.24 

MAMMA1000515 2.12 

MAMMA1000516 2.18 

MAMMA1000522 1.04 

MAMMA1000524 2.04 

MAMMA1000528 3.74 

MAMMA1000534 0.91 

MAMMA1000541 2.85 

MAMMA1000550 1.21 

MAMMA1000556 1.78 

MAMMA1000559 1.32 
MAMMA! 000565 1.82 

MAMMA1000567 0.99 

MAMMA1000576 3.72 

MAMMA1000582 2.07 
MAMMA1000583 1.16 
MAMMA1000585 1.66 



4.1 12.88 12.01 12.92 11.97 
2.36 6.41 6.41 7.66 8.72 

3.02 6.03 4.7 4.53 5.06 
2.46 3.12 1.69 3.49 0.8 

1.68 5.62 3.33 4.35 4.63 

2.36 5.05 5.45 5.81 3.96 

1.25 2.71 3.23 3.35 3.25 * 
0.47 2.48 3.51 3.76 3.61 * 
1.53 3.03 2.94 4.91 1.81 

4.01 10.2 15.8 23.14 20.47 * 

2.83 6.11 7.7 7.42 7.09 * 

2.53 7.46 9.18 6.64 12.05 

1.26 6 5.9 6.62 5.89 
1.7 3.17 1.91 2.38 1.07 

10.07 13.78 14.98 16.3 11.17 

1.27 4.27 5.22 6.32 4.26 
2.33 2.85 2.63 2.82 1.41 
4.75 8.44 10.54 11.52 8.12 

4.15 8.55 7.55 10.17 10.13 

2.07 3.87 2.03 3.63 2.49 
1.59 3.54 3.37 4.31 3.22 
4.82 7.12 7.2 6.88 6.22 
2.22 4.83 2.52 4.03 1.94 
1.12 2.2 0.51 2.25 1.16 

2.3 4.42 4.77 6.36 5.79 * 
1.72 3.59 3.45 5.46 3.17 
3.29 5.67 8.71 9.92 7.97 ** 
3.26 7,41 5.76 9.1 7.57 

3.16 8.3 8.09 6.5 8.63 
2.61 3.68 2.66 4.96 2.14 

1.7 3.44 1.3 3.79 2.01 

1.79 3.22 1.41 3.2 2.86 

3.89 7.86 13.71 15.02 12.51 " 

2.08 2.21 3.52 3.52 2.27 
8.79 32.66 34.77 26.7 18.31 
3.5 4.59 10.97 10.76 13.61 * 

1.54 4.56 5.97 7.55 6.2 * 

2.4 6.29 3.89 3.85 5.07 
1.47 4.39 2.4 3.68 1.85 

2.09 3.53 3.82 6.18 3.96 

2.72 2.05 2.7 4.09 2.88 
2.35 2.11 1,86 2.91 2.04 
3.16 11.29 11.22 8.81 12.04 

2.73 1.86 2.46 6.65 4.64 

1.32 4.25 2.66 3.37 1.4 
1.49 5.56 2.92 4.2 3.46 

2.74 3.93 2.13 4.18 4.22 
2.16 3.77 2.3 4.07 3.64 
3.12 13.12 10.45 9.76 10.02 
2.7 5.64 4.13 4.81 6.31 

2.33 2.45 2.19 4.47 2.93 
2.04 4.19 3.82 5.38 3.23 
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MAMMA1000587 1.64 1.51 3.73 3.12 5.07 3.49 
MAMMA1000591 0.96 1.34 3.11 1.45 3.74 1.72 
MAMMA1000594 2.3 1.76 4.92 3.55 7.68 5.16 

5 MAMMA10O0597 4.42 3.09 9.64 9.46 9.63 10.35 

MAMMA10OO605 2.84 3.94 11.44 18.34 15.85 17.89 * + 
MAMMA1000612 1.91 2.15 5.22 3.85 4.33 4.95 
MAMMA1000614 3.11 2.71 9.4 7.48 6.07 6.34 
MAMMA1000616 1.66 1.79 2.44 2.1 5.09 3.45 

10 MAMMA1000621 1.39 1.67 3.36 3.15 6.31 7.02 

MAMMA1000623 1.08 1.04 3.83 0.92 2.66 2.3 
MAMMA10O0625 7.39 6.32 23.76 19.68 25.39 29.8 
MAMMA1000635 0.89 0.68 1.61 0.76 1.75 0.64 

15 MAMMA1000643 1.47 1.11 1.94 4.21 3.77 6.82 * + 

MAMMA1000646 4.68 3.61 9.55 17.22 16.4 16.44 ** + 
MAMMA1000652 1.98 1.61 3.56 4.21 5.34 5.24 * + 
MAMMA1000657 2.28 L78 4.51 2.18 4.48 3.26 
MAMMA1000664 1.78 1.49 5.35 2.9 6.43 6.85 

20 MAMMA100O667 1.24 1.68 2.17 1.96 5.64 2.41 

MAMMA100O668 0.71 1.11 3.23 2.44 3.76 1.74 
MAMMA100O669 0.76 0.97 2.01 0.9 3.94 2.06 
MAMMA1 000670 3.27 2.78 4.47 10.4 6.73 9.28 * + 
MAMMA1000672 1.71 3.23 6.88 5.43 5.63 6.03 

25 MAMMA1000681 0.98 1.19 2.53 1.98 3.73 2.45 

MAMMA1000684 6.87 11.61 18.54 30.76 32.53 30.62 ** + 
' MAMMA100O696 1.64 3.39 4.99 7.89 14.39 8.69 * + 
MAMMA1000702 3.12 3.07 5.9 7.47 10.05 7.55 * + 
MAMMA1000706 0.63 1.07 1.79 1.08 1.52 0.66 

30 MAMMA1 000707 0.74 1.26 1.76 0.83 1.87 0.63 

MAMMA1000713 1.53 2.14 5.33 5.43 5.8 6.96 
MAMMA1000714 1.19 1.84 4.31 2.64 4.96 4.94 
MAMMA1000718 1.32 2.79 4.84 5.53 7.12 4.37 
MAMMA1000720 1.33 2.19 5.14 4.95 8.51 5.44 

35 MAMMA1000723 1.22 1.65 4.17 3.26 4.81 3.68 

MAMMA1000731 1.24 1.17 3.11 3.04 4.99 3.26 
MAMMA1000732 1.37 1.59 3.02 4.86 6.5 6.05 ** + 
MAMMA1000733 0.58 0.82 1.54 2.31 2.41 1.22 
MAMMA1000734 12.22 11.56 22.62 21.95 22.19 13.18 

40 MAMMA1000736 4.26 4.34 11.96 4.92 5.77 6.14 

MAMMAIO00738 0.8 2.06 3.82 2.52 4.15 1.95 
MAMMA1000744 1.12 2 5.52 3.27 3.97 4.67 
MAMMA1000746 1 2.03 2.24 2.38 4.27 2.48 

45 MAMMA1000748 8.23 8.93 13.13 15.53 16.06 15.05 * + 

MAMMA100O751 10.46 7.63 32,43 45.16 40.03 54.65 * + 
MAMMA1000752 1.5 2.37 8.68 11.52 14.2 12.68 * + 
MAMMA1000757 1.89 2.48 5.54 7.9 8.53 10.86 * + 
MAMMA1000760 3 2.99 6.77 4.65 8.01 7.12 

50 MAMMA1000761 1.86 2.58 5.73 4.87 6.29 4.99 

MAMMA1000775 1.37 1.83 4.43 3.23 4.29 2.64 
MAMMA1000776 2.37 2.36 6.3 6.57 7 6.12 
MAMMA1000778 2 14 2.28 5.19 4.95 3.99 3.84 
MAMMA1000781 1.33 1.33 3.06 2.82 2.86 1.23 

55 , MAMMA1000782 1.94 2.36 3.88 2.93 3.11 3.01 . 
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MAMMA1000784 1.28 

MAMMA 1 000788 3.05 

MAMMA1000798 1.01 

MAMMA1000802 4.36 

MAMMA1000810 3.91 

MAMMA1000813 1.63 

MAMMA1000814 2.56 

MAMMA1000824 12.58 

MAMMA 1000827 1.83 

MAMMA1 000831 1.45 

MAMMA1000838 6.85 

MAMMA1000839 4.89 

MAMMA1000841 1.33 

MAMMA1000842 2.48 

MAMMA1000843 1.26 

MAMMA 1000845 0.83 

MAMMA1000851 1.3 

MAMMA1000854 2.77 

MAMMA1000855 0.37 

MAMMA1000856 0.87 

MAMMA 100085 9 9.88 

MAMMA1000862 1.13 

MAMMA1000863 2.62 

MAMMA 1000865 0.35 

MAMMA 1000867 1.08 

MAMMA1000875 0.89 

MAMMA1000876 1.23 

MAMMA 1000877 3.15 

MAMMA1000878 3.05 

MAMMA10O0880 1.46 

MAMMA1O00881 1.81 

MAMMA1 000883 0.57 

MAMMA1000897 0.76 

MAMMA1O00898 1.06 

MAMMA1000905 1.8 

MAMMA1 000906 1.17 

MAMMA 1000908 1.59 

MAMMA1000911 4.97 

MAMMA1000914 1.14 

MAMMA 1000920 1.99 

MAMMA1000921 1.03 

MAMMA 1000931 2.68 

MAMMA 1000940 1.67 

MAMMA1000941 3.74 

MAMMA 1000942 2.75 

MAMMA1000943 2.16 

MAMMA1000952 2.6 

MAMMA1000956 0.93 

MAMMA1000957 2.5 

MAMMA1000962 3.25 

MAMMA1000966 1.85 

MAMMA1000968 1.6 



I. 58 3.94 2.22 7.2 3.64 
4.31 4.38 4.16 5.12 2.21 
2.86 2.77 2.03 3.56 2.1 

3.71 8.23 17.49 15.39 19.2 * 

4.98 14.15 17.58 19.04 16.15 
2.11 3.73 2.82 3.15 2.06 
2.97 7.82 7.28 7.26 6.61 

II. 27 34.16 62.44 72.28 50.62 
2.04 5.05 3.3 4.77 4.31 
2.81 2.84 2.55 5.43 1.85 
9.27 7.86 13.01 8.43 14.52 

4.41 9 9.02 8.66 14.04 
2.02 3.11 2.23 4.44 2.29 

1.88 3.59 3.03 3.74 1.82 
2.19 3.88 2.26 4.43 2.35 

1.01 2.4 2.35 3.88 1.24 

3.42 5.35 7.83 5.9 6.65 

3.7 6.33 5.08 5.68 5.13 
2.97 2.62 2.51 3.74 1.78 
1.39 3.11 2.05 6.37 3.19 

8.56 20.5 19.52 18.47 24.31 
1.55 3.53 1.17 3.18 0.79 . 

2.08 4.72 2.59 5.24 4.91 
0.82 2.48 0.4 1.84 0.35 

2.83 2.87 1.95 3.68 4.76 

2.72 2.34 3.31 3.57 2.59 
1.64 4.59 2.4 3.37 3.22 

2.89 9.22 8.39 10.32 10.07 
3.61 8.94 6.33 8.52 9.62 
1.15 4.77 2.45 3.96 3.01 

2.09 4.52 3.77 6.07 4.73 
0.79 2.1 1.37 2.14 2.11 
2.39 0.36 1.19 2.99 6.19 

1.99 1.75 1.41 2.49 3.7 
2.75 4.68 8.32 6.86 10.64 * 
2.49 2.6:3 2.45 4.27 4.08 
1.63 4.3 1.77 3.05 1.43 
6.25 8.37 21.77 20.01 20.98 
0.85 2.41 1.1 2.23 1.61 
2.17 4.41 10.82 10.67 9.11 ! 

1.02 2.41 3.47 3.84 3.17 * 
3.44 3.95 6.78 7.66 7.32 ** 

1.84 6.05 5.78 6.84 6.3 
2.55 8.61 9.01 10.11 9.46 

1.85 7.46 8.27 8.47 7.2 
2.84 10.49 9.04 11.08 8.74 
1.93 8.65 9.03 7.47 6.75 
1.24 3.11 3.64 3.1 3.47 
1.41 2.62 4.81 5.73 6.85 ** 

3.57 10.48 13.62 11.18 16.85 
2.19 6.04 6.34 6.23 7.04 
1.46 5.49 4.79 5.62 4.97 
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MAMMA1000972 2.4 1.41 3.83 3.34 3.91 4.32 
MAMMA1000973 5.14 3.37 12.58 7.02 8.56 10.31 
MAMMA1000975 1.44 1.99 3.34 2.37 4.9 5.05 
MAMMA1000976 2.46 2.71 8.57 9.22 11.17 8.92 
MAMMA1000979 1.46 2.62 3.06 4.34 4.41 7.71 
MAMMA1000986 5.75 5.32 10.24 8.83 11.32 13.95 
MAMMA1000987 1.44 1.36 3.99 2.43 3.74 5.66 
MAMMA1000988 3.76 4.86 8.88 10.18 11.34 J0.5 * 
MAMMA1000994 9.82 7.58 15.88 12.02 11.56 9.25 
MAMMA1000998 1.51 1.07 3.13 4.21 5.42 4.04 * 
MAMMA1001003 1.98 1.83 5.97 4.2 6.86 4.39 
MAMMA1001007 0.38 1.03 1.77 0.14 1.38 0.32 
MAMMA1001008 11.76 11.09 40.52 56.73 50.93 45.37 
MAMMA1001013 3.62 4.16 12.14 8.42 11.54 10.08 
MAMMA1001014 1.4 1.79 5.49 4.36 5.16 4.26 
MAMMA1001021 0.49 2.08 7.85 6.46 5.47 4.26 
MAMMA1001024 0.85 1.59 3.14 2.55 3.92 1.96 
MAMMA1001025 1.03 1.47 2.94 1.27 2.95 1.41 
MAMMA1001028 1.3 1.09 2.23 3.07 4.73 3.28 * 
MAMMA1001030 1.63 0.48 2.22 3.06 3.24 2.08 
MAMMA1001035 2.48 2.92 10.31 9.29 11.92 11.54 
MAMMA1001036 4.69 4.01 10.7 11.23 8.22 11.33 
MAMMA1001037 1.91 2.88 6.49 5.28 7.53 4.69 
MAMMA1001038 1.18 1.59 4.28 4.12 3.85 4.45 
MAMMA1001041 1.64 1.87 3.18 3.75 4.04 2.64 
MAMMA1001043 1.09 1.24 3.67 3.44 3.35 3.18 
MAMMA1001050 1.52 1.55 5.94 8.4 8.28 6.51 * 
MAMMA1001054 2.04 2.58 6.99 9.29 11.07 8.36 * 
MAMMA1001059 2.66 4.71 9.73 8.85 9.72 8.46 
MAMMA1001066 3.64 2.97 12.26 14.08 12.09 8.96 
MAMMA1001067 1.26 2 4.77 3.53 5.33 3.29 
MAMMA1001072 1.44 2.06 7.76 6.38 7.13 7.2 
MAMMA1001073 1.17 0.79 1.47 1.49 2.74 1.34 
MAMMA1001074 0.78 1.47 3.97 6.24 5.4 4.9 * 
MAMMA1001075 4.87 4.41 10.48 11.24 9.82 8.21 
MAMMA1001078 1.7 1.83 7.96 9.69 9.99 9.37 * 
MAMMA1001080 3.77 3.93 6.97 8.71 10.33 5.57 
MAMMA1001082 1,51 2.03 4.03 1.73 5.23 1.6 
MAMMA1001091 1.17 1.36 2.02 1.81 3.03 1.47 
MAMMA1001092 1.93 2.09 4.81 3.17 3.57 1.89 
MAMMA1001094 1.73 4.28 4.65 4 5.62 4.7 
MAMMA1001105 2.45 2.62 7.7 6.99 7.57 6.06 
MAMMA1001110 0.4 1.01 2.74 1.42 2.53 0.47 
MAMMA1001126 1.96 3.09 10.92 8.39 9.27 6.08 
MAMMA1O01133 2.5 3.44 10.94 9.48 10.83 10.68 
MAMMA1001139 87.88 86.18 214.31 193.19 47.2 160.92 
MAMMA1001141 1.33 2.89 3.65 3.69 5.25 5.46 
MAMMA1001143 2.02 1.79 4.23 3.95 6.69 4.34 
MAMMA1001145 3.1 2.22 3.39 6.37 7.13 2.84 
MAMMA 1001 150 1.34 2.48 3.95 3.06 3.31 2.11 
MAMMA1001154 2.16 2.8 5.57 5.44 7.13 5.22 
MAMMA1001159 4.19 4.01 11.06 11.31 5.89 9.45 
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MAMMA1001161 4.3 5.27 19.53 18.34 10,8 14.8 

MAMMA1001162 1.98 1.77 3.16 5.25 5.13 2.25 

MAMMA1001J81 2.44 2.28 4.87 5.06 4.74 3.62 
MAMMA1001186 2 2.66 4.66 5.38 5.48 3.9 

MAMMA1001189 2.23 3.68 7.17 11 11.17 9.9 * + 

MAMMA1001191 2.54 2.07 5.49 4.37 3.89 2.97 

MAMMA1001198 368.47 416.05 784.82 647.17 738.61 605.52 

MAMMA1001202 11.78 11.85 30.06 34.39 28.74 25.16 

MAMMA1001203 2.57 3.01 7.15 8.72 6.26 5.56 

MAMMA1001206 1.91 3.28 4.5 3.69 6.66 2.65 

MAMMA1001208 2.66 2.93 3.31 3.82 4.95 3.19 

MAMMA1001215 2.9 3.08 6.55 3.49 8.09 4.74 

MAMMA1001220 2.63 3.03 7.25 7.16 7.17 6.03 

MAMMA1001222 1.25 1.18 4.18 2.18 5.85 0.53 

MAMMA1001223 2.48 3.32 6.53 4.95 6.51 4.1 

MAMMA1001232 2.82 4.27 8.08 12.22 8.82 9.57 

MAMMA1001234 1.25 3.27 3.17 5.05 3.91 3.26 

MAMMA1001237 1.22 1.56 4.21 1.94 3.66 2.09 

MAMMA1001243 2.18 2.28 4.06 4.05 4.89 1.99 

MAMMA1001244 1.22 1.16 2.86 2.96 4.79 2.22 

MAMMA1001249 2.3 1.89 5.93 5.19 5.8 3.75 
MAMMA1001256 3 3.09 8.29 5.89 7.83 8.01 

MAMMA1001259 4.38 3.25 7.15 7.94 9.24 6.63 

MAMMA1001260 1.76 2.71 5.42 6.51 5.33 7.33 

MAMMA1001262 2.1 4.11 5.28 7.86 8.04 6.25 * + 
MAMMA1001268 2 2.16 4.59 2.56 4.23 2.48 

MAMMA1001271 4.84 5.78 17.37 18.29 14.24 15.67 

MAMMA1001274 2.88 3.06 6.17 6.22 8.55 7.93 

MAMMA1001280 2.09 1.48 4.36 1.84 3.78 1.73 

MAMMA1001283 1.63 1.71 6.34 6.88 5.63 4.83 

MAMMA1001284 2.27 2 8.67 5.08 9.09 9.51 

MAMMA10O1286 13.83 9.72 17.39 12.15 11.83 14.63 

MAMMA1001289 17.63 13.49 23.32 21.02 26.39 36.8 
MAMMA1001292 3 3.01 5.94 7.26 6.31 6.85 * + 

MAMMA1001296 3.55 3.76 12.61 14.11 12.37 12.8 

MAMMA1001298 1.26 1.7 6.26 4.25 6.78 4.07 

MAMMA1001305 0.86 1.59 4.43 2.49 4.07 2.63 

MAMMA1001309 0.61 0.9 2.7 1.84 3 1.49 

MAMMA1001310 1.72 2.17 3.64 4.81 7.38 4.42 

MAMMA1001322 0.99 1.54 1.83 2.83 1.77 2.13 
MAMMA1001324 1.3 1.12 3.16 2.03 2.83 1.94 

MAMMA1001330 3.35 2.65 9.53 7.93 9.75 5.36 

MAMMA1O01333 3.1 3.74 10.23 9.88 11.4 9.07 

MAMMA1001334 5.53 4.17 4.83 10.97 8.23 10.16 ** 

MAMMA1001337 2.49 3.54 6.6 6.99 9.16 8.05 * + 

MAMMA1001341 1.21 1.14 3.48 1.54 5.66 1.41 

MAMMA1001343 2.37 1.89 8.07 8.17 9.75 10.95 

MAMMA1001344 9.59 9.07 11.75 13.63 11.67 15.98 

MAMMA1001346 1.34 1.25 3.9 2.05 3.9 2.94 

MAMMA1001383 J.07 3.61 8.52 8.3 9.02 9.38 

MAMMA1001388 1.62 1.93 5.34 3.38 6.11 4.58 

MAMMA1001396 4.2 2.12 8.12 11.39 10.42 8.68 
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MAMMA1O01397 2.59 2.27 5.79 8.33 8.96 7.78 * 

MAMMA1001401 26.87 16.48 32.72 43.47 57.55 45.66 

MAMMA1001408 1.06 1.06 2.57 0.65 4.22 1.19 

MAMMA1001411 1.65 1.26 3.84 4.38 3.33 3.51 

MAMMA1001414 3.12 3.85 5.74 12.58 10.67 15.28 

MAMMA1001415 2.45 3.16 11.93 14.57 20.15 13.69 

MAMMA1001418 0.66 2.2 5.36 3.57 6.04 4.46 

MAMMA1001419 0.8 2.43 4.93 6.03 7.01 3.92 

MAMMA1001420 0.96 3.09 4.5 3.23 4.11 3.41 

MAMMA1001426 20.24 32.21 42.42 44.31 39.63 38.75 

MAMMA1001428 1.94 2.83 6.35 3.8 6.93 4.33 

MAMMA1001432 1.19 2.33 8.19 5.62 6.19 6.68 

MAMMA1001435 1.43 0.78 3.32 3.48 3.67 2.64 

MAMMA1001442 1.96 3.94 7.41 8.18 8.6 6.63 

MAMMA1001446 2.17 2.57 6.71 6.9 7.34 7.97 

MAMMA1001450 1.22 2.05 3.58 2.81 4.18 2.39 

MAMMA1001452 1.99 1.78 5.92 8.38 6.19 4.83 

MAMMA1001465 3.93 3.25 13.61 16.65 14.6 13.82 

MAMMA1001476 1.63 1.09 4.25 5.87 5.95 4.64 * 

MAMMA1001478 2.28 2.12 5.98 3,55 6.27 4.19 

MAMMA1001479 3.11 4.71 8.32 5.58 6.74 6.21 

MAMMA1001487 1.1 1.14 3.84 4.73 3.26 2.08 

MAMMA1001498 1.93 3.41 7.78 6.17 7.45 5.64 

MAMMA1001501 0.88 1.97 4.49 2.8 4.77 2.36 

MAMMA1O01502 1.82 1.91 6.48 3.29 6.29 6.26 

MAMMA1001510 0.48 0.78 2.92 0.54 3.04 1.19 

1VL\MMA1001522 1.03 1.29 3.94 5.05 4.9 3.39 

MAMMA1001529 0.72 2.06 3.22 3.74 4.07 2.57 

MAMMA1001532 1.74 1.86 4.27 3.79 5.71 3.12 

MAMMA1001533 0.61 1.31 2.9 1.52 3.06 1.64 

MAMMA1001534 0.44 2.59 2.4 1.48 3.64 1.14 

MAMMA1001535 1.38 1.91 3.99 2.12 3.98 2.38 

MAMMA1001547 2.8 2.89 7.77 9.23 8.22 6.22 

MAMMA1001551 1.1 1.48 4.46 2.23 2.88 2.99 

MAMMA1001569 1.27 1.68 3.41 2.03 3.41 1.94 

MAMMA1001575 1.48 2.41 3.42 4.01 4.43 2.81 

MAMMA1001576 4.79 8.23 9.65 14.75 9.39 17.03 

MAMMA1001584 0.89 2.48 3.33 3.11 4 3.09 

MAMMA1001586 1.43 2.41 3.34 3.78 3.31 1.84 

MAMMA1001590 2.96 2.53 5.55 5.44 6.47 6.04 

MAMMA1001599 4.64 7.15 16/79 15.8 15.18 15.06 

MAMMA1001600 1.45 2.22 4.73 2.98 4.68 2.11 

MAMMA1001604 1.03 1.76 3.62 2.35 4.01 1.64 

MAMMA10O1606 1.64 2.04 5.15 3.58 5.45 4.27 

MAMMA1001609 1.31 2.37 4.36 3.05 5.43 1.59 

MAMMA1001614 2.91 3.57 6.15 5.94 6.11 4.14 

MAMMA1001615 3.98 2.61 10.12 8.87 8.29 8.41 

MAMMA1001619 7.73 7.8 14.29 16.33 12.93 14.61 
MAMMA1 001620 2.53 2.41 7.98 5.77 7.13 4.54 

MAMMA1001623 4.11 4.58 9.3 7.34 9.28 6.75 

MAMMA1001626 0.83 1.98 2.52 3.24 3.93 1.93 

MAMMA1001627 1.11 1.98 3.57 2.63 3.68 1.63 
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MAMMA1001630 2.02 3.08 7.83 7.49 7.53 4.29 

MAMMA1001633 2.64 3.12 8.8 12.09 9.59 6.16 

MAMMA1001634 2.83 2.7 6.11 8.69 8.27 6.9 * h 

MAMMA1001635 5.65 2.39 9.52 7.92 8.3 8.37 

MAMMA1001649 1.61 1.63 4.71 2.95 4.62 2.53 

MAMMA1001654 8.14 9.45 39 43.4 55 46.79 

MAMMA10O1660 19.61 17.92 37.43 40.94 27.03 34 

MAMMA1001663 1.9 4.73 9.42 9.59 9.56 6.58 

MAMMA1001670 1.12 2.66 3.97 3.65 4.09 2.62 

MAMMA1001671 1.08 1.42 3.56 1.37 4.64 1.77 

MAMMA1001679 6.85 6.37 13.89 11.48 17.04 13.91 

MAMMA1001683 2.15 3.29 9.6 6.58 6.53 6.96 

MAMMA1001686 1.25 1.34 3.77 1.39 2.97 3.06 
MAMMA1001688 113.39 113.61 245.56 392.2 458.41 413 

MAMMA1001689 1.01 3.76 4.1 5.04 3.79 4.44 

MAMMA1001692 1.97 2.59 5.37 3.66 5.3 3.88 

MAMMA1001711 1.99 3.64 8.65 4.35 5.51 6.1 

MAMMA1001715 1.31 1.64 3.95 4.64 4.87 4.13 

MAMMA1001730 2.01 2.15 2.5 2.8 4.42 2.83 

MAMMA1001735 44.73 48.32 102.35 94.99 156.23 119.88 

MAMMA1001740 0.64 1.6 4.59 2.06 3.91 1.95 

MAMMA1001743 9.84 11.15 33.16 41.97 51.62 49.6 * 

MAMMA1001744 0.63 0.72 0.86 1.1 1.72 1.71 * 

MAMMA1001745 1.41 2.15 6.15 3.27 4.46 3.93 

MAMMA1001751 1.38 2.41 3.24 2.85 4.51 4.32 

MAMMA1001752 4.7 4.78 9.75 6.12 9.61 8.4 

MAMMA1001754 7.25 7.89 7.34 11.04 9.63 9.39 * 

MAMMA1001757 1.21 1.1 2.32 2.21 3.25 2.43 

MAMMA1001760 3.87 4.52 20.01 22.91 24.2 27.59 * 

MAMMA1001764 2.62 2.36 5.97 7.13 10.17 6.51 

MAMMA1001767 1.22 1.55 2.13 1.61 2.96 1.55 

MAMMA1001768 0.57 1.18 4.25 4.74 4.72 4.37 

MAMMA1001769 2.48 2.83 9.22 9.3 9.81 8.94 

MAMMA1001771 2.66 1.58 3.74 2.86 5.85 6.77 
MAMMA1001773 2.7 3.53 3.87 4 6.29 7.61 

MAMMA1001778 0.88 1.92 3.14 3.13 4.21 3.61 

MAMMA1001783 2.01 2.1 11.25 11.63 18.46 13.04 
MAMMA1001785 3 3.52 8.85 10.56 13.38 11 * 

MAMMA1001788 0.49 0.86 1.21 0.72 1.72 1.11 

MAMMA1001790 1.68 1.67 5.1 2.37 3.73 3.93 

MAMMA1001800 0.83 0.99 1.47 1.5 2.24 3.25 

MAMMA1001804 1.02 1.41 3.18 2.37 4.16 2.4 

MAMMA1001806 2.13 2.78 6.4 3.15 5.5 4.72 

MAMMA1001812 1.46 1.33 5.52 4.21 5.86 5.05 

MAMMA1001815 0.33 1.76 3.07 1.22 3.67 1.24 

MAMMA1001817 3.19 3.38 9.5 6.78 10.89 13.3 

MAMMA1001818 1.68 2.08 3.41 3.94 8.52 3.41 

MAMMA1001819 2.57 4.12 5.82 8.7 10.29 7.87 * 

MAMMA1001820 2.68 4.51 8.27 7.51 10.98 6.07 
MAMMA1001824 1.66 2.83 8.36 7.55 9.8 7.11 

MAMMA1001832 6.72 7.99 11.85 20.17 21.28 17.21 * 
MAMMA1001836 1.74 1.66 5.08 4.79 8.19 4.88 
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2.43 


1.84 


5.29 


4.98 


5.6 


4.47 


MAMMA1002070 


4.5 


2.92 


4.15 


2.58 


5.23 


2.81 


MAMMA1002078 


1.32 


1.43 


2.94 


1.12 


. 4.4 


1.07 


MAMMA1 002080 


7.98 


9.71 


13.38 


14.92 20.84 14.26 


MAMMA1002082 


2.54 


4.96 


13.04 


9.67 


8.15 


7.78 


MAMMA 1002084 


1.78 


3.47 


3.38 


4.68 


4.48 


3.6 
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EP1 130 094 A2 



MAMMA1002087 1.12 

MAMMA1002091 3.79 

MAMMA1002093 0.72 

MAMMA1002095 2.4 

MAMMA1002108 1.84 

MAMMA1002112 2.94 

MAMMA1002118 1.02 

MAMMA1002119 0.76 

MAMMA1002125 1.79 

MAMMA1002126 3.72 

MAMMA1002128 0.9 

MAMMA1002132 3.78 

MAMMA1002140 1.46 

MAMMA1O02142 3.13 

MAMMA 1002 143 5.42 

MAMMA1002145 1.47 

MAMMA1002147 0.81 

MAMMA1002153 0.99 

MAMMA1002155 2.11 

MAMMA1002156 0.81 

MAMMA1002158 1.38 

MAMMA1002164 2.01 

MAMMA1002165 4.04 

MAMMA1002170 1.01 

MAMMA1002174 1.66 

MAMMA1002175 3.27 

MAMMA1002180 8.59 

MAMMA1002198 3.11 

MAMMA1002205 2.93 

MAMMA1002206 4.6 
MAMMA1002209 1.7 

MAMMA1002215 4.17 

MAMMA1002219 1.57 

MAMMA1002224 3.18 

MAMMA1002229 3.74 

MAMMA1002230 2.02 

MAMMA1002233 3.01 

MAMMA1002234 3.05 

MAMMA1002236 4.13 

MAMMA1002243 0.97 

MAMMA1002250 1.06 

MAMMA1002253 2.77 

MAMMA1002267 17.17 

MAMMA1002268 1.72 

MAMMA1002269 0.89 

MAMMA1002282 0.86 

MAMMA1002292 2.71 

MAMMA1 002293 3.71 
MAMMA1002294 0.9 

MAMMA1002297 1.53 

MAMMA1002298 1.48 
MAMMA 1002299 1.5 



2.15 5.37 3.6 4.67 2.36 
3.22 4.32 7.18 6.76 6.41 ** 
1.4 4.31 2.74 4.39 2.33 
3.22 7.5 4.73 7.52 4.54 

1.02 2.63 1.87 3.24 1.31 

3.4 7.03 12.79 16.02 11.28 ** 
1.61 2.24 1.41 3.18 2.01 
2.15 3.61 1.51 3.12 2.54 
2.61 6.95 4.52 4.19 4.11 
4.25 9.79 10.08 9.02 11.03 
2.36 3.07 2.7 3.49 2.88 

3.24 11.42 6.18 9.05 6.81 
1.87 3.68 2.18 3.24 2.33 
3.43 7.06 5.18 7.62 5.46 

2.27 7.96 7.98 9.87 13.23 
1.34 3.3 2.9 4.02 2.64 
1.59 2.9 2.71 4.4 3 

1.92 5.55 3.52 6.41 4.75 

1.93 6.76 4.4 6.46 4.46 
0.8 1.94 0.67 2.63 0.78 
1.83 5.12 4.09 7.73 5.2 
2.09 5.86 3.17 3.18 4.04 
4.29 7.25 8.65 8.1 6.81 
1.48 154.53 2.65 3.24 4.11 
2.9 5.88 4.55 7.78 8.58 

3.3 7.02 6.95 6.64 7.22 
6.53 35.97 55.49 48.49 51.08 * 

2.3 9.33 7.6 11.22 7.13 
1.66 6.15 6.3 8.04 7.54 
3.59 8.14 12.4 13.97 11.74 ** 
1.93 4.03 4.43 4.23 4.57 
2.72 15.2 11.05 12.43 17.14 
1.96 4.99 4.84 6.34 5.96 

2.9 8.18 5.49 7.25 5.86 
2.21 8.83 8.48 9.26 6.82 
2.21 6.63 5.31 8.91 6.58 

1.6 6.08 4.21 7.91 6.14 
3.06 6.7 8.6 10.45 10.76 * 

3.68 14.08 26.56 20.38 24.71 * 
2.48 3.48 3.28 3.43 2.96 
2.09 5.2 3.95 6.82 6.01 
2.39 3.45 4.84 6.18 3.37 
19.95 51.7 130.02 108.53 115.75 

2.28 5.82 6.92 11.3 6.52 
0.73 2.25 2.32 2.58 1.67 
1.09 4.95 5.87 5.31 6.81 

2.25 7.77 10.57 10.52 11.53 * 
3.31 12.31 8.54 10.47 12.05 
1.71 4.61 3.68 6.03 4.2 
3.25 7.45 5.77 7.8 6.91 

1.4 3.98 3.85 3.11 2.46 

1.69 3.16 3.91 2.97 2.2 
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EP 1 130 094 A2 



MAMMA10O2308 1.39 1.35 6.55 4.5 3.11 2.54 

MAMMA10O231O 3.56 3.84 12.73 9.92 12.66 11.48 

MAMMA10O2311 2.52 2.13 6.82 9.61 9.66 6.9 * 

MAMMA1002312 1.63 2.22 5.19 3.51 8.45 2.55 

1VL\MMA1002317 2.08 2.55 4.89 4.08 3.85 4.09 

MAMMA1002319 0.8 2.78 3.51 2.68 3.97 2.85 

MAMMA1002322 2.48 3.23 7.84 12.21 10.02 8.55 * 

MAMMA1002329 1.64 1.67 2.93 2.9 3.3 2.76 

MAMMA1002332 2.17 2.38 4.58 5.98 4.14 3.05 

MAMMA1002333 1.7 L74 4.19 5.35 5.07 3.54 

MAMMA1002335 1.75 2.72 8.53 6.93 11.32 4.23 

MAMMA1002339 2.09 2.42 7.34 5.21 7.5 5.14 

MAMMA1002347 1.7 2.3 6.39 5.5 5.32 4.64 

MAMMA1002351 2.08 2.68 5.74 3.03 4.48 4.84 

MAMMA1 002352 1.27 2.28 3.66 3.53 4.63 2.8 

MAMMA1002353 4.46 2.5 5.84 5.95 4.19 4 

MAMMA1002355 3.97 3.38 8.37 7.98 7.31 8.57 

MAMMA1002356 2.18' 1.49 4.36 5.43 4.13 3.75 

MAMMA1002359 3.95 3.35 16.09 23.81 24.53 19 * 

MAMMA1002360 0.93 1.73 3.77 2.48 3.2 1.67 

MAMMA1002361 2.01 2.64 4.53 4.17 4.95 4.03 

MAMMA1002362 2.33 2.33 3.36 5.31 5.51 3.99 * 

MAMMA1002367 2.97 3.64 14.63 18.34 21.06 21.56 

MAMMA1002371 2.28 3.75 8.3 6.15 6.74 5.88 

MAMMA1002380 1.81 2.26 4.9 4.71 5.76 3.55 

MAMMA1002384 2.14 1.53 4.73 4.48 5.36 4.05 

MAMMA1002385 1.19 2.05 5.63 3.34 4.8 2.47 

MAMMA1002390 1.41 2.04 3.75 5.48 5.4 3.43 

MAMMA1002392 1.94 3.1 6.1 4.06 5.95 3.32 

MAMMA1002396 4.87 3.49 12.87 10.79 12.9 8.08 

MAMMA1002399 4.42 5.13 10.69 10.95 8.66 4.57 
MAMMA1002400 3 2.22 4.69 3.11 4.36 3.53 
MAMMA1002409 51.57 55.16 63.3 77.54 80.62 77.88 

MAMMA1002411 1.08 1.88 4.13 3.43 5.49 1.92 

MAMMA1002413 2.02 3.01 9.19 5.93 7.17 6.75 

MAMMA1002417 1.83 2.24 4.87 3.45 4.25 2.63 

MAMMA1002427 1.5 2.38 4.54 4.78 5.56 3.41 

MAMMA1002428 2.47 2.26 5.38 4.46 5.11 4.28 

MAMMA1002433 1.74 2.18 6.84 6.72 6.96 6.22 

MAMMA1002434 2.94 2.4 7.38 5.34 4.65 5.03 

MAMMA1002446 1.39 2.34 5.62 3.98 5.84 5.96 

MAMMA1002447 2.51 L38 6.4 5.11 6.26 5.45 

MAMMA1002454 7.77 9.16 18.07 21.71 17.12 18.35 

MAMMA1002461 2.06 4.11 7.7 4.92 5.41 6.47 fc 

MAMMA1002463 3.28 3.32 8.09 6.98 7.82 5.39 
MAMMA1002464 16.58 16.77 20.05 19.41 20.41 18.09 

MAMMA1002466 9.48 9.89 14.22 14.58 15.75 13.93 

MAMMA1002470 1.39 1.51 5.13 3.54 5.01 3.73 

MAMMA10O2475 0.72 1.85 5.03 3.86 5.17 4.65 

MAMMA1002480 0.66 1.21 2.31 1.68 2.84 2.03 
MAMMA1002485 29.98 27.24 46.09 64.83 74.9 80.68 

MAMMA1002494 2 2 4.11 4.48 5.12 5.13 * 
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EP 1 130 094 A2 



MAMMA1002498 


0.97 


2.57 


3.16 


2.07 


3.18 


1.55 


MAMMA1002524 


3.04 


2.96 


6.43 


5.18 


7.34 


6.1 


MAMMA1002530 


2.5 


3.24 


4.88 


3.17 


4.41 


2.55 


MAMMA1002538 


2.34 


2.38 


5.62 


5.46 


5.13 


4.91 


MAMMA 1002545 


2.37 


2.64 


6.26 


4.56 


6.49 


4.56 


MAMMA1002554 


1.96 


1.42 


5.43 


5.3 


6.01 


7.81 


MAMMA1002556 


1.3 


1.9 


3.6 3.73 5.75 


3.89 


MAMMA 1002561 


2.3 


2.99 


7.19 


8.13 


10.46 


7.98 


NUMMA1002565 


1.22 


2.15 


3.52 


2.57 


4.51 


2.55 


MAMMA1002566 


0.98 


1.87 


6.21 


1.65 


4.7 


3.9 


MAMMA1002571 


0.53 


1.8 


3.06 


1.43 


3.1 


4.3 


MAMMA1002573 


2.14 


1.86 


7.06 


4.54 


5.66 


5.97 


MAMMA1002576 


118.77 131.84 363. 


97 348.62 471.73 358.66 


MAMMA1002584 


i.JZ 


2.27 


11.91 


12.86 17.82 13.46 


MAMMA1002585 


U. 10 


1.86 


4.38 


1.85 


3.6 


5.26 


MAMMA1002586 


1 AO 


2.55 


3.85 


4.12 


5.02 


3.3 


MAMMA1002589 


1 AO 


1.26 


2.44 


2.36 


5.06 


3.19 


MAMMA1002590 


1.0 1 


1.57 


5.87 


2.58 


6.75 


4.57 


MAMMA1002593 


O AO 

2.48 


2.48 


4.89 


4.18 


4.07 


3.04 


MAMMA1002597 


2.47 


2.52 


7.25 


8.06 


9.48 


8.78 * + 


MAMMA1002598 


1Z.1Z 


13.52 30.83 37.28 48. 


14 38.91 * 


MAMMA1002603 


i.Z 


1.39 


3.69 


3.25 


6.24 


4.35 


MAMMA1002612 




3.39 


12.6 


7.66 


7.78 


9.76 


MAMMA1002617 




3.41 


10.15 


6.3 


7.29 


10.05 


MAMMA 10026 18 


I.Oo 


2.27 


4.02 


2.76 


3.59 


3.91 


MAMMA1002619 


0 A£ 

z.yo 


2.8 


5.24 


3.22 


5.88 


3.49 


MAMMA1002622 


i.j i 


2.12 


8.02 


7.1 


7.18 


7.15 


MAMMA1002623 




2.21 


6.27 


5.89 


6.17 


6.19 


MAMMA1002625 


I. jZ 


1.3 


3.23 


2.3 


6.42 


2.6 


MAMMA1002627 


n qr 


0.82 


2.93 


0.6 


1.29 


0.21 


MAMMA1002629 


1 K 


2.23 


6.09 


5.03 


6.74 


7.02 


MAMMA1002631 


1 


1.86 


3.61 


3.07 


4.55 


2.97 


MAMMA1002633 


6.61 


7.44 


21.47 


19.33 24.55 21.53 


MAMMA1002636 


1.02 


2.46 


6.97 


6.79 


8.77 


9.25 


MAMMA1002637 


1.05 


1.4 


4.66 


3.39 


4.85 


4.28 


MAMMA 1 002646 


1.69 


0.8 


3.32 


2.33 


2.86 


1.53 


MAMMA 1002648 


10.51 


14.07 2U8 42.29 31. 


45 39.76 ** 


MAMMA1002650 


1.33 


0.56 


1.62 


1.76 


2.08 


0.57 


MAMMA1002652 


1.76 


2.82 


7.31 


7.5 


7.41 


9.79 


MAMMA1002655 


1.7 


2.11 


3.65 


2.54 


4.23 


3.78 


MAMMA1002662 


0.84 


2.24 


4.33 


3.57 


5.68 


4.13 


MAMMA1002665 


3.61 


3.57 


10.05 


13.42 17.97 19.59 * 


MAMMA1002671 


2.84 


3.63 


10.17 


17.04 16.47 19.3 ** 


MAMMA1002673 


1.32 


2.14 


4.93 


4.07 


5.03 


2.82 


MAMMA1002684 


2.95 


3.11 


3.84 


6.61 


8.19 


7.54 ** + 


MAMMA1002685 


0.68 


1.49 


2.57 


2.05 


3.74 


2.97 


MAMMA1002692 


1.28 


1.96 


5.45 


2.46 


4.14 


3.62 


MAMMA1002693 


1.84 


4.18 


8 


4.63 


7.68 


6.61 


MAMMA 1002698 


0.99 


1.91 


4.05 


2.92 


4.42 


3.3 


MAMMA1002699 


2 


2.35 


4.43 


4.05 


5.22 


3.64 


MAMMA1002701 


2.41 


2.56 


8.46 


6.72 


8.94 


8.93 


MAMMA1002708 


1.51 


1.55 


5.38 


4.08 


6.16 


6.18 
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EP 1 130 094 A2 



MAMMA1002711 1.58 2.08 7.04 4.37 7.35 5.81 
MAMMA1002712 3.05 3.13 6.98 4.88 7.12 7.39 
MAMMA1002716 0.56' 1.75 3.39 2.38 6.29 2.9 
MAMMA1002721 2.11 2.01 5.57 3.72 6.34 4.59 
MAMMA1002723 2.43 2.46 4.91 3.85 5.98 4.88 
MAMMA10O2727 3.85 5.55 5.78 5.29 4.45 6.22 
MAMMA1002728 21.35 22.03 57.81 49.09 54.73 65.13 
MAMMA1002742 4.12 4.39 10.35 7.92 8.63 7.61 
MAMMA1002743 4.12 3.89 6.17 13.81 14.09 13.46 ** 
MAMMA1002744 2.07 3.15 9.18 9.33 12.98 13.16 
MAMMA1002746 0.93 1.28 3.09 2.29 4.31 1.68 
MAMMA1002748 2.71 2.65 4.52 7.15 5.86 4.72 * - 
MAMMA1002754 1.12 2.41 5.56 5.05 5.65 6.26 
MAMMA1002758 0.71 1.66 2.55 1.57 4.41 1.69 
MAMMA1002762 11.3 11.14 36.64 38.42 34.23 48.71 
MAMMA1002764 1.83 3.2 5.95 5.11 6.06 4.26 
MAMMA1002765 1.19 1.63 4.29 4.63 5.26 2.67 
MAMMA1002769 7.4 6.44 13.C4 13.78 8.03 12.41 
MAMMA1002771 1.41 2.41 3.31 3.54 5.39 4.39 
MAMMA1002775 4.56 4.48 19.79 22.54 29.77 24.29 * 
MAMMA1002780 2.59 1.83 3.03 2.11 4.89 3.78 
MAMMA1002782 1.43 2.49 3.85 2.51 4.79 4.11 
MAMMA1002795 1.89 2.03 3.46 6.45 7.68 5.35 ** 
MAMMA1002796 4.35 3.97 7.51 7.2 8.09 8.17 
MAMMA1002805 6.61 11.12 16.52 15.95 24.7 16.5 
MAMMA1002806 1.47 2.02 3.51 2.28 4.62 2.17 
MAMMA1002807 1.63 2.4 6.77 6.78 9.66 6.4 
MAMMA1002814 3.43 3.52 7.92 9.58 12.39 10.66 * 
MAMMA1002817 1.28 1.56 2.87 2.89 5.43 2.91 
MAMMA1002820 1.66 1.93 2.61 2.52 4.77 2.21 
MAMMA1002830 67.67 70.46 130.59 165.92 139.33 187.18 
MAMMA1002833 4.16 2.88 9.4 8.22 10.68 10.58 
MAMMA 1 002835 0.77 1.87 4.03 1.73 3.97 2.79 
MAMMA1002838 1.85 2.66 5.31 2.91 4.44 3.93 
MAMMA1002842 1 3.83 3.84 3.32 4.63 5.15 
MAMMA1002843 1.72 2.92 2.33 4.09 4.81 3 
MAMMA1 002844 3.05 3.64 6.52 5.26 .7.3 4.09 
MAMMA1 002845 1.25 1.57 2.45 3.59 3.55 4.67 * 
MAMMA1002857 92.1 106.97 208.17 209.17 202.29 249.13 
M^MMA1002858 317.94 188.78 378.89 560.7 620.76 724.33 
MAMMA1002863 2.17 2.83 6.91 3.51 5.12 3.96 
MAMMA1002868 2.73 3.7 6.26 6.35 9.53 10.25 * 
MAMMA1002869 5.43 6.83 26.64 22.68 30.03 29.85 
MAMMA1002871 0.61 . 1.7 1.78 1.9 3.8 1.97 
MAMMA1002875 1.9 2.59 3.99 4.48 6 3 5 4.06 
MAMMA1002879 8.42 9.2 14.19 22.55 23.63 27.96 ** 
MAMMA1002880 1.23 2.02 2.12 1.48 5.42 2.03 
MAMMA1002881 1.21 1.43 1.84 3.01 5.43 2.46 
MAMMA1002885 0.96 1.59 2.71 2.6 3.26 1.59 
MAMMA1002886 2.63 2.52 3.9 6.01 5.37 7.05 ** 
MAMMA1002887 1.28 1.83 2.78 2.98 5.14 4.32 * 
MAMMA1 002890 0.79 1.7 4.05 4.39 4.8 4.01 
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EP 1 130 094 A2 



MAMMA1002892 1.35 
MAMMA1002893 4.52 
MAMMA1002895 1.43 
MAMMA1002898 0.53 
MAMMA1002905 1.32 
MAMMA1002906 15.12 
MAMMA1002908 0.99 
MAMMA1002909 1.92 
MAMMA1002918 2.75 
MAMMA1 002925 92.88 
MAMMA1002926 6.08 
MAMMA1002930 1.21 
MAMMA1002937 4.91 
MAMMA1002938 1.67 
MAMMA1002941 0.49 
MAMMA1002947 2.24 
MAMMA1002964 1.73 
MAMMA1002967 1.94 
MAMMA1002970 2.72 
MAMMA1002971 1.52 
MAMMA1002972 I 
MAMMA1002973 1.38 
MAMMA1002979 55.6 
MAMMA1002982 0.53 
MAMMA1002987 1.56 
MAMMA1OO30O3 0.77 
MAMMA1 003004 1.65 
MAMMA1003007 0.69 
MAMMA1003011 1.56 
MAMMA1003013 3.67 
MAMMA1003015 1.16 
MAMMA1003019 0.6 
MAMMA1003020 2.96 
MAMMA1OO3026 1.29 
MAMMA1003031 0.61 
MAMMA1003033 1.34 
MAMMA1003035 1.66 
MAMMA1003039 0.95 
MAMMA1003040 1.38 
MAMMA1 003044 2.36 
MAMMA1003047 1.82 
MAMMA 1003049 0.47 
MAMMA1003055 1.24 
MAMMA1003056 0.9 
MAMMA1003057 2.53 
MAMMAI003.066 1.65 
MAMMA1003075 1.11 
MAMMA1003089 1.69 
MAMMA1003092 1.25 
MAMMA1003095 2.27 
MAMMA1OO3099 1.88 
MAMMA1003102 1.33 



2.45 4.98 6.64 6.24 5.84 * 
3.58 5.4 7.6 8.03 8.43 ** - 
1.31 3.28 1.81 3.89 1.64 
1.67 4.15 2.69 4.72 1.42 

1.58 2.51 4.1 5.01 3.87 ** 

10.76 15.42 19.47 13.76 15.58 
1.24 4.28 3.53 4.24 4.07 

2.64 5.67 6.82 8.18 6.57 * 
2.69 5.42 5.27 7.26 6.58 

85.77 163.7 127.31 122.97 178.98 
6.31 16.25 16.64 19.48 19.9 

1.59 5.67 4.88 8.91 4.21 
3.87 30.71 40.45 75.17 61.59 * 
1.86 2.42 2.35 3.2 3.56 

1.48 2.78 2.53 3.59 2.24 
2.59 4.55 6 6.8 7.94 * + 
2.9 5.91 6.91 7.24 7.16 * - 
1.59 2.28 2.9 4.19 2.79 
1.77 6 7.59 7.28 8.96 * 4 
1.6 2.9 2.51 7.27 3.93 

1.32 2.95 1.74 4.56 2.12 
2.45 6.73 4.36 6.72 6.78 . 

60.16 121.72 134.02 101.19 107.19 
1.98 2.28 2.04 3.28 1.9 
2.11 5.56 3.14 5.55 4.14 

2.18 4.78 4.46 6.47 5.08 
1.86 3.7 3.64 3.59 3.16 
1.16 2.73 1.88 3.7 2.32 
1.8 3.67 3.77 5.41 3.94 

5.57 39.41 47.56 59.11 54.29 * 
1.8 2.21 2.54 2.9 2.19 
1.61 2.1 3.12 4.61 2.63 

4.19 5.34 11.31 10.33 10.09 ** 
1.56 2.95 2.66 4.25 2.25 

1.71 5.64 4.13 5.85 5.89 

1.65 4.13 2.84 5.11 3.64 

2.5 5.44 5.12 7.03 4.9 
0.75 3.31 2.15 4.73 2.48 
2.54 5.32 4.57 7.47 7.43 
2.96 6.52 4.29 6.41 5.99 
3.67 7.61 5.74 7.05 7.13 

1.72 2.03 1.08 1.56 1.45 
1.67 4.92 3.77 5.14 3.44 

0.91 1.85 1.22 2.26 1.02 
3.34 6.76 7.25 9.2 5.01 

2.06 4.73 4.1 7.08 5.07 
1.71 3.16 1.85 4.37 2.32 
2.11 7.13 7.85 8.66 7.43 
1.79 3.21 2.62 4.08 1.76 
3.33 5.4 7.24 8.57 5.34 
2.51 4.95 4.09 6.45 4.35 
2.04 2.88 3.2 3.27 2.39 
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EP1 130 094 A2 



MAMMA1003104 0.64 1.07 3.17 2.15 3.25 1.56 
MAMMA1003113 4.22 4.21 6.98 9.22 7.02 7.07 
MAMMA1003126 12.93 14.72 20.89 19.28 12 15.63 
MAMMA1003127 2.95 3.14 5.91 3.88 6.12 5.19 
MAMMA1003131 2.82 3.51 4.86 3.82 5.91 5.88 
MAMMA1003135 3.66 4.65 7.61 2.33 4.04 2.64 
MAMMA1003140 0.73 2.01 3.59 2.3 3.32 1.89 
MAMMA1003146 2.08 2.24 3.89 3.17 5.09 3.3 
MAMMA1003150 1.18 1.8 3.01 3.37 4.29 3.45 * 
MAMMA1003154 0.54 1.41 2.29 2.21 3.57 2.34 
MAMMA1003155 8.08 9.18 20.88 21.41 17.68 20.56 
MAMMA1003157 5.94 4.82 6.07 5.18 7.05 7.89 
MAMMA1003163 1.74 1.69 4.23 2.55 5.46 3.08 
MAMMA1003164 2.94 4.56 6.23 4.08 9.9 8.18 
MAMMA1003166 3.62 3.5 5.77 6.24 8.66 6.12 
NB9N3 1000010 2.5 3.88 7.58 9.63 12.26 9.5 * + 
NB9N31000016 0.73 2.8 5.21 4.04 4.41 3.15 
NB9N31000043 8.1 8.88 19.71 12.51 12.3 12.64 
NB9N31000045 167.24 153.32 255.96 401.78 320.53 296.06 
NB9N3 1000054 7.29 4.42 11.75 11.15 11.87 13.43 
NB9N31O00076 2.31 1.94 3.51 4.5 6.35 4.44 * + 
NB9N3 1000086 2.62 2.65 6.23 3.61 9.71 7.69 
NT2RM1000001 2.56 2.45 6.24 5.7 7.05 6.32 
NT2RM1000018 3.84 4.69 10.6 6.58 9.09 6.92 
NT2RM1000032 1.12 2.64 3.88 2.28 4.92 3.21 
NT2RM1000035 1.72 3.68 5.53 5.44 5.21 5.98 
NT2RM1000037 1.38 2.98 2.75 2.41 4.15 2.11 
NT2RM1000039 3.45 5.13 5.9 6.51 7.26 8.4 * + 
NT2RM1000042 33.96 32.7 65.25 57.46 67.15 64.39 
NT2RM1000055 0.85 1.74 3.34 1.16 3.55 1.16 
NT2RM1000059 3.26 3.16 7.66 4.69 5.97 5.78 
NT2RM1000062 1.13 1.21 1.9 3.47 4.33 2.46 * h 
NT2RM1000065 23.8 16.41 34.06 36.15 35.1 51.38 
NT2RM1000066 4.13 4.31 8.98 7.23 10.95 9.81 
NT2RM1000071 49.63 37.81 86.71 73.04 63.32 84.05 
NT2RM1000080 1.37 2.04 3.8 5.1 5.94 4.5 * + 
NT2RM1000086 4.04 4.65 4.08 5.01 6.23 5.58 * 
NT2RM1000092 6.17 6.93 15.76 14.48 25.91 15.13 
NT2RM1000118 0.63 1.12 1.22 0.63 1.7 0.44 
NT2RM1000119 1,32 2.27 1.96 1.84 3.38 2.99 
NT2RM1000121 1.13 1.84 1.76 - 2.92 3.84 2.78 * 
NT2RM1000122 3.5 3.78 7.34 5.5 8.86 9.57 
NT2RM1000127 0.69 1.34 1.47 .2.14 3.36 3.32 * 
NT2RM1000131 0.71 1.7 1.47 1.36 3.02 2.53 
NT2RM1000132 3.2 4.88 4.83 6.86 6.46 6.31 * ■ 
KT2RM1000153 1.75 1.9 3.68 2.38 4.45 4.84 
NT2RM1000184 72.82 77.46 151.91 106.39 163.07 125.55 
NT2RM10O0186 1.55 1.46 4.32 2.67 4.72 3.94 
NT2RM1000187 3.11 1.96 5.16 10.09 9.1 8.78 ** 
NT2RM1000199 1.12 1.37 2.11 2.41 3.51 2.72 * 
NT2RM1000213 1.32 1.75 2.38 2.66 2.71 2.22 
NT2RM1000215 10.95 11.07 17.21 19.51 22.84 15.14 
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NT2RM1000218 9.72 9.95 23.71 26.94 24.74 29.21 
NT2RM1000224 8.8 8.63 15.2 15.51 21.29 17.61 

NT2RM1000236 30.38 24.19 61.14 72.86 82.44 71.5 * 

NT2RM1000242 0.23 1.17 1.32 0.39 2.27 0.12 

NT2RM1000244 1.41 1.48 3.43 6.9 3.69 6.7 * + 

NT2RM1000252 1.75 1.5 3.4 3.4 3.06 3.18 

NT2RM10OO256 7.88 5.89 9.46 26.12 29.45 36.8 ** 

NT2RM1000257 1.98 3.01 5.09 4.64 6.83 6.65 

NT2RM1000260 7.9 7.01 13.32 9.18 12.49 11.77 

NT2RM1000269 3.87 2.87 5.12 6.63 9.78 3.87 

NT2RM100O271 0.71 0.8 1.87 0.46 2.47 0.51 

NT2RM100O272 117.67 92.26 202.95 249.32 333.98 356.74 

NT2RM1000273 10.03 9.45 20.12 22.32 16.68 15.76 

NT2RM1000274 63.11 66.41 123.01 137.14 91.97 104.48 

NT2RM 1000280 3.95 4.18 8.18 6.71 8.72 7.93 

NT2RM1000295 0.49 1 2.2 1.12 3.16 0.87 

NT2RM1000300 1.51 1.87 2.78 3.63 5.75 3.09 

NT2RM1000304 58.38 98.72 161.87 187.58 185.55 204.78 
NT2RM10O0314 1.8 2.12 3.6 3.84 4.07 4.33 

NT2RM1000318 12.6 14.04 20.81 35.01 29.96 29.8 ** 

NT2RM1000335 2.76 2.57 4.34 6.29 5.41 4.09 

NT2RM1000341 0.46 1.27 1.95 1.41 2.33 0.99 

NT2RM1000350 3.04 3.47 5.52 7.32 5.63 6.44 

NT2RM1000354 0.55 1.31 1.31 5.43 7.2 5.72 ** + 

NT2RM1000355 30.24 31.5 56.85 74.62 50.25 61.33 

NT2RM1000361 3.63 3.87 7.23 14.39 20.29 18.78 ** 

NT2RM1000365 0.58 1.08 1.71 1.27 1.82 0.52 

NT2RM100O372 14.99 19.56 30.06 42.71 46.67 45.44 ** 

NT2RM1000377 2.04 2.18 9.66 13.38 14.74 13.48 * 

NT2RM1000388 0.35 1.57 3.01 2.2 3.8 2.42 

NT2RM 1000394 0.45 1.31 1.87 1.43 2.72 0.69 

NT2RJM1000399 0.53 1.57 3.25 1.98 3.2 1.81 

NT2RM1000407 1.13 1.52 2.17 1.02 2.7 1.51 

NT2RM1000421 0.84 0.57 2.78 1.06 1.77 1.13 

NT2RM1000422 20.65 23.31 54.69 87.5 82.91 79.47 * 

NT2RM1000430 1.22 1.57 2.01 3.2 3.67 2.95 ** + 

NT2RM1000462 1.55 2.33 7.32 5.59 7.28 8.16 

NT2RM 1000499 1.36 2.09 4.74 5 6.16 6.37 * + 

NT2RM1000512 12.49 13.22 19.22 10.54 14.15 19.84 

NT2RM 10005 19 33.96 37.54 55.78 31.14 29.25 47.55 

NT2RM1000527 7.97 8.92 37.68 55.15 60.19 46.68 * 

NT2RM1000539 3.45 3.59 12.93 15.52 17.01 18.1 * 

NT2RM1000542 0.85 1.05 2.99 1.17 2.35 1.02 
NT2RM1000553 3.7 2.42 22.32 42.83 42.96 34.5 * 

NT2RM1000555 11.3 11.6 23.97 34.11 29.67 22.76 

NT2RM1000558 2.09 5.34 9.74 9.56 16.24 14.29 

NT2RM1000563 1.47 2.42 3.36 4.07 5.58 3.95 * + 
NT2RM1000566 0.88 1.57 3.5 3.62 6.01 2.79 
NT2RM1000570 96.92 77.32 137.63 167.35 105.47 174.1 

NT2RM1000571 13.21 11.87 22.51 43.87 40.18 28.45 * 

NT2RM1000574 0.84 2.15 2.55 2.15 3.07 1.67 
NT2RM1000580 1.37 2.18 4.07 5.15 7.98 2.96 
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NT2RM1000620 2.61 2.95 8.2 8.35 9.58 7.26 
NT2RM1000623 1.25 1.2 2.38 1.75 2.81 0.62 
NT2RM1 000630 0.79 2.28 2.39 1,68 3.51 1.67 
NT2RM1000633 30.97 39.36 36.34 54.43 44.6 43.59 * 
NT2RM1000634 1.91 4.16 8.12 2.56 7.05 5.57 
NT2RM1000642 3.85 5.37 8.13 8.21 8.56 8 52 
NT2RM1000647 41.3 39.09 62.11 57.72 68.29 62.69 
NT2RM1000648 2.49 2.65 4.61 6.14 5.63 4.51 
NT2RM1000650 2.46 3.05 7.6 5.4 6.07 6 
NT2RM1000661 4.48 5.7 15.82 15.48 13.45 13.18 
NT2RM1000666 1 1.77 1.99 1.37 2.8 0.71 
NT2RM1000669 3.51 2.76 4.67 3.63 5.42 3.28 
NT2RM1000672 2.23 3.95 7.81 3.98 8.47 7.22 
NT2RM1000681 99.53 86.09 118.7 105.41 90.59 124 14 
NT2RM1000691 2.02 2.61 5.74 3.61 7.69 3.76 
NT2RM1000698 1.11 1.43 4 6.42 6.29 4.11 * + 
NT2RM1000699 1.85 2.86 3.17 3.67 4.35 4.15 * + 
NT2RM1000702 3.71 4.64 9.47 9.31 9.72 11.4 
NT2RM1000703 11.56 12.36 25.24 26.72 20.42 21 06 
NT2RM1000704 24.48 23 32.91 46.54 24.13 40 82 
NT2RM1000725 60.92 59.45 88.28 94.89 82.36 105.67 
NT2RM1000726 1.85 2.02 5.75 1.97 4.8 4 
NT2RM100O731 1.11 2.24 4.98 2.45 3.47 3.43 
NT2RM1000741 1.38 1.87 3.16 2.69 4.15 2.9 
NT2RM1000742 2.61 4.6 7.41 9.55 10.94 9.84 * + 
NT2RM1000744 2.1 3.61 7.14 4.05 5.24 5.05 
NT2RM1000746 2.25 2.47 2.95 2.22 4.01 3.89 
NT2RM1000747 23.34 23.92 46.23 44.66 50.12 55.15 
NT2RM1000752 3.83 2.36 4.62 3.95 4.88 3.46 
NT2RM1000767 4.14 7.27 35.27 25.27 38.02 28.81 
NT2RM1000770 2.97 3.08. 6.36 4.71 6,71 5.67 
NT2RM100O772 0.76 0.7 1.07 1.34 1.69 0.44 
NT2RM1000779 13.03 12.11 42.22 53.91 45.61 66.73 * 
NT2RM1000780 1.16 2.9 3.74 3.09 4.32 3.01 
NT2RM1000781 1.07 0.98 1.71 2.58 4.4 1.93 
NT2RM1000789 5.28 5.15 29.74 29.63 46.72 36.53 
NT2RM1 000800 2.87 2.63 6.37 5.66 9.57 6.96 
NT2RM 1000802 2.44 2.99 7.5 4.34 5.47 4.82 
NT2RM100O811 1.78 1.6 2.13 2.26 4.96 2.76 
NT2RM1000826 6.06 6.36 13.34 14.42 20.73 20.98 * 
NT2RM1000829 3.91 2.87 6.39 6.73 8.48 8.41 * + 
NT2RM1000831 81.54 64.45 185.14 182.43 179.79 197.27 
NT2RM1000833 14.58 13.33 42.25 76.74 73.25 67.48 ** 
NT2RM1000834 4.06 3.09 6.2 8.49 9.42 10.49 ** + 
NT2RM1000841 12.34 10.01 21.15 34.98 36.63 30.81 ** 
NT2RM1000848 4.79 4.42 6.44 9.36 12.74 10.45 ** 
NT2RM1000850 2.66 3.42 13.41 8.55 11.79 9.74 
NT2RM1000852 1.34 1.94 3.23 3.01 5.76 2.61 
NT2RM1000853 1.19 2.85 2.15 3.11 3.26 3.23 
NT2RM1000855 29.27 24.82 45.19 52.48 45.32 58.45 
NT2RM1000857 4.63 5 10.67 8.76 11.3 10.76 
NT2RM1000858 7.3 7.6 15.86 9.09 11.56 10.93 
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NT2RM1000867 1942 15.85 28.1 32.52 35.03 24.06 

NT2RM1000874 3.15 2.65 7.03 5.17 9.62 531 

NT2RM1000882 2.36 1.37 3.71 5.39 9.31 5,45 * 

NT2RM1000883 5.21 3.34 7.42 5.18 11.3 7.9 

NT2RM1000885 3.86 4.43 9.4 7.59 8.15 9.8 

NT2RM1000893 3.15 3.41 8.14 7.73 6.17 8.39 

NT2RM1000894 3.29 4.4 6.18 8.14 6.11 6.61 

NT2RM1000898 3.72 7.33 10.02 13.4 17.51 12.41 * 

NT2RM1000899 1.02 2.22 3.07 3.68 7.49 4.69 

NT2RM1000905 11.92 17.41 30.36 37.19 45.16 37.3 * 

NT2RM1000910 7.5 8.78 20.16 36.37 36.98 37.5 ** 

NT2RM1000914 6.46 7.69 19.74 14.28 17.33 17.77 

NT2RM1000919 6.1 3.92 9.91 14.61 17.49 15.37 ** 

NT2RM1000921 0.72 1.9 3.69 2.79 4.27 3.32 

NT2RM1000922 4.7 6.11 8.09 9.03 5.21 6.36 

NT2RM1000924 0.89 3.03 3.04 3.08 2.89 3 

NT2RM1000927 1.35 1.78 2.85 3.07 4.72 3.46 

NT2RM1000951 7.95 11.33 26.73 32.33 34.46 31.18 * 

NT2RM 1000956 7.91 6.36 13.35 23.61 27.46 21.91 ** 

NT2RM1 000960 12.48 10.27 29.06 34.95 37.47 38.96 * 

NT2RM1000961 3.28 3.61 7.45 9.44 13.18 8.11 

NT2RM1000962 4.14 3.5 8.18 7.59 10.15 9.86 

NT2RM1000973 16.71 15.79 29.32 31.15 11.56 27.73 

NT2RM1000978 0.57 1.46 1.58 0.95 2.64 0.44 

NT2RM1000982 2.34 2.29 3.52 3.57 4.94 4.54 * 

NT2RM1000991 1.61 1.78 4.25 3.88 5.56 5.23 

NT2RM1000994 6.36 6.16 12.57 16.52 16.64 14.53 * 

NT2RM1001002 5.11 6.69 15.34 21.78. 22.69 22.28 * 

NT2RM10O1003 5.42 5.15 11.98 16.24 9.06 8.46 

NT2RM1001008 1.4 2.22 2.48 1.83 4.34 4.33 

NT2RM1001011 6.29 5.43 7.86 14.4 10.46 14.72 * 

NT2RM1001013 2.9 2.75 4.75 8.29 7.96 5.81 * 

NT2RM1001017 1 1.82 3.44 3.28 4.86 3.92 

NT2RM1001018 65.15 74.45 146.86 134.65 125.46 113.93 

NT2RM1001026 1.37 2.64 3.17 2.99 4.61 3.31 

NT2RM1001028 0.98 1.73 2.91 1.74 1.89 0.76 

NT2RM1001043 4.47 3.64 8.42 11.43 12.7 8.01 

NT2RM1001044 2.23 3.17 4.92 5.03 5.51 3.93 

NT2RM1001059 1.47 3.72 4.12 4.05 6.11 3.02 

NT2RM1001063 4.11 3.29 6.1 4.22 5.64 5.6 

NT2RM1001066 0.86 1.85 2.44 2.23 3.99 2.85 

NT2RM1001072 1.8 2.8 4.33 1.94 3.74 1.52 

NT2RM1001074 1.66 2.38 5.18 5.18 4.19 2.67 

NT2RM1001076 1.39 2.2 4.94 3.43 4.42 1.72 

NT2RM1001082 1.79 2.6 5.23 5.31 5.92 4.57 

NT2RM 1001085 1.25 1.65 2.81 1.16 3.27 1.17 

NT2RM1O01092 3.82 4.2 5.57 9.34 7.94 9.82 ** 

NT2RM1001102 1.7 2.3 4.4 2.49 5.94 4.64 

NT2RM1001103 4.37 3.88 7.18 6.25 10.28 8.08 

NT2RM1001105 1.77 2.02 4.63 2.49 5.11 3.51 

NT2RM1001112 2.68 2.66 3.69 3.85 4.75 2.43 

NT2RM1001115 1.44 1.57 4.72 3 6.46 3.73 
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NT2RM1001122 2.84 3.35 7.3 9.43 9.75 9.54 * 

NT2RM1001136 0,88 1.41 2.71 2.31 3.87 1.59 

NT2RM1001139 3.9 3.7 5.38 5.33 11.18 6.77 

NT2RM2000003 2.45 3.33 2.4 4.5 6.29 4.88 * 

NT2RM2000006 2.34 2.95 7.25 5.12 7.11 6.24 

NT2RM2000010 12.79 13.03 22.58 20.2 17.11 21.83 

NT2RM2000013 8.1 9.44 50.36 68.75 95.32 74.36 * 

NT2RM2000030 4.8 2.21 23.41 26.33 32.15 28.69 

NT2RM2000032 2.76 2.92 8.53 10.01 12.19 10.67 * 

NT2RM2000039 3.94 4.67 4.75 6.42 5.78 4.99 

NT2RM2000042 3.5 4.9 11.69 17.71 17.4 15.02 * 
NT2RM2000092 1 2.38 1.98 1.29 4.69 2.25 

NT2RM2000093 8.37 6.63 11.41 9.02 12.23 10.18 

NT2RM2000101 9.2 9.94 40 61.09 76.38 69.62 * 

NT2RM2000104 6.82 8.02 46.75 51.34 68.83 43.48 

NT2RM2000124 1.54 2.23 6.33 7.73 8.84 8.47 * 

NT2RM2000155 5.08 3.77 5.8 9.45 11.58 12.51 ** 

NT2RM2000191 3.33 5.68 28.62 26.54 34.38 31.6 

NT2RM2000192 1.03 1.29 2.45 6.3 4.75 3.83 * 

NT2RM2000239 1.92 2.79 3.09 2.85 5.02 3.1 

NT2RM2000240 32.78 29.59 74.35 61.15 60.54 61.71 

NT2RM2000241 4.49 5.9 6.35 8.24 11.72 6.78 

NT2RM20O0250 1.29 1.54 4.16 2.09 5.05 2.54 

NT2RM2000259 3.06 3.42 3.59 6.38 8.44 6.74 ** 

NT2RM2000260 2.53 2.05 3.12 4.23 4.07 5.79 * 

NT2RM2000265 0.91 1.55 0.99 1.43 2.4 1.09 

NT2RM2000287 4.7 4.23 10.82 10.69 11.54 14.73 

NT2RM2000306 12.24 9.36 10.48 23.63 14 20.79 * 

NT2RM2000312 19.4 17.81 25.01 38.39 31.27 24.8 

NT2RM2000322 1.93 1.82 4.48 3.79 7.05 3.32 

NT2RM2000343 7.74 8.38 41.34 63.81 79.6 71.12 * 

NT2RM2000359 3.67 2.86 4.95 4.93 9.55 4.72 

NT2RM2000362 20.09 18.2 62.29 94.88 111.25 95.66 

NT2RM2000363 1.08 1.89 2.97 4.2 4.32 3.33 * 

NT2RM2000368 2.84 2.4 4.74 6.15 5.98 5.29 * 

NT2RM2000371 76.64 65.68 119.32 135.82 125 44.64 

NT2RM2000374 1.68 1.92 5.75 3.34 4.8 3.58 

NT2RM2000387 8.98 9.83 11.92 20.02 25.18 17.11 * 

NT2RM2000393 1.7 1.63 3.75 3.31 7.65 3.28 

NT2RM2000395 1.07 1.51 1.98 1.72 4.34 2.23 

NT2RM2000402 12.38 11 15.78 25.15 18.31 22.51 * 

NT2RM2000405 1.33 1.25 2.2 1.52 3.08 3.16 

NT2RM2000407 0.76 1.78 2.49 1.89 2.72 2.89 

NT2RM2000410 0.79 1.94 2.23 1.98 2.84 2.09 

NT2RM2000420 3.09 2.52 4.43 4.24 4.5 3.26 

NT2RM2000422 3.22 2.44 5.81 3.61 6.17 2.87 

NT2RM2000423 1.91 1.96 5.69 3.89 7.64 4.18 

NT2RM2000452 3.46 3.18 4.31 7.35 8.65 9.57 ** 

NT2RM2000469 3.28 3.28 4.44 1.87 2.33 2.46 * 

NT2RM2000490 6.03 6.03 9.18 5.55 6.16 6.9 

NT2RM2000497 3.29 3.29 4.59 3.15 5.48 2.43 

NT2RM2000502 4.69 4.69 10.24 5.87 7.08 7.02 



734 



EP1 130 094 A2 



NT2RM2000504 7.37 7.37 12.93 10.83 4.49 11.2 
NT2RM2000514 2.75 2.75 6.23 3.11 3.32 3.8 
NT2RM2000522 1.9 1.9 3.27 1.94 1.18 1.13 
NT2RM2000540 6.02 6.02 9.53 9.12 8.96 8.14 
NT2RM2000556 2.09 2.09 2.8 1.24 2.33 0.93 
NT2RM2000565 3.35 3.35 6.02 3.27 4.14 3.72 
NT2RM2000566 6.59 6.59 15.8 9.09 9.21 9.57 
NT2RM2000567 2.16 2.16 5.64 2 5.67 3.82 
NT2RM2000569 4.69 4.69 7.93 5.77 8.18 4.7 
NT2RM2000577 11.08 11.08 15.39 11.79 14.95 14.48 
NT2RM2000581 4.64 4.64 6.49 5.98 7.97 6.85 
NT2RM2000582 5.23 5.23 10.34 8.34 9.14 7.19 
NT2RM2000588 21.84 21.84 65.91 40.15 44.01 45.21 
NT2RM2000589 3.98 3.98 11.35 7.96 7.6 8.64 
NT2RM2000594 1.87 1.87 4.38 1.62 2.71 1.92 
NT2RM2000599 6.34 6.34 16.12 17.82 14.5 15.44 
NT2RM2000609 4.61 4.61 6.77 3.76 5.81 5.48 
NT2RM2000612 3.52 3.52 6.4 5.93 7.47 4.55 
NT2RM2000622 16.6 16.6 56.24 53.07 75.02 55.48 
NT2RM2000623 2.66 2.66 7.1 7.92 6.03 5.58 
NT2RM2000624 4.18 4.18 10.6 7.33 14.39 7.56 
NT2RM2000632 2.8 2.8 6.73 4.1 6.4 4.73 
NT2RM2000635 3.42 3.42 8.09 5.41 6.29 5.31 
NT2RM2000636 2.61 2.61 6.28 3.99 4.39 3.72 
NT2RM2000639 3.73 3.73 8.26 5.42 7.79 5.99 
NT2RM2000649 6.03 6.03 9.69 9.4 9.17 8.05 
NT2RM2000658 6.49 6.49 13.18 15.17 14.66 15.83 * 
NT2RM2000660 11.45 11.45 18.34 17.03 7.1 20.16 
NT2RM2000669 3.6 3.6 6.51 5.28 4.28 6.69 
NT2RM2000689 31.07 31.07 59.7 37.03 16.51 70.9 
NT2RM2000691 2.09 2.09 5.73 4.83 7.13 4.27 
NT2RM2000714 3.41 3.41 10.97 11.46 14.54 11.3 
NT2RM2000718 4.08 4.08 7.15 2.88 5.42 4.33 
NT2RM2000732 5.38 5.38 14.81 9.49 14.18 8.25 
NT2RM2000735 3.72 3.72 6.16 4.27 6.55 6.49 
NT2RM2000740 2.26 2.26 6.2 4.27 3.01 3.71 
NT2RM2000743 2.26 2.26 7.89 5.65 3.24 3.89 
NT2RM2000772 6.43 6.43 8.48 5.24 6.72 9.47 
NT2RM2000773 8.17 8.17 19.56 19.18 17.96 18.29 
NT2RM2000776 13.96 13.96 17.16 24.24 9.95 26.76 
NT2RM2000784 6.64 6.64 8.8 8.74 9.02 10.5 
NT2RM2000795 4.35 4.35 13.56 7.44 8.66 10.45 
NT2RM2000796 2.27 2.27 4.64 1.71 2.31 1.38 
NT2RM2000798 25.81 25.81 160.08 158.19 136.83 188.99 
NT2RM2000801 45.09 45.09 161.29 160.44 152.13 189.56 
NT2RiM2000821 7.53 7.53 12.33 7.37 7.77 11.87 
NT2RM2000829 5.76 5.76 13.01 8.05 10.13 11.75 
NT2RM2000837 3.29 3.29 7.28 4.27 6.08 4.18 
NT2RM2000924 9.96 9.96 36.74 43.24 57.8 35.84 
NT2RM2000930 10.64 10.64 18.29 24.45 27.78 28.34 * 
NT2RM2000937 4.35 4.35 8.62 5.08 6.66 6.56 
NT2RM2000939 1.12 1.12 2.37 2.67 1.84 1.82 
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NT2RM2000942 124.8 124.8 253.61 161.4 118.61 21011 

NT2RM2O00951 1.01 1.01 2.6 2.13 3.12 1 6 

NT2RM2000952 2.53 2.53 5.31 5.98 6.41 6.86 * + 

NT2RM2000966 19.69 19.69 111.88 95.61 137.32 135 9 

NT2RM2O00973 23.45 23.45 16.81 39.12 39.51 33 8 ** 

NT2RM2000983 10.07 10.07 18.59 30.68 39.13 27 52 * 

NT2RM2000984 6.48 6.48 7.71 4.88 5.64 5.26 * - 

NT2RM2000994 8.27 8.27 16.47 13.2 8.36 21 81 

NT2RM2001004 6.01 6.01 48.58 47.51 54.15 46.8 

NT2RM2001022 101.09 101.09 350.92 239.63 304.37 490.04 

NT2RM2001035 10.75 10.75 24.98 24.17 24.54 34.51 

NT2RM2001038 5.77 5.77 9.86 10.48 11.75 7.9 

NT2RM2001043 4.45 4.45 10.02 5.1 7.41 6 74 

NT2RM2001050 2.71 2.71 6.89 4.72 5.83 4.03 

NT2RM2001055 3.78 3.78 5.89 4.24 6.31 4.7 

NT2RM2001065 6.17 6.17 15.91 8.51 12.12 14 21 

NT2RM2Q01075 39.81 39.81 188.21 154.65 156.72 168 68 

NT2RM2001083 2.23 2.23 5.57 4.01 5.8 3 01 

NT2RM2001100 10.38 10.38 93.67 95.8 113.9 97.52 

NT2RM2001105 6.34 6.34 8.27 11.35 5.34 11.8 

NT2RM2001109 6.81 6.81 9.4 11.88 12.47 14.53 * + 

NT2RM2001110 7.67 7.67 21.63 21.2 30.71 23 29 

NT2RM2001126 6.1 6.1 6.53 5.32 6.44 7.27 

NT2RM2001131 5.52 5.52 40.22 21.93 29.37 20 14 

NT2RM2001141 1.64 1.64 6.84 7.09 6.4 5.45 

NT2RM2001152 1.63 1.63 3.27 4.42 5.77 3.02 

NT2RM2001177 3.42 3.42 7.23 10.28 7.25 8.24 

NT2RM2001194 2.74 2.74 7.51 6.68 5.77 8 17 

NT2RM2001195 3.7 3.7 8.8 6.37 7.13 6 89 

NT2RM2001196 5.24 5.24 6.35 5.19 6.46 4.64 

NT2RM2001201 14.45 14.45 25.36 20.02 21.68 22.38 

NT2RM2001221 4.22 4.22 8.61 11.69 13.61 16.63 * * 

NT2RM2001238 2.87 2.87 5.65 3.91 3.88 1.96 

NT2RM2001243 5.39 5.39 8.98 9.81 6.13 6 53 

NT2RM2001244 3.91 3.91 10.63 6.58 9.24 6.41 

NT2RM2001247 14.94 14.94 121.59 110.47 140.27 118 79 

NT2RM2001256 3.84 3.84 5.23 3.15 3.26 2.96 

NT2RM2001269 4.4 4.4 5.98 4.8 5.63 4.74 

NT2RM2001278 5.28 5.28 7.37 8.45 8.56 5.35 

NT2RM2001291 3.05 3.05 5.18 3.24 4.62 2.9 

NT2RM2001294 12.47 12.47 24.39 20.08 15.43 17.81 

NT2RM2001295 2.56 2.56 8.82 4.54 4.43 4 99 

NT2RM2001302 2.38 2.38 4.55 2.3 4.5 2.81 

NT2RM2001306 3.51 3.51 7.62 4.1 4.46 5 14 

NT2RM2001312 2.34 2.34 3.72 1.92 2.84 1.68 

NT2RM2001319 2.76 2.76 3.93 3.61 5.29 4.11 

NT2RM2001324 3.73 3.73 8.29 5.48 4.9 5.71 

NT2RM2001345 8.53 8.53 10.01 6.83 11.12 14.14 

NT2RM2001360 4.02 4.02 6.36 5.67 5.9 5.46 

NT2RM2001370 5.75 5.75 14.53 8.56 9.86 11.69 

NT2RM2001391 1.79 1.79 6.07 1.85 5.04 1.65 

NT2RM2001393 4.49 4.49 6.39 5.12 7.91 7.14 
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NT2RM2001420 2.94 2.94 4.61 2.61 3.62 3.14 

NT2RM2001423 5.44 5.44 9.53 8.64 11.95 11.36 

NT2RM2001424 5.88 5.88 15.09 11.77 10.31 11.63 

NT2RM2001482 2.24 2.24 6.48 3.5 6.06 3.63 

NT2RM2001499 1.4 1.4 5.81 2.84 4.3 2.17 

NT2RM2001504 3.63 3.63 6.99 3.2 4,54 1.68 

NT2RM2001524 2.51 2.51 5.81 2.34 2.22 3.51 

NT2RM2001530 2.56 2.56 4.42 2.68 4.35 3.52 

NT2RM2001533 5.06 5.06 9.09 8.2 9.18 7.84 

NT2RM2001540 5.77 5.77 8.36 14.57 17.99 27.1 * 

NT2RM2001544 2.4 2.4 6.12 3.7 3.72 2.31 

NT2RM2001547 6.6 6.6 15.29 8.44 7.61 8.24 

NT2RM2001558 1.53 1.53 3.44 1.76 4.87 1.71 

NT2RM2001575 2.45 2.45 4.57 3.36 4.38 2.29 

NT2RM2001582 2.99 2.99 4.98 2.2 5.16 3.06 

NT2RM2001588 3.69 3.69 8.8 6.39 9.34 6.6 

NT2RM2001592 2.66 2.66 6.2 3.1 5.24 4.64 

NT2RM2O016O3 4.74 4.74 8.7 10.42 12.03 11.77 * 

NT2RM2001605 1.74 1.74 4.52 3.08 1.51 2.39 

NT2RM2001611 2.28 2.28 8.63 3.74 3.34 3.51 

NT2RM2001613 14.91 14.91 32.53 21.51 13.13 27.42 

NT2RM2001626 2.45 2.45 3.08 2.1 4.28 2.06 

NT2RM2001632 4.93 4.93 7.07 4.67 4.88 5.42 

NT2RM2001633 4.45 4.45 10.39 3.74 5.15 5.43 

NT2RM2001635 4.33 4.33 9.54 4.3 5.81 4.7 

NT2RM2001636 4.88 4.88 7.35 12.75 18.11 13.34 ** 

NT2RM2001637 1.25 1.25 6.48 4.18 3.68 2.51 

NT2RM2001639 3.98 3.98 9.32 4.67 4.33 3.29 

NT2RM2001641 1.63 1.63 4.69 4.84 6.02 2.71 

NT2RM2001643 2.78 2.78 7.46 4.79 4.4 2.83 

NT2RM2001648 12.97 12.97 18.91 20.13 17.07 25.5 



NT2RM2001652 


6.32 


6.32 


5.65 


4.29 


8.13 


4.46 


NT2RM2O01659 


5.78 


5.78 


9.17 


5.73 


5.28 


6.95 


NT2RM2O01660 


3.44 


3.44 


3.86 


2.08 


2.29 


2.63 


NT2RM2001664 


1.24 


1.24 


6.12 


4.51 


4.89 


4.8 


NT2RM2001668 


3.72 


3.72 


8.16 


7.66 


5.72 


7.02 


NT2RM2O01670 


1.62 


1.62 


4.11 


2.88 


3.96 


3.56 


NT2RM2001671 


2.67 


2.67 


5.57 


3.9 


6.46 


4.85 


NT2RM2001675 


1.94 


1.94 


4.28 


1.97 


3.73 


0.64 


NT2RM2001681 


2.47 


2.47 


5.91 


3.13 


4.64 


3.39 


NT2RM2001685 


4.58 


4.58 


5.68 


1.29 


2.72 


1.14 


NT2RM2001688 


5.46 


5.46 


4.14 


3.11 


3.82 


2.46 


NT2RM2001695 


15.09 


15.09 


i 35.18 17.41 19.26 34. 


NT2RM2001696 


2.74 


2.74 


6.64 


7.15 


6.7 


6.8 


NT2RM2O01698 


1.44 


1.44 


3 


4.06 


3.49 


1.65 


NT2RM2001699 


1.63 


1.63 


5.03 


4.19 


3.75 


5.48 


NT2RM2001700 


1.65 


1.65 


4.13 


2.56 


3.37 


3.91 


NT2RM2001704 


2.68 


2.68 


5.46 


3.89 


3.85 


3.99 


NT2RM2001706 


4.29 


4.29 


6.77 


3.33 


3.13 


3.32 


NT2RM2001714 


6.48 


6.48 


6.64 


5.62 


7.33 


5.18 


NT2RM2O01716 


0.97 


0.97 


3.7 


3.03 


5.49 


2.92 


NT2RM2001718 


1.91 


1.91 


3.47 


5 


3.5 


3 
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JN 1 ZKMzUUl 115 


2.09 


2.09 


5.48 


5.1 


5.21 


5.71 


IN J 2KJV12UU1727 


3.08 


3.08 


6.25 


7.51 


7.28 


5.7 


IN 1 ZKM2U01730 


3.52 


3.52 


7.15 


5.04 


5.43 


3.85 


NT2RM200 1738 


4.56 


4.56 


6.2 


6.71 


10.25 


9.08 * 


NT2RM2001743 


2.95 


2.95 


5.81 


4.39 


5.02 


4.46 


NT2RM2001753 


5.98 


5.98 


7.55 


5.72 


6.09 


4.54 


NT2RM2001755 


0.89 


0.89 


2.82 


2.4 


2.83 


2.67 


NT2RM2001760 


14.77 


14.77 33.17 27.49 25.- 


48 36.23 


NT2RM2001765 


1.35 


1.35 


1.71 


2.45 


3.12 


2.03 * 


NT2RM2001767 


12.04 


12.04 120.66 148 


.84 168.4 146.29 


NT2RM2001768 


2.1 


2.1 


3.59 


3.41 


4.21 


3.05 


NT2RM20O1771 


4.82 


4.82 


5.65 


7.15 


5.97 


5.05 


NT2RM2001778 


2.89 


2.89 


4.09 


2.34 


3.24 


1.48 


NT2RM2001782 


5.32 


5.32 


7.32 


4.96 


7.71 


7.57 


NT2RM2001784 


0.84 


0.84 


2.19 


2.81 


2.5 


1.41 


NT2RM2001785 


1.35 


1.35 


4.11 


5.5 


5.02 


2.76 


NT2RM2001792 


6.03 


6.03 


8.53 


5.49 


5.54 


5.76 


NT2RM2001795 


3.97 


3.97 


6.15 


7.62 


5.96 


8.9 


NT2RM2001797 


2.82 


2.82 


3.78 


5 


5.94 


2.71 


NT2RM2001800 


3.46 


3.46 


4.26 


5.01 


4.03 


5.24 


NT2RM2001803 


3.5 


3.5 


6.61 


4.46 


7.34 


2.44 


NT2RM2001805 


3.65 


3.65 


3.21 


2.53 


4.2 


1.71 


NT2RM2001806 


7.34 


7.34 


17.96 


15.62 15.23 21.11 


NT2RM2001813 


1.54 


1.54 


2.05 


2.54 


1.88 


2.32 


NT2RM2001814 


2.46 


2.46 


4.71 


3.52 


2.89 


4.42 


NT2RM2001818 


1.21 


1.21 


2.66 


0.97 


1.48 


0.27 


NT2RM2001823 


1.4 


1.4 


3.24 


1.87 


2.46 


1.37 


NT2RM2001825 


14.79 


14.79 36.08 34.68 34 


.2 35.81 


NT2RM2001832 


5.93 


5.93 


6.1 


5.19 


5.48 


2.93 


NT2RM2001839 


67.48 


67.48 123.46 152 


.63 157.11 121.35 


NT2RM2001840 


3.04 


3.04 


7.13 


4.61 


5.11 


5.37 


NT2RM2001851 


3.92 


3.92 


7.61 


3.78 


4.74 


6.49 


NT2RM2001855 


8.21 


8.21 


11.51 


10.22 12.06 15.41 


NT2RM2001867 


2.82 


2.82 


5.01 


2.83 


5.62 


3.74 


NT2RM2001869 


60.8 


60.8 


90.58 


101.19 79.67 105.32 


NT2RM2001879 


3.01 


3.01 


6.99 


2.55 


3.19 


2.66 


NT2RM2001883 


1.52 


1.52 


3.26 


0.98 


2.28 


0.73 


NT2RM20O1886 


1.57 


1.57 


4.56 


248 


3.51 


2.42 


NT2RM2001887 


3.78 


3.78 


7.66 


4.48 


4.97 


5.73 


NT2RM2001896 


274.2 


274.^ 


> 378.57 325 


.68 216.52 497.31 


NT2RM2001902 


1.92 


1.92 


4.28 


1.31 


2.92 


2.14 


NT2RM2001903 


16.25 


16.25 42.5 


5 35.47 31. 


71 37.22 


NT2RM2001930 


2.11 


2.11 


6.3 


2.3 


5.86 


5.44 


NT2RM2001935 


4.16 


4.16 


5.04 


3.16 


4.42 


5.87 


NT2RM2001936 


2.81 


2.81 


4.9 


2.99 


3.44 


4 


NT2RM2001939 


3.56 


3.56 


3.34 


1.82 


3.01 


3.16 


NT2RM2001941 


1.84 


1.84 


4.29 


2.84 


2.82 


2.72 


NT2RM2001950 


4.66 


4.66 


10 


6.01 


6 


8.69 


NT2RM2001952 


2.67 


2.67 


4.78 


2.49 


4.55 


5.37 


NT2RM2001976 


11.48 


11.48 18.2 14.58 11.46 35.27 


NT2RM2001982 


1.85 


1.85 


3.91 


2.04 


2.47 


1.88 


NT2RM2001983 


4.45 


4.45 


8.36 


4.18 


6.49 


7.54 
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NT2RM2001984 7.74 7.74 8.88 20.06 27.05 22.95 * 

NT2RM2001989 2.72 2.72 3.68 2.99 4.26 3.7 

NT2RM2001996 7.51 7.51 8.09 4.8 8.01 5.29 

NT2RM2001997 3.65 3.65 7.29 3.18 5.09 6.78 

NT2RM2001998 2.24 2.24 5.07 3.33 6.53 3.96 

NT2RM20O1999 4.86 4.86 7.69 6.88 6.02 4.01 

NT2RM2002003 11.33 11.33 18.17 10.15 11 14.9 

NT2RM2002004 1.99 1.99 5.79 2.51 2.09 1.9 

NT2RM2002009 5.35 5.35 9.03 9.85 11.04 11.09 * 

NT2RM2002014 2.62 2.62 3 3.65 4.47 4.03 ** 

NT2RM2002019 25.1 25.1 38.52 19.47 14.2 16.35 

NT2RM2002029 12.92 12.92 19.01 10.82 4.88 14.74 

NT2RM2002030 4.15 4.15 5.8 13.54 9.71 21.98 * 

NT2RM2002034 22.05 22.05 31.76 24.83 20.89 21.04 

NT2RM2002049 7,4 7.4 12.12 9.76 10.42 13.22 

NT2RM2002055 2.8 2.8 8.01 1.91 4.03 2.52 

NT2RM2002072 9.26 9.26 12.88 12.28 19.12 12.82 

NT2RM2O02088 4.82 4.82 13.85 11.35 11.7 15.28 

NT2RM2002091 4.98 4.98 8.44 5.92 3.82 4.61 

NT2RM2002100 3.26 3.26 6.05 4.82 4.24 3.19 

NT2RM2002109 1.31 1.31 3.57 2.57 4.88 4.92 

NT2RM2002126 21.41 21.41 32.24 35.28 22.31 31.52 

NT2RM2002128 3.7 3.7 5.17 2.74 3.86 2.41 

NT2RM2002129 6.43 6.43 11.48 8.53 13.03 10.66 

NT2RM2002142 5.72 5.72 9.74 5.26 8.91 6.4 

NT2RM2002144 3.27 3.27 3.76 1.85 1.73 1.62 ** 

NT2RM2002145 2.63 2.63 8.69 6.1 5.18 5.98 

NT2RM2002153 2.61 2.61 6.37 6.31 7.62 5.75 

NT2RM2002163 0.97 0.97 3.41 1.87 3.4 0.64 

NT2RM2002170 3.28 3.28 7.03 6.62 7.5 7.65 

NT2RM2002178 3.99 3.99 3.67 3.5 5.48 2.9 

NT2RM2002179 7.82 7.82 8.69 6.17 8.15 6.02 

NT2RM2002270 4.51 4.51 4.56 2.28 1.76 1.67 ** 

NT2RM2002326 2.47 2.47 3.86 2.13 3.69 2.34 

NT2RM2002337 1.88 1.88 3.97 5.4 4.22 4.79 * 

NT2RM2002339 2.83 2.83 6.29 5.26 5.22 3.85 

NT2RM2002345 5.16 5.16 6.03 4.04 4.2 4.21 * 

NT2RM2O02368 2.43 2.43 5.86 6.05 7.01 4.96 

NT2RM2002381 2.23 2.23 5.16 3.47 3.65 2.8 

NT2RM2002424 4.64 4.64 7.1 6.69 8.5 6.3 

NT2RM2002450 4.17 4.17 3.87 2.29 2.39 1.87 ** 

NT2RM2002482 3.93 3.93 4.65 2.66 3.2 3.79 

NT2RM2002492 9.39 9.39 24.31 29.13 24.65 29.29 

NT2RM2002575 3.26 3.26 5.23 5.99 6.03 5.07 

NT2RM2002580 4.23 4.23 4.68 4.82 7.79 7.42 

NT2RM2002592 7.7 7.7 12.59 13.07 15.28 14.69 * 

NT2RM2002608 27.33 27.33 45.49 57.07 65.96 48.3 

NT2RM2002615 6.01 6.01 9.38 13.15 20.32 14.42 * 

NT2RM2002622 14.35 14.35 16.22 18.38 24.99 13.44 

NT2RM2002630 4.86 4.86 6.63 8.05 7.37 6.7 

NT2RM2002634 1.72 1.72 4.66 4.71 4.6 3.94 

NT2RM2002645 27.02 27.02 68.46 30.66 14.59 31.46 
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NT2RM2002646 12.09 12.09 25.03 29.45 22.88 34 8 

NT2RM2002647 7.68 7.68 17.56 19.5 17.74 23 44 

NT2RM2002652 5.11 5.11 4.71 4.3 6.43 3.73 

NT2RM2002692 4.59 4.59 4.48 2.5 2.86 2.02 ** 

NT2RM2002721 30.26 30.26 46.01 62.71 84.18 61.02 

NT2RM2002748 18.37 18.37 43.62 87.35 119.27 102 35 

NT2RM2002764 2.28 2.28 5.3 5.05 5.95 4.07 

NT2RM2002772 3.15 3.15 9.32 9.66 7.81 5 44 

NT2RM2002811 5.79 5.79 12.3 14.01 9.18 10.45 

NT2RM2002818 2.03 2.03 7.94 5.86 5.42 713 

NT2RM2002879 4.21 4.21 7.17 8.39 7.87 9.11 * 

NT2RM2002979 11.79 11.79 19.66 24.49 23.23 2179 

NT2RM2002981 4.42 4.42 3.78 3.58 4.95 2.63 

NT2RM2002995 5.13 5.13 3.29 3.42 3.74 3 5 

NT2RM2003031 1.37 1.37 2.63 3 2.58 19 

NT2RM2003042 4.1 4.1 10.77 10.59 6.02 6.07 

NT2RM2003044 1.88 1.88 4.11 2.13 5.11 1.2 

NT2RM2003090 4.4 4.4 7.64 9.36 7.91 10 68 * 

NT2RM2003095 11.98 11.98 25.25 15.63 16.43 19 04 

NT2RM2003116 11.16 11.16 16.09 17.96 21.43 2208 

NT2RM2003222 3.98 3.98 3.63 2.67 3.64 2.35 

NT2RM2003224 11.29 11.29 15.33 24.29 29.77 20 76 

NT2RM2003250 14.18 14.18 86.06 85.79 96.6 94 15 

NT2RM2003258 4.59 4.59 6.32 6.54 5.11 5 69 

NT2RM2003262 5.07 5.07 7.33 5.06 7.76 5 72 

NT2RM4000023 2.15 2.15 7.02 3.57 4.91 4?9 

NT2RM4000024 2.28 2.28 6.78 3.17 4.98 4.33 

NT2RM400O027 4.74 4.74 7.77 4.85 6.94 11 32 

NT2RM4000030 2.95 2.95 5.73 3.16 4.9 2.64 

NT2RM4000033 2.51 2.51 4.77 2.36 3.89 4 61 

NT2RM4000034 1.93 1.93 5.35 3.74 4.84 6.09 

NT2RM4000046 1.37 1.37 3.79 1.57 3.5 2 32 

NT2RM4000052 1.82 1.82 3.55 1.72 2.96 198 

NT2RM4000054 10.43 10.43 13.85 12.07 12.83 24 7 

NT2RM4000061 1.65 1.65 4.17 1.66 4.54 0.83 

NT2RM4000074 15.83 15.83 43.57 27.9 34.24 30 79 

NT2RM4000085 5.35 5.35 10.1 8.41 10.19 10.17 

NT2RM4000086 3.06 3.06 4.5 3.84 5.25 3.71 

NT2RM4000100 6.62 6.62 15.05 12.74 15.6 14 84 

NT2RM4000101 3.77 3.77 9.11 7.17 7.71 8.78 

NT2RM4000102 32.35 32.35 42.47 27.24 19.34 70 54 

NT2RM4000104 2.78 2.78 7.13 3.41 5.12 4 3 

NT2RM4000115 2.87 2.87 6.1 3.91 5.86 4.08 

NT2RM4000129 2.17 2.17 4.75 2.62 3.48 2.18 

NT2RM4000139 3.17 3.17 3.31 3.58 4.82 6.49 

NT2RM4000149 2.74 2.74 1.49 2.41 2.55 7 32 

NT2RM4000155 2.73 2.73 5.5 2.13 4.51 3.71 

NT2RM4000156 5.94 5.94 16.74 20.45 21 21.96 * 

NT2RM4000167 1.36 1.36 2.58 2.61 4.34 1.75 

NT2RM4000169 9.95 9.95 36.53 29.12 24.89 23.57 

NT2RM4000191 4.29 4.29 7.56 5.49 5.57 5.66 

NT2RM4000197 2.73 2.73 4.78 1.83 3.86 2.2 
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NT2RM4000198 338 3.38 7,42 5.26 5.45 4.21 
NT2RM4000199 2 2 3.51 2.8 4 3.76 
NT2RM4000200 0.67 0.67 3.19 2.25 1.84 1.2 
NT2RM4000202 1 1 3.24 2.11 2.42 1.84 
NT2RM4000210 1.46 1.46 3.72 2.41 3.08 2.21 
NT2RM4000215 2.54 2.54 5.43 3.3 4.09 3.06 
NT2RM4000220 6.42 6.42 10.52 8.68 11.08 15.14 
NT2RM4000229 3.26 3.26 6.62 1.46 2.34 1.76 
NT2RM4000231 6.37 6.37 7.06 6.13 7.85 6.24 
NT2RM4000233 4.83 4.83 17.3 11.9 14.34 13.4 
NT2RM4000244 2.35 2.35 5.22 3.86 4.14 5.17 
NT2RM4000251 3.85 3.85 10.97 4.82 6.52 4.59 
NT2RM4000255 2.28 2.28 4.7 3.79 4.89 1.42 
NT2RM4000265 2.23 2.23 5.69 4.29 8.21 1.99 
NT2RM4000283 18.14 18.14 26.21 37.17 39.88 44.79 
NT2RM4000284 13.85 13.85 33.72 31.96 42.88 40.67 
NT2RM4000290 6.31 6.31 7.76 3.77 4.92 4 * 
NT2RM4000295 2.36 2.36 2.16 2.32 2.13 0.88 
NT2RM4000306 3.79 3.79 7.76 7.1 6.14 5.02 
NT2RM4000307 5.04 5.04 9.13 9.95 9.99 11.72 * 
NT2RM4000309 2.48 2.48 5.34 3.92 6.52 5.52 
NT2RM4000313 3.92 3.92 9.61 5.75 7.77 8.52 
NT2RM4000318 3.38 3.38 6.87 4.35 6.36 3.28 
NT2RM4000324 4.93 4.93 5.93 2.79 4.98 2.12 
NT2RM4000326 5.32 5.32 4.61 2.59 2.45 2.01 ** 
NT2RM4000327 4.97 4.97 10.95 7.94 10.32 7.71 
NT2RM4000344 5.46 5.46 16.67 11.16 10.17 19.18 
NT2RM4000349 3.68 3.68 9.99 11.87 10.88 13.8 * 
NT2RM4000354 1.65 1.65 3.13 4.2 4.31 3.1 
NT2RM4000356 1.5 1.5 3.11 2.5 4.07 1.64 
NT2RM4000366 15.75 15.75 44.48 38.81 44.07 58.06 
NT2RM4000368 3.04 3.04 5.9 4.36 5.48 3.48 
NT2RM4000373 6.49 6.49 12.29 12.72 15.96 16.47 * 
NT2RM4000386 4.92 4.92 4.71 3.81 4.57 4.6 
NT2RM4000395 2.7 2.7 4.69 6.36 6.51 5.68 * 
NT2RM4000414 1 1 2.76 2.38 2.9 2.19 
NT2RM4000417 1.66 1.66 2.83 3.9 3.95 3.25 * 
NT2RM4000421 2.99 2.99 5.17 4.96 5.47 4.13 
NT2RM4000425 10.56 10.56 26.8 26.49 31.48 45.28 
NT2RM4000433 2.78 2.78 5.39 1.67 2.21 1.79 
NT2RM4000436 3.8 3.8 9.47 11.84 16.75 16.38 * 
NT2RM4000444 4.51 4.51 12.97 7.29 8.54 7.38 
NT2RM4000457 3.35 3.35 8.69 13.35 12.38 13.25 * 
NT2RM4000471 1.73 1.73 4.01 4.17 4.87 2.49 
NT2RM4000472 2.2 2.2 7.62 6.64 7.61 5.39 
NT2RM4000486 2.98 2.98 5.92 6.85 7.54 6 
NT2RM4000490 3.85 3.85 6.41 7.16 5.1 5.86 
NT2RM4000496 3.68 3.68 3.86 2.16 2.36 2.04 ** 
NT2RM4000505 26.85 26.85 60.33 68.9 80.59 70.67 
NT2RM4000511 22.8 22.8 45.35 64.6 89.95 75.97 * 
NT2RM4000514 2.61 2.61 6.75 10.47 7.53 9.25 * 
NT2RM4000515 3.75 3.75 8.81 7.27 7.94 4.66 



741 
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NT2RM4000517 34.51 34.51 74.2 76.45 53.07 79.47 
NT2RM4000520 2.24 2.24 3.08 3.21 3.3 5.49 
NT2RM4000531 2.76 2.76 5.71 4.41 5.5 4.22 
NT2RM4000532 3.03 3.03 5.56 2.72 3.54 2.39 
NT2RM4000533 3.55 3.55 5.43 4.73 6.98 3.23 
NT2RM4000534 5.17 5.17 2.92 2.73 4.62 1.94 
NT2RM4000563 5.21 5.21 16.69 17.05 16.8 19.36 
NT2RM4000566 1.79 1.79 4.6 7.14 5.27 7.91 * 
NT2RM4000568 10.48 10.48 19.4 28.18 22.91 33.06 * 
NT2RM4000585 1.97 1.97 2.52 0.82 L99 1.26 
NT2RM4000587 3.88 3.88 6.15 6.66 5.75 5.15 
NT2RM4000590 3.73 3.73 4.12 1.64 2.48 2,3 ** 
NT2RM4000593 4.46 4.46 7.83 10.21 12,36 7.45 
NT2RM4000595 3.94 3.94 3.91 2.27 4.36 2.45 
NT2RM4000603 4.18 4.18 6.98 6.95 7.23 7.26 
NT2RM4O0O611 9.81 9.81 18.02 17.1 17.38 25.49 
NT2RM4000616 2.05 2.05 6.19 2.73 4.14 4.53 
NT2RM4000621 26.04 26.04 70.86 57.5 62.2 59.07 
NT2RM4000648 2.78 2.78 7.83 2.66 2.67 3.88 
NT2RM4000649 5.53 5.53 11.03 7.34 8.4 13.12 
NT2RM4000658 3.22 3.22 8.18 4.22 6.14 8.14 
NT2RM4000661 57.68 57.68 140.68 141.09 135.49 177.49 
NT2RM4000673 3.02 3.02 5.72 3.69 3.8 4.59 
NT2RM4000674 2.23 2.23. 4.27 2.89 2.63 2.99 
NT2RM4000689 3.81 3.81 6.47 5.34 6.36 7.74 
NT2RM4000698 14.85 14.85 20.92 25.12 23.66 26.39 » 
NT2RM4000700 2.39 2.39 5.53 2.41 6.95 5.61 
NT2RM4000701 10.07 10.07 54.36 61.81 67.75 63.17 
NT2RM4000712 3.5 3.5 7.9 5.97 8.03 9.55 
NT2RM4000717 2.14 2.14 6.66 3.67 2.94 4.3 
NT2RM4000733 4.37 4.37 7.8 4.16 6.93 11.03 
NT2RM4000734 2.17 2.17 5.92 2.35 5.23 4.7 
NT2RM4000741 2.14 2.14 6.11 3.59 4.75 4.66 
NT2RM4O00744 1.76 1.76 7.05 2.76 4.4 10.18 
NT2RM4000749 15.53 15.53 23.13 26.26 27.8 34.67 * 
NT2RM4O00751 2.88 2.88 6.54 6.23 6.11 5.94 
NT2RM4000752 4.11 4.11 4.88 4.78 5.12 38.58 
NT2RM4000760 3.5 3.5 9.69 4.54 6.31 5.26 
NT2RM4000761 237.9 237.9 478.3 219.65 302.54 336.34 
NT2RM4000764 66.05 66.05 178 212.33 205,98 232 75 
NT2RM4000768 6.11 6.11 11.21 15.56 10.14 21.17 
NT2RM4000778 1.6 3.6 4.7 4.27 5.18 6.18 
NT2RM4000779 4.52 4.52 8.28 6.87 7.19 7.33 
NT2RM4000787 2.55 2.55 7.49 3.64 4.9 4.53 
NT2RM4000790 2.99 2.99 5.03 5.47 5.82 12.06 
NT2RM4000795 1.99 1.99 3.67 2.36 1.2 2.51 
NT2RM4000796 3.26 3.26 5.86 4.29 3.48 4.28 
NT2RM4000798 1.77 1.77 5.53 3.72 3.08 3.47 
NT2RM4000800 4.15 4.15 8.16 8.7 9.44 9.06 
NT2RM4000813 3.31 3.31 8.79 7.14 7.95 10.09 
NT2RM4000820 4.89 4.89 9.14 5.39 6.27 5.44 
NT2RM4000827 7.1 7.1 18.55 16.3 15.8 17.88 
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NT2RM4000830 3.27 

NT2RM4000833 2.51 
NT2RM4000841 4 

NT2RM4000846 1.66 

NT2RM4000848 2.61 

NT2RM4000852 3.89 

NT2RM4000855 5.12 

NT2RM4000859 11.18 

NT2RM4000868 3.06 
NT2RM4000870 4 

NT2RM4000879 1.67 

NT2RM4000882 18.99 

NT2RM4000887 2.16 

NT2RM4000895 2.33 

NT2RM4000897 5.78 

NT2RM4000901 5.22 

NT2RM4000950 4.04 

NT2RM4000965 2.89 

NT2RM4000971 2.49 

NT2RM4000979 5.16 

NT2RM4000987 1.9 

NT2RM4000989 2.51 

NT2RM4000991 3.1 

NT2RM4000992 3.39 

NT2RM4000996 6.22 

NT2RM4000997 3.53 

NT2RM4001001 26.06 

NT2RM4001002 5.13 

NT2RM4001016 1.63 

NT2RM4001025 65.77 

NT2RM4001027 2.49 

NT2RM4001032 2.55 

NT2RM4001047 3.87 

NT2RM4001049 3.97 

NT2RM4001051 2.72 

NT2RM4001052 14.95 

NT2RM4001053 14.96 

NT2RM4001054 3.13 

NT2RM4001059 3.65 

NT2RM4001071 4.03 

NT2RM4001084 8.04 

NT2RM4001092 12.61 

NT2RM4001100 6.72 

NT2RM4001116 1.17 

NT2RM4001119 1.74 

NT2RM4001140 2.65 

NT2RM4001148 6.59 

NT2RM4001151 3.7 

NT2RM4001155 5.51 

NT2RM4001157 1.68 

NT2RM4001160 1.57 

NT2RM4001163 42.35 



3.27 7.35 5.28 7.8 8.38 
2.51 6.84 4.48 3.35 4.87 
4 15 10.57 8.84 10.1 

1.66 8.83 4.74 6.83 5.09 
2.61 5.75 4.15 6.32 3.12 
3.89 9.81 8.16 8.67 8.29 

5.12 7.64 5.99 6.08 7.19 
11.18 16.28 16.48 19.12 17.62 

3.06 6.47 5.23 6.91 7.05 
4 9.82 7.06 3.87 6.59 

1.67 6 4.15 3.31 3.11 
18.99 28.36 20.33 16.5 12.55 
2.16 6.01 3.53 4.91 1.6 
2.33 5.33 3.16 5.9 3.08 
5.78 6.99 8.89 9.73 7.02 
5.22 6.41 4.37 6.2 6.12 
4.04 5.09 3.57 4.06 2.91 
2.89 4.54 5.98 4.04 6.18 
2.49 4.78 4.84 4.29 7.62 

5.16 12.71 10.23 10.46 7.87 
1.9 4.59 3.64 4.22 3.21 
2.51 5.17 4.2 5.16 4.99 
3.1 4.83 2.87 3.53 8.73 
3.39 5.41 3.6 4.54 3.19 
6.22 7.86 7.14 8 7.28 
3.53 13.96 9.81 10.96 10.89 
26.06 55.43 37.67 34.22 54.29 

5.13 11.03 11.54 11.33 19.44 
1.63 2.73 4.07 5.31 3.76 * 
65.77 133.97 148.39 181.87 171.5 
2.49 3.66 1.67 1.77 4.31 
2.55 6.74 4.94 5.46 3.84 
3.87 3.7 2.61 2.73 2.7 ** 
3.97 10.12 18.29 20.63 26.25 * 
2.72 12.54 11.17 10.12 13.68 

14.95 72.14 75.49 75.01 79.12 

14.96 393 41.36 28.95 25.87 
3.13 5.17 5.34 5.69 5.01 
3.65 6.37 4.91 3.52 4.48 

4.03 7.35 6.8 7.34 6.55 

8.04 6.52 9.49 10.53 9.53 * 
12.61 109.97 76.93 98.78 73.14 
6.72 20.93 22.35 15.18 18.98 

1.17 2.5 2.77 2.96 2.16 
1.74 4.82 4.72 4.22 4.15 
2.65 7.49 8.27 7.78 9.03 
6.59 13.68 12.1 12.92 15.83 

3.7 4.31 1.94 3.65 1.68 
5.51 6.36 3.55 5.37 4.63 

1.68 4.95 4.86 2.81 3.82 
1.57 3.39 2.99 1.9 2.41 
42.35 86.27 106.63 52.13 98.56 
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NT2RM4001187 2.64 2.64 7.25 3.96 4.87 5.2 

NT2RM4001191 3.2 3.2 9.95 8.59 6.36 8.72 

NT2RM4001200 3.83 3.83 6.35 5.52 4.41 4.11 

NT2RM4OO1203 9.93 9.93 20.29 22.65 25.36 21.82 

NT2RM4001204 3.23 3.23 3.59 3.17 2.83 2.6 

NT2RM4001217 4.62 4.62 12.16 11.26 13.39 13.72 

NT2RM4O01245 7.31 7.31 17.14 13.76 14.49 17.16 

NT2RM4001247 3.23 3.23 9.1 5.73 6.57 5.03 

NT2RM4001256 2.51 2.51 6.39 3.57 5.48 4.14 

NT2RM4001258 8.2 8.2 24.68 25.02 24.16 22.89 

NT2RM4001267 3.43 3.43 4.83 3.93 4.3 8.08 

NT2RM4001273 4.23 4.23 8.38 7.39 6.96 8.77 
NT2RM4001281 4 4 10.54 10.15 9.05 10 

NT2RM4001286 345.27 345.27 526.77 215.2 220.51 552.53 

NT2RM4001290 23.51 23.51 61.5 56.51 48.6 59.58 

NT2RM4001309 2.64 2.64 6.81 3.17 5.42 4.05 

NT2RM4001313 2.63 2.63 8.62 3.81 6.36 7.03 

NT2RM4001316 3.14 3.14 6.12 3.39 3.85 5.25 

NT2RM4001320 2.4 2.4 6.43 2.83 3.16 5.6 

NT2RM4001321 3.98 3.98 8.62 6.17 7.03 6.24 

NT2RM4001325 2.54 2.54 5.2 4.76 2.93 5.25 

NT2RM4001333 8.65 8.65 18.06 8.57 10.76 9.51 

NT2RM4001340 4.81 4.81 12.27 6.99 7.72 11.24 

NT2RM4001344 4.09 4,09 4.69 3.04 3.44 4.93 

NT2RM4001347 6.49 6.49 9.8 10.53 9.72 17.71 

NT2RM40O1357 7.59 7.59 12.09 8.58 11.68 9.37 

NT2RM4001360 2.79 2.79 5.11 3.82 2.85 3.07 

NT2RM4O01371 4.71 4.71 8.57 6.58 13.16 12.93 

NT2RM4001377 8.01 8.01 13.74 8.66 9.23 10.58 

NT2RM4001382 17.31 17.31 56.74 35.57 28.32 38.22 

NT2RM4001384 2.17 2.17 4.1 1 2.35 3.34 3.75 

NT2RM4001400 3.78 3.78 5.76 4.87 4.66 5.07 

NT2RM4001409 2.55 2.55 6.82 4.82 4.63 5.27 

NT2RM4001410 5.48 5.48 21.69 17.34 21.09 18.91 

NT2RM4001411 2.66 2.66 6.5 5.86 6.64 6.77 

NT2RM4001412 1.75 1.75 3.33 2.39 2.52 2.79 

NT2RM4001414 2.18 2.18 4.83 2.45 2.4 3.77 

NT2RM4001436 8.35 8.35 16.65 10.45 10.13 15.55 

NT2RM4001437 2.77 2.77 8.85 8.31 11.26 7.67 

NT2RM4001444 11.57 11.57 25.93 21.1 18.36 18.42 

NT2RM4001454 3.62 3.62 7.89 6.16 5.03 4.79 

NT2RM4001455 5.85 5.85 22.19 18.03 25.08 26.16 

NT2RM4001483 4.37 4.37 8.77 4.97 5.43 6.46 

NT2RM4001489 3.12 3.12 7.04 3.64 4.19 5.46 

NT2RM4001495 1.35 1.35 5.13 2.85 3.29 3.37 

NT2RM4001499 1.74 1.74 4.98 3.65 2.77 3.3 

NT2RM4001515 0.95 0.95 3.38 2.65 5.38 3.41 

NT2RM4001519 1.86 1.86 4.6 2.24 4.38 2.85 

NT2RM4001522 3.8 3.8 7.66 5.36 7.42 9.13 

NT2RM4001523 5.46 5.46 9.11 4.82 7.58 5.79 

NT2RM4001550 11.9 11.9 17.38 16.49 16.76 15.01 

NT2RM4001553 7.88 7.88 13.4 23.26 23.53 23.87 ** 
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NT2RM4001554 0.86 0.86 1.74 1.85 1. 11 2.2 
NT2RM4001557 2.5 2.5 6.33 5.05 3.36 4.89 
NT2RM4001565 1.87 1.87 4.05 2.46 3.34 3.23 
NT2RM4001566 3.23 3.23 8.57 8.91 10.49 11.42 
NT2RM40O1569 1.47 1.47 5.4 3.35 4.15 1.56 
NT2RM4001579 6.57 6.57 16.69 19.23 23.83 18.22 
NT2RM4001582 4.06 4.06 5.97 2.16 3.17 2.67 * 
NT2RM4001589 21.51 21.51 37.16 42.45 55.76 47.57 
NT2RM4001592 1.37 1.37 2.96 3.02 2.14 3.71 
NT2RM4001594 1.98 1.98 4.09 5.4 5.24 5.67 * 
NT2RM4001597 2.65 2.65 5.64 5.17 4.97 4.33 
NT2RM4001605 2.7 2.7 6.18 5.71 5.92 5.93 
NT2RM4001609 23.65 23.65 45 61.08 78.89 77.31 * 
NT2RM4001610 48.1 48.1 69.16 132.54 132.39 115.22 
NT2RM4001611 3.31 3.31 4.56 2.33 2.32 2.02 * 
NT2RM4001618 7.05 7.05 7.95 6.68 8.98 12.95 
NT2RM4001622 13.53 13.53 19.88 14.67 24.67 28.46 
NT2RM4001624 1.6 1.6 3.02 3.92 2.66 4.43 
NT2RM4001625 4.89 4.89 39.6 41.63 47.1 46.46 
NT2RM4001629 3.82 3.82 8.82 12.09 12.08 13.38 * 
NT2RM4001632 15.28 15.28 24.55 31.07 26.16 25.6 
NT2RM4001642 3.29 3.29 4.17 2.89 3.62 2.1 
NT2RM4001647 4.44 4.44 6.83 4.04 5.48 4.67 
NT2RM4001650 4.96 4.96 4.94 2.66 2.87 3.79 ** 
NT2RM4001662 2.18 2.18 5.47 8.31 6.54 9.39 * 
NT2RM4001666 2.28 2.28 6.5 6.24 6.17 8.14 
NT2RM4001670 3.52 3.52 10.77 11.16 10.82 14.91 
NT2RM4001682 12.66 12.66 31.6 33.03 26.04 37.07 
NT2RM4001710 6.7 6.7 38.5 40.58 58.41 40.31 
NT2RM4001712 4.06 4.06 7.61 10.19 10.7 9.98 * 
NT2RM4001714 10.88 10.88 19.37 18.67 19.3 17.65 
NT2RM4001715 10.77 10.77 11.6 13.55 16.86 12.99 
NT2RM4001727 3.41 3.41 5.92 4.83 5.89 7.6 
NT2RM4001731 2.6 2.6 10.72 13.46 11.23 11.73 
NT2RM4001735 12.84 12.84 21.53 22.01 20.88 34.93 
NT2RM4001739 2.46 2.46 7.3 8.13 5.17 7.14 
NT2RM4001741 14.41 14.41 29.88 26.98 27.21 32.35 
NT2RM4001746 3.65 3.65 6.76 6.89 6.5 5.33 
NT2RM4001754 3.16 3.16 4.17 3.39 3.62 3.84 
NT2RM4001757 5.02 5.02 5.78 4.7 6.31 7.97 
NT2RM4001758 1 1 0.76 1.98 0.65 1.46 
NT2RM4001768 4.83 4.83 10.19 8.48 6.91 7.83 
NT2RM4001775 3.23 3.23 2.76 1.9 1.85 1.71 ** 
NT2RM4001776 2.56 2.56 4.77 2.47 2.68 2.69 
NT2RM4001783 2.88 2.88 3.22 3.12 3.48 3.68 
NT2RM4001793 4.67 4.67 11.44 12.02 9.6 10.75 
NT2RM4001810 3.31 3.31 4.46 3.33 3.63 3.11 
NT2RM4001813 3.9 3.9 4.15 4.71 4.19 5.36 
NT2RM4001818 4.06 4.06 11.34 10.43 8.67 10.53 
NT2RM4001819 2.35 2.35 5.6 2.37 3.02 4.58 
NT2RM4001823 1.76 1.76 4.48 2.47 4.04 4.27 
NT2RM4001828 5.01 5.01 11.49 5.67 7.54 7.51 
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NT2RM4001835 9.75 

NT2RM4001836 3.27 

NT2RM4001841 7.94 

NT2RM4001842 2.1 

NT2RM4001843 5.65 

NT2RM4001856 4.42 

NT2RM4001858 5.91 

NT2RM4001861 2.91 

NT2RM4001863 8.06 

NT2RM4001865 5.04 

NT2RM4001869 5.1 

NT2RM4001873 9.62 

NT2RM4001876 2.24 

NT2RM4001880 3.6 

NT2RM4001885 5.71 

NT2RM4001889 10.25 

NT2RM4001894 2.61 

NT2RM4001897 7.87 

NT2RM4001899 3.36 
NT2RM4001905 3 

NT2RM4001922 2.55 

NT2RM4001930 2.64 

NT2RM4001938 2.65 

NT2RM4001940 2.73 

NT2RM4001942 37.36 

NT2RM4001953 4.65 

NT2RM4001965 4.96 
NT2RM4001966 3 

NT2RM4001969 2.22 

NT2RM4001974 1.19 

NT2RM4001979 2.09 

NT2RM4001980 4.3 

NT2RM4001984 2.31 

NT2RM4001987 3.36 

NT2RM4002013 6.62 

NT2RM4002018 2.31 

NT2RM4002033 3.19 

NT2RM4002034 1.89 

NT2RM4002044 7.71 

NT2RM4002047 3.88 

NT2RM4002054 4.54 

NT2RM4002055 13.72 

NT2RM4002059 23.73 

NT2RM4002061 3.72 

NT2RM4002062 1.9 

NT2RM4002063 2.21 

NT2RM4002066 2.07 

NT2RM4002067 2.51 

NT2RM4002073 3.73 

NT2RM4002074 5.19 

NT2RM4002075 5.13 

NT2RM4002076 3.13 



9.75 18.65 21.12 16.5 26.55 
3.27 8.32 3.65 3.54 5.58 
7.94 15.82 20.15 20.96 23.33 
2.1 4.44 3.5 3.35 4.85 
5.65 14.54 13.34 12.25 14.94 
4.42 7.16 7.65 4.71 16.83 
5.91 15.86 16.09 17.03 16.93 
2.91 9.57 6.31 8.66 9.28 
8.06 9.5 15.16 15.68 11.77 * 
5.04 11.25 7.44 10.24 9.03 
5.1 5.96 5.22 8.45 21.88 
9.62 18.43 13.33 15.49 19.21 
2.24 6.94 3.65 4.39 7.25 

3.6 8.57 5.13 5.41 7.67 
5.71 11.11 7.11 6.56 11.98 
10.25 18.24 16.31 15.85 21.33 

2.61 6.07 3.58 3.65 3.49 

7.87 20.24 18.41 20.4 23.46 
3.36 7.43 4.92 8.19 8.54 

3 4.84 3.3 4.53 7.1 
2.55 6.05 3.97 4.84 5.11 

2.64 8.9 2.88 6.53 6.38 

2.65 4.91 5.09 5.65 6.43 
2.73 6.17 5.91 4,46 5.48 
37.36 32.02 53.86 59.28 82.77 
4.65 9.68 5.04 6.79 4.91 
4.96 8.82 10.18 8.54 8.39 

3 5.14 6.3 7.45 8.19 * + 
2.22 7.29 5.01 2.95 4.5 
1.19 4.61 1.89 2.96 4.83 
2.09 6.37 3.39 4.65 7.36 
4.3 7.59 7.58 8.02 9.33 
2.31 5.36 2.68 3.49 4.57 
3.36 9.66 2.92 4.6 5.01 

6.62 15.13 13.47 17.16 19.8 
2.31 5.15 4.09 5.53 7.1 
3.19 8.16 4.91 3.27 5.93 
1.89 6.19 4.82 4.38 4.03 

7.71 17.9 18.75 12.3 18.5 

3.88 5.19 2.68 5.38 9.2 
4.54 6.97 2.56 4.3 3.89 

13.72 74.75 60.51 91.27 61.53 

23.73 31.85 48.05 63.09 52.61 

3.72 5.32 3.59 3.69 4.81 
1.9 5.41 3.66 2.84 4.26 
2.21 8.1 7.64 7.35 3.79 

2.07 5.29 4.42 6.32 4.07 
2.51 4.27 3.07 5.19 4.41 

3.73 7.24 5.51 7.69 5.16 
5.19 7.35 5.67 7.47 4.49 
5.13 5.9 3.16 3.18 2.91 ** 
3.13 3.05 1.94 2.52 1.71 * 
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EP 1 130 094 A2 



NT2RM4002078 10.3 10.3 28.06 23.95 20.81 26.64 

NT2RM4002081 10.47 10.47 30.87 19.18 17.8 18.22 

NT2RM4002082 1.25 1.25 3.02 3.85 2.58 1.23 

NT2RM4002093 2.82 2.82 3.9 4.79 4.66 4.79 * 

NT2RM4002109 4.42 4.42 13.51 13.95 15.12 15.21 * 

NT2RM40O2115 2.86 2.86 4.51 4.81 4.8 2.52 

NT2RM4002118 4.48 4.48 6.14 4.3 4.86 4.27 

NT2RM40O2128 3.78 3.78 4.57 2.84 3.31 3.13 * 

NT2RM40O2137 3.96 3.96 8.14 10.27 7.51 8.92 

NT2RM40O2139 3.78 3.78 8.98 7.03 7.84 7.87 

NT2RM4002140 4.04 4.04 9.45 8.87 7.81 10.17 

NT2RM4002145 5.99 5.99 17.51 25.81 31.07 24.47 * 

NT2RM4002146 4.51 4.51 8.23 8.56 9 8.92 

NT2RM4002161 2.33 2.33 4.97 1.38 3.15 5.3 

NT2RM4002174 4.86 4.86 8.02 3.12 4.53 6.15 

NT2RM40O2I78 7.3 7.3 24.43 28.61 33.13 29.27 * 

NT2RM4002180 3.47 3.47 11.93 9.27 10.02 11.28 

NT2RM4002185 5.94 5.94 35.51 31.59 32.34 31.69 

NT2RM4002189 1.6 1.6 3.24 3.68 5.59 4.91 * 

NT2RM4002194 9.3 9.3 25.94 37.2 29.64 38.23 * 

NT2RM4002198 6.09 6.09 7.61 9.37 8.4 10.04 * 

NT2RM4002205 4.01 4.01 9.05 6.76 7.86 8.76 

NT2RM4002213 5.36 5.36 8.79 8.05 11.99 14.41 

NT2RM4002216 7.35 7.35 12.58 16.58 23.93 18.16 * 

NT2RM40O2226 3.84 3.84 9.71 20.85 16.65 16.5 ** 

NT2RM4002237 4.19 4.19 10.13 10.37 7.64 13.22 

NT2RM4002240 1.96 1.96 3.64 3.73 3.71 7.59 

NT2RM4002251 2.11 2.11 6.2 7.87 5.48 5.17 

NT2RM4002256 4.38 4.38 10.68 10.7 9.46 9.64 

NT2RM4002262 2.85 2.85 6.25 3.34 4.43 9.66 

NT2RM4002266 3.93 3.93 4.76 2.76 3.55 4.47 

NT2RM4002276 11.23 11.23 15.55 16.5 28.25 20.64 

NT2RM4002278 1.89 1.89 4.59 4.33 3.99 5.11 

NT2RM4O02281 17.71 17.71 59.08 62.68 51.19 59.89 

NT2RM4002287 2.08 2.08 3.84 2.46 4.21 3.32 

NT2RM4002294 3.19 3.19 6.99 6.28 6.09 8.69 

NT2RM4002298 18.59 18.59 60.14 86.09 89.9 88.75 

NT2RM4O02301 3.2 3.2 6.85 4.63 5.94 4.02 

NT2RM4002306 4.71 4.71 8.24 4.99 5.31 4.2 

NT2RM4002323 3.9 3.9 4.06 4.11 4.39 3.11 

NT2RM4002334 11.54 11.54 20.76 17.92 20.72 16.95 

NT2RM4002339 1.78 1.78 3.52 1.33 1.3 1.38 

NT2RM4002344 2.36 2.36 5.74 2.87 3.57 7.92 

NT2RM4002345 3.56 3.56 10.59 5.06 4.63 7.5 

NT2RM4002352 2.04 2.04 7.67 3.99 5.14 3.74 

NT2RM4002362 20.38 20.38 24.92 11.23 14.32 15.17 

NT2RM4002373 2.1 2.1 3.96 3.21 2.55 3.63 

NT2RM4002374 2.28 2.28 4.39 2.29 3.58 4.3 

NT2RM4002376 4.02 4.02 6.03 3.31 2.97 5.52 

NT2RM4002383 2.8 2.8 8.49 4.76 5.79 4.28 

NT2RM4002390 3.03 3.03 6.01 4.06 5.27 7.37 

NT2RM4O02398 5.16 5.16 43.18 33.97 50.73 30.41 
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EP1 130 094 A2 



NT2RM4002409 2.11 2.11 5.93 3.37 4.29 1.9 

NT2RM4002414 4.73 4.73 6.21 7.37 9.12 14.53 

NT2RM4002438 2.07 2.07 5.28 3.03 4.38 7.18 

NT2RM4002440 2.99 2.99 6.92 5.78 5.32 9.49 

NT2RM4002446 2.23 2.23 6.08 2.95 4.45 5.7 

NT2RM4002450 3.36 3.36 10.01 6.15 7.75 7.24 

NT2RM4002452 2.13 2.13 6.3 3.67 5.15 7.23 

NT2RM4002457 2.68 2.68 4.44 2.66 3.26 4.52 

NT2RM4002458 3.06 3.06 5.77 3.32 5.34 4.04 

NT2RM400246O 2.43 2.43 3.68 1.57 2.45 1.43 

NT2RM4002464 5.4 5.4 12.62 14.39 13.72 14.3 

NT2RM4002479 4.66 4.66 6.69 4.91 7.98 11.54 

NT2RM4002482 4.26 4.26 16.18 10.19 11.5 12.2 

NT2RM4002489 6.74 6.74 16.91 8.79 5.81 11.68 

NT2RM4002493 1.35 1.35 3.22 1.96 3.51 2.73 

NT2RM4002499 34.96 34.96 72.9 59.42 52.07 54.3 

NT2RM4002504 5.15 5.15 10.68 10.57 13.51 9.8 

NT2RM4002506 4.77 4.77 9.4 4.93 7.59 8.53 

NT2RM4002510 2.03 2.03 3.27 1.66 2.97 2.48 

NT2RM4002527 1.57 1.57 3.14 1.83 2.31 4.47 

NT2RM4002532 2.45 2.45 7.75 5.88 3.37 5.19 

NT2RM4002534 1.79 1.79 4.8 2.1 3.45 2.94 

NT2RM4002535 2.5 2.5 6.51 5.89 8.1 6.37 

NT2RM4002554 3.29 3.29 5.31 3.31 5.47 3.12 

NT2RM4002558 6.91 6.91 32.57 32.58 41.54 25.61 

NT2RM4002565 5.38 5.38 13.6 8.22 9.85 10.53 

NT2RM4002567 3.34 3.34 5.43 4.21 4.49 7.22 

NT2RM4002571 4.48 4.48 15.61 11.95 16.47 15.24 

NT2RM4002572 5.57 5.57 17.2 13.7 9.59 13.48 

NT2RM4002577 7.76 7.76 15.25 6.59 5.87 5.65 

NT2RM4002583 1.08 1.08 3.58 2.28 4.83 2.44 

NT2RM4002584 1.64 1.64 5.67 3.24 5.74 5.56 

NT2RM4O02593 3.29 3.29 5.17 2.75 3.91 4.61 

NT2RM4002594 11.26 11.26 46.5 38.21 55.32 43.58 

NT2RM4002604 4.83 4.83 4.64 1.77 2.03 2.89 ** 

NT2RM4002614 3.48 3.48 3.48 2.52 3.66 2.81 

NT2RM4002616 1.07 1.07 2.73 2.88 2.71 2.38 

NT2RM4002623 1.39 1.39 4.89 3.92 3.72 5.06 

NT2RM4002634 1.41 1.41 4.38 3.42 4.91 2.96 

NT2RM4002636 2.22 2.22 3.93 3.92 4.18 4.12 

NT2RP1000002 8.82 8,82 52.94 75.1 92.89 81.45 * 

NT2RP1000006 4.68 4.68 6.28 4.25 4.48 2.56 

NT2RP1000015 4.86 4.86 5.27 2.74 1.99 2.28 ** 

NT2RP1000018 5.45 5.45 5 5.55 4.83 4.96 

NT2RP1000034 18.22 18.22 49.95 38.04 30.76 50.07 

NT2RP 1000035 1.93 1.93 3.2 5.26 3.23 3.96 

NT2RP1000040 1.77 1.77 3.33 2.93 3.28 4.28 

NT2RP1000042 1.3 1.3 3.44 1.99 3.22 2.38 

NT2RP 1000048 3.6 3.6 10.24 7.25 9.9 9 

NT2RP1000050 2.21 2.21 4.71 2.89 4 3.57 

NT2RP1000056 4.03 4.03 3.74 1.09 0.61 1.96 ** 

NT2RP1000058 3.49 3.49 2.03 1.84 2.07 2.48 
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EP 1 130 094 A2 



NT2RP1000063 1.77 1.77 3.65 4.09 4 ' 3.83 

NT2RP1000068 1.89 1.89 3.99 3.12 3.33 2.43 

NT2RP1000072 22.9 22.9 74.07 82.91 66.26 95.85 

NT2RP1000073 2.18 2.18 2.45 2.68 3.69 3.86 * 

NT2RP1O00O78 2.72 2.72 3.17 2.93 2.3 3.13 

NT2RP1000079 4.13 4.13 5.32 3.6 4.48 2.5 

NT2RP100O080 4.99 4.99 8.13 9.46 12.46 9.46 * 

NT2RP1000086 4.15 4.15 3.63 1.31 2.1 3.75 

NT2RP10OO087 1.3 1.3 4.36 3.51 3.21 3.45 

NT2RP1000089 4.5 4.5 9.98 12.69 11.3 14.93 * 

NT2RP1000090 45.76 45.76 96.6 94.37 53.44 93.42 

NT2RP1000100 2.17 2.17 4.05 5.23 4.13 3.66 

NT2RP1000101 3.44 3.44 5.22 4.41 2.88 4.81 

NT2RP1000111 3.24 3.24 5.56 4.51 3.9 3.69 

NT2RP1000112 3.29 3.29 4.08 1.85 3.33 3 

NT2RP1000124 5.57 5.57 4.96 3.11 5.73 5.5 

NT2RP1000125 7.28 7.28 19.39 13.69 10.68 16.86 

NT2RP1000129 1.81 1.81 4.35 5.14 3.91 4.27 

NT2RP1000130 2.31 2.31 4.11 5.31 5.62 16.86 

NT2RP1000154 7.5 7.5 15.63 17.16 12.72 16.37 

NT2RP1000163 2.42 2.42 3.51 2.72 2.99 3.59 

NT2RP1000170 3.42 3.42 4.2 4.96 5.17 5.85 * 

NT2RP1000174 3.5 3.5 3.42 1.3 2.38 2.12 ** 

NT2RP1000181 6.14 6.14 7.22 10.97 14.98 9.38 * 

NT2RP1000191 1.08 1.08 5.61 4.94 3.59 5.71 

NT2RP1000202 1.06 1.06 1.66 2.02 1.2 2.24 

NT2RP 1000239 1.53 1.53 4.1 2.15 0.94 2.07 

NT2RP1000243 2.37 2.37 2.04 1.31 1.14 1.64 ** 

NT2RP1000255 1.94 1.94 3.02 2.11 2.26 1.78 

NT2RP1000259 5.27 5.27 9.55 5.53 6.33 4.29 

NT2RP1000261 2.76 2.76 4.4 2.07 1.64 2.64 

NT2RP100O269 5.16 5.16 5.01 7.7 10.51 7.39 * 

NT2RP1000271 7.79 7.79 15.88 13.16 15.11 18.48 

NT2RP1000272 7.71 7.71 13.07 10.72 11.74 11.3 

NT2RP1000279 2.19 2.19 5.24 2.23 3.91 2.62 

NT2RP1000290 6.61 6.61 9.02 12.65 13.52 9.92 * 

NT2RP1000293 6.86 6.86 10.91 9.75 8.45 10.92 

NT2RP1000300 12.42 12.42 11.93 9.96 11.37 10.2 

NT2RP1000324 5.16 5.16 6 4.69 5.92 6.97 

NT2RP1000325 54.42 54.42 101.4 70.46 57.52 78.6 

NT2RP1000326 4.01 4.01 7.67 3.82 4.56 7.85 

NT2RP1000331 12.16 12.16 24.08 12.19 10.5 20.1 

NT2RP1000333 4.18 4.18 7.52 6.66 6.53 6.98 

NT2RP1000336 1.45 1.45 4.45 1.35 3.76 1.78 

NT2RP 1000347 3.05 3.05 8.75 7.26 8.31 6.38 

NT2RP100O348 2.11 2.11 4.14 2.76 3 2.75 

NT2RP1000349 2.12 2.12 3.92 3 4.39 4.11 

NT2RP1000353 40.87 40.87 83.5 51.49 47.8 66.02 
NT2RP1000356 39.53 39.53 93.37 50.3 56.48 74.42 

NT2RP1000357 3.89 3.89 9.63 8.43 8.7 8.72 

NT2RP1000358 2.85 2.85 6.11 4.23 3.04 5.09 
NT2RP1000360 11.04 11.04 19.39 12.08 18.42 19.44 
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NT2RP1000363 13.09 13.09 15.39 13.13 13.38 10.01 
NT2RP1000376 1.81 1.81 3.8 2.09 1.9 2.24 
NT2RP1000386 118 118 191.31 146.98 187.97 155.47 
NT2RP1000407 0.72 0.72 3.16 0.58 0.89 1.2 
NT2RP1000409 2.05 2.05 5.39 2.84 6.59 3.83 
NT2RP1000413 4.78 4.78 8.03 5.86 8.89 10.19 
NT2RP1000416 1.5 1.5 2.01 0.93 3.17 0.7 
NT2RP1000418 2.27 2.27 6.69 5.08 6.67 4.85 
NT2RP1000420 1.77 1.77 5.19 7.32 7.64 3.7 
NT2RP1000434 1.48 1.48 4.39 1.27 3.12 1 
NT2RP1000439 5.02 5.02 9.31 20.62 28.73 24.75 ** 
NT2RP1000443 1.8 1.8 3.46 2,24 1.61 1.63 
NT2RP1000447 2.21 2.21 5.57 2.49 2.87 3.1 
NT2RP1000448 1.39 1.39 3.58 3.09 4.4 1.41 
NT2RP1000451 4.2 4.2 6.37 5.72 7.27 7.04 
NT2RP1000458 15.1 15.1 10.53 19.73 8.72 23.03 
NT2RP1000460 7.55 7.55 13.82 8.76 11.49 8.62 
NT2RP1000465 4.58 4.58 20.97 20.41 19.98 22.46 
NT2RP1000468 3.25 3.25 4.64 3.82 4.1 4.45 
NT2RP 1000470 2.38 2.38 5.67 3.99 2.35 3.8 
NT2RP1000477 1.11 1.11 3.81 1.1 0.84 0.83 
NT2RP100O478 4.53 4.53 12.55 19.87 18.75 20.39 * 
NT2RP1000481 1.23 1.23 3.89 2.48 4.09 1.2 
NT2RP1000493 2.44 2.44 3.8 1.74 3.83 0.87 
NT2RP1000513 13.07 13.07 16.37 17.06 17.57 18.97 * 
NT2RP1000522 6.13 6.13 12.69 13.13 13.08 10.32 
NT2RP1000533 3.72 3.72 6.17 2.92 4.49 2.17 
NT2RP1000544 1.53 1.53 2.45 1.38 1.24 1.44 
NT2RP1000547 0.88 0.88 2.45 2 1.63 1.23 
NT2RP1000551 1.7 1.7 2.62 2.13 3.2 1.1 
NT2RP1000567 1.66 1.66 4.29 2.54 4.29 1.77 
NT2RP1000574 1.99 1.99 4.28 1.5 3.43 1.38 
NT2RP1000577 3.14 3.14 6.01 3.16 5.31 2.05 
NT2RP1 000579 4.64 4.64 6.24 3.27 3.97 2.04 
NT2RP1000581 5.22 5.22 3.58 2.07 1.61 0.93 ** 
NT2RP1000593 1.74 1.74 4.39 2.48 3.28 2.3 
NT2RP1000604 3.85 3.85 7.75 17.25 13.78 16.39 ** 
NT2RP1000609 1.15 1.15 2.21 2.84 2.61 1.55 
NT2RP1000613 1.12 1.12 2.56 1.82 4.29 0.82 
NT2RP1000622 5.94 5.94 15.9 14.91 19.42 15.46 
NT2RP1000627 9.18 9.18 18.96 23.88 21.9 14.86 
NT2RP1000629 4.18 4.18 5.9 5.92 5.32 3.17 
NT2RP1000630 6.54 6.54 7.84 7.21 7.67 7.92 
NT2RP1000639 0.64 0.64 0.31 1.53 2.04 0.28 
NT2RP1000640 130.14 130.14 307.77 227.5 176.05 232.29 
NT2RP1000646 4.14 4.14 9.59 10.19 11.87 12.15 * 
NT2RP1 000659 2.65 2.65 7 8.91 7.99 6.04 
NT2RP1000674 13.48 13.48 28.08 43.62 45.82 56.95 * 
NT2RP1000677 3.9 3.9 10.76 11.84 10.19 9.87 
NT2RP1000679 2.38 2.38 3.76 2.3 2.35 1.05 
NT2RP1000688 4.72 4.72 3.34 2.76 2.73 1.83 * ■ 
NT2RP1000689 1.44 1.44 1.86 2.03 1.22 1.13 



750 



EP1 130 094 A2 



NT2RP10O0695 1.11 1.11 2.5 2.09 2.44 L52 
NT2RP1000701 0.89 0.89 1.08 2.62 2.74 1.71 * 
NT2RP1000702 1.12 1.12 2.28 3.74 4.07 3.15 * 
NT2RP1000713 2.29 2.29 2.79 2.8 3.56 2.38 
NT2RP1000721 4.14 4.14 4.49 4.48 3.92 3.78 
NT2RP1000730 3.5 3.5 4.83 2.61 4.5 2.41 
NT2RP1000733 6.08 6.08 6.56 4.91 8.12 5.65 
NT2RP1000738 3.18 3.18 8.04 5.16 5.71 7.11 
NT2RP1000739 1.11 1.11 2.65 4.02 3.09 2.86 
NT2RP 1000740 1.41 1.41 3.13 3.63 3.57 3.77 * 
NT2RP1000746 1.15 1.15 3.58 2.28 3.74 1.37 
NT2RP 1000750 4 4 8.31 10.25 10.72 9.39 * + 
NT2RP1000751 33.15 33.15 59.65 67.84 64.22 66.55 
NT2RP1O00767 3.8 3.8 3.64 1.7 2.62 0.62 * - 
NT2RP1000769 9.31 9.31 13.98 7.42 8.59 7.19 
NT2RP1000780 0.86 0.86 1.01 1.87 1.13 0.89 
NT2RP10O0782 4.25 4.25 12.21 10.24 7.96 9.13 
NT2RP1000796 3.17 3.17 2.69 4.23 2.99 2.86 
NT2RP1000797 12.31 12.31 22.78 19.44 18.64 21.78 
NT2RP1000800 1.13 1.13 3.74 2.46 2.66 1.46 
NT2RP1000825 2.38 2.38 2.91 1.04 1.88 0.87 * 
NT2RP1000833 2.5 2.5 2.85 0.92 2.39 1.26 
NT2RP1000834 35.44 35.44 66.57 73.98 90.28 71.45 
NT2RP 1000836 1.83 1.83 3.43 1.01 2.39 1.04 
NT2RP1000837 3.36 3.36 6.66 3.22 4.71 3.67 
NT2RP 1000846 1.29 1.29 5.48 1.67 2.84 1.4 
NT2RP1000847 1.99 1.99 5.49 2.15 5.12 1.64 
NT2RP1000851 4.67 4.67 9.32 6.18 7.94 6.72 
NT2RP1000856 14.31 14.31 17.46 20.38 23.22 19.37 
NT2RP1000860 2.09 2.09 4.54 4.02 2.74 4.04 
NT2RP1000902 5.31 5.31 11.6 6.94 9.91 7.34 
NT2RP1 000903 2.45 2.45 6.26 .4.04 3.42 4.24 
NT2RP1000905 1.76 1.76 4.87 5.36 5.66 10 
NT2RP1000915 5.51 5.51 10.01 6.72 8.59 9.91 
NT2RP1O00916 2.31 2.31 5.51 1.78 3.82 2.09 
NT2RP1000921 9.38 9.38 8.73 8.23 9.13 7.92 
NT2RP1000943 5.14 5.14 10.76 8.51 8.55 7.2 
NT2RP1000944 1.59 1.59 2.21 1.78 1.74 1.15 
NT2RP 1000947 8.5 8.5 14.91 16.51 15.04 14.22 
NT2RP1000954 2.11 2.11 4.96 2.74 5.55 3.04 
NT2RP1000958 6.48 6.48 14.73 4.54 10.17 10.21 
NT2RP1O00959 124.81 124.81 209.45 128.43 72.65 206.1 
NT2RP1000966 9.96 9.96 12.96 14.28 15.36 21.39 
NT2RP1000974 2.46 2.46 5.38 3.98 6.08 3.71 
NT2RP1000980 3.07 3.07 5.5 4.04 4.53 4.02 
NT2RP1 000981 4.3 4.3 8.09 5.68 7.26 5.27 
NT2RP 1000988 6.45 6.45 10.46 9.62 6.44 7.87 
NT2RP1001002 2.8 2.8 7.36 3.94 4.57 4.3 
NT2RP1001004 4.72 4.72 8.25 3.65 4.9 5.37 
NT2RP1001007 1.42 1.42 3.42 1.69 3.84 2.03 
NT2RP1001011 1.94 1.94 5.93 3.82 5.46 4.83 
NT2RP1001013 4.45 4.45 9.41 5.92 8.62 5.04 



751 



EP1 130 094 A2 



NT2RP1001014 2.21 2.21 5.89 3.76 6.64 3.49 
NT2RP1001020 1.87 1.87 4.11 2.08 3.75 2.36 
NT2RP1001023 62.79 62.79 145.09 101.48 105.86 143.96 
NT2RP1001027 18.11 18.11 82.66 51.63 59.05 68.9 
NT2RP1001031 1.83 1.83 3.31 2.05 3.53 2.25 
NT2RP1001033 2.43 2.43 6.09 5.68 5.98 4.27 
NT2RP1001042 2.94 2.94 6.47 2.99 3.85 2.04 
NT2RP1001045 15.95 15.95 23.24 40.66 47.04 44.53 * 
NT2RP1001073 6.64 6.64 10.57 8.32 10.46 7.33 
NT2RP1001079 2.91 2.91 6.37 2.16 2.58 1.48 
NT2RP1001080 2.16 2.16 4.89 6.88 4.2 4.56 
NT2RP1001113 1.07 1.07 3.64 3.55 3.94 3.26 
NT2RP1001159 21.42 21.42 43.84 22.89 23.31 34.25 
NT2RP1001173 1.7 1.7 3.07 1.38 4.28 1.52 
NT2RP1001176 7.4 7.4 10.13 13 9.31 13.95 
NT2RP1001177 5.31 5.31 5.75 3.01 5.5 2.02 
NT2RP1001185 6.42 6.42 9.37 3.79 4.63 2.73 * 
NT2RP1001199 3.9 3.9 7.67 6.93 5.22 3.28 
NT2RP1001205 7.78 7.78 19.46 16.66 12.64 23.28 
NT2RP1001215 1.82 1.82 5.02 3.79 4.12 3.15 
NT2RP1001225 4.54 4.54 7.96 7.56 8.77 6.31 
NT2RP1001245 7.27 7.27 10.86 19.68 21.03 22.13 * 
NT2RP1001247 2.04 2.04 4.01 1.77 2.89 1.67 
NT2RP1001248 2.81 2.81 6.79 3.94 4.63 2.4 
NT2RP1001253 5.02 5.02 6.39 4.48 4.38 3.32 
NT2RP1001286 6.18 6.18 7.69 3.79 3.88 4.12 ** 
NT2RP1001294 2.4 2.4 4.47 3.6 2.73 4.18 
NT2RP1001302 2.46 2.46 4.51 4.89 2.9 5.39 
NT2RP1001310 15.54 15.54 34.01 21.13 20.75 27.15 
NT2RP1001311 1.9 1.9 3.22 2.66 3.16 2.38 
NT2RP1001313 2.6 2.6 7.72 5.45 7.85 5.78 
NT2RP1001324 2.47 2.47 5.3 3.34 4.17 2.35 
NT2RP1001349 3.3 3.3 6.29 3.63 3.92 2.14 
NT2RP1001361 19.41 19.41 18.28 23.28 28.33 24.16 
NT2RP1001379 3.82 3.82 9.52 4.97 7.97 7.06 
NT2RP10013S5 2.06 2.06 4.51 4.09 3.89 4.4 
NT2RP1001395 4.96 4.96 7.86 6.01 6.32 8.13 
NT2RP1001410 8.75 8.75 20.39 15.74 15.66 9.94 
NT2RP1001424 2.39 2.39 3.34 3 3 1.73 
NT2RP1001432 4.33 4.33 3.86 2.19 1.76 2.05 ** 
NT2RP1001449 6.23 6.23 7.5 6.29 8.21 4.63 
NT2RP1001457 4.09 4.09 4.21 2.11 2.26 2.63 ** 
NT2RP1001459 21.54 21.54 132.97 90.96 107.97 81.08 
NT2RP1001466 5.73 5.73 14.97 11.31 9.39 10.99 
NT2RP1001475 2.45 2.45 6.31 5.98 6.67 3.9 
NT2RP1001482 3.93 3.93 9.18 15.88 13.03 8.2 
NT2RP1001494 1.61 1.61 4.6 4.34 4.18 2.25 
NT2RP1001500 3.39 3.39 8.13 8.09 8.65 7.42 
NT2RP1001517 5.11 5.11 7.37 4.41 5.38 2.36 
NT2RP1001540 4.74 4.74 5.03 4.6 4.86 3.11 
NT2RP1001543 1.02 1.02 1.83 1.49 1.12 0.98 
NT2RP1001546 22.51 22.51 51.51 34.99 22.76 33.42 
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EP1 130 094 A2 



NT2RP1001550 9.33 9.33 21.4 14.35 12.21 13.42 

NT2RP1001553 2.07 2.07 6.07 5.69 6.04 4.45 

NT2RP1001555 36.28 36.28 58.55 41.1 53.63 54.35 

NT2RP1001563 2.28 2.28 3.44 2.07 2.24 1.31 

NT2RP1001569 9.43 9.43 16 17.31 18.21 13.04 

NT2RP1001584 15.6 15.6 19.66 28.1 32.53 25.83 ** 

NT2RP1001599 1.18 1.18 1.95 1.27 1.19 1.24 

NT2RP1001616 5 5 11.95 9.49 6.7 8.95 

NT2RP1001654 11.78 11.78 18.07 16.27 16.54 18.38 

NT2RP1001665 2.77 2.77 4.72 2.73 2.05 2.05 

NT2RP1001679 76.31 76.31 195.7 199.2 240.87 222.46 

NT2RP100168M0.il 10.11 15.1 20.39 21.03 23.99 ** 

NT2RP1001694 3.58 3.58 3.82 2.45 2.38 1.97 ** - 

NT2RP2000001 5.23 5.23 5.53 4.17 4.54 3.74 ** - 

NT2RP2000006 3.49 3.49 7.32 4.12 3.88 3.4 

NT2RP2000007 3.18 3.18 6.56 4.68 5.66 4.92 

NT2RP2000008 2.77 2.77 6.72 3.66 5.3 4.9 

NT2RP2000010 2.89 2.89 5.59 2.99 5.06 2.5 

NT2RP2000011 7.08 7.08 17.96 14.55 14.74 15.15 

NT2RP2000027 2.28 2.28 7.42 4.52 4.89 3.61 

NT2RP2000028 22.93 22.93 62.54 46.48 51.47 53.47 

NT2RP2000032 2.5 2.5 5.85 3.11 3.71 6.42 

NT2RP2000040 11.57 11.57 23.92 14.38 14.5 23.1 

NT2RP2000042 5.28 5.28 10.32 6.89 7.21 12.64 

NT2RP2000045 5.7 5.7 9.42 5.27 6.45 6.3 

NT2RP2000051 3.16 3.16 6.29 9.23 9.96 9.53 ** + 

NT2RP2000054 2.55 2.55 6.42 3.81 5.42 2.53 

NT2RP2000056 3.68 3.68 6.23 5.67 6.89 5.8 

NT2RP2000057 60.79 60.79 174.83 212.63 239.81 221.98 

NT2RP2000067 3.1 3.1 3.86 2.98 4.36 5.72 

NT2RP2000070 2.91 2.91 6.27 5.7 5.95 8.21 

NT2RP2000076 1.66 1.66 4.45 2.98 3.58 3.23 

NT2RP2000077 1.67 1.67 4.73 2.43 4.94 3.14 

NT2RP2000079 3.76 3.76 9.24 5.15 4.81 5.47 

NT2RP2000088 2.9 2.9 5.22 2.18 3.07 2.21 

NT2RP2000091 5.84 5.84 6.54 6.62 8.28 6.72 

NT2RP2000092 4.37 4.37 6.7 6.06 7.67 5.65 

NT2RP2000097 2.74 2.74 3.39 3.4 4.13 4.13 * + 

NT2RP2000098 3.44 3.44 6.83 6.69 9.01 6.27 

NT2RP2000108 1.93 1.93 7.24 4.8 6.31 6.68 

NT2RP2000114 1.95 1.95 3.65 2.58 4.41 2.9 

NT2RP2000116 3.17 3.17 7.36 5.35 3.85 9.42 

NT2RP2000119 3.14 3.14 7.16 4.58 7.96 5.6 

NT2RP2000120 3.91 3.91 7.62 5.57 8.5 5.8 

NT2RP2000126 2.86 2.86 4.86 3.88 5.1 3.44 

NT2RP2000I33 1.83 1.83 3.66 3.13 4.05 2.01 

NT2RP2000147 6.28 6.28 12.88 11.64 6.51 8.58 

NT2RP2000153 4.61 4.61 9.55 10.57 6.49 12.05 

NT2RP2000156 3.27 3.27 8.24 5.59 6.55 4.07 

NT2RP2000157 3.7 3.7 6.33 6.57 5.02 4.15 

NT2RP2000161 4.45 4.45 8.82 7.52 7.5 6.02 

NT2RP2000168 4.22 4.22 12.63 3.94 6.03 3.88 



753 



EP1 130 094 A2 



NT2RP2O0OJ73 12.56 12.56 81.37 72.12 92.12 78.68 
NT2RP2000175 1.9 1.9 3.78 2.03 333 4.43 
NT2RP2000178 2.06 2.06 6.06 3.23 3.01 3.81 
NT2RP2000183 1.64 1.64 7.82 5.82 6.21 6.03 
NT2RP2000195 3.1 3.1 6.65 6 6.71 3.22 
NT2RP2000204 73.6 73.6 93.43 102.95 40.16 62.34 
NT2RP2000205 4 4 6.56 3.91 5.74 4.5 
NT2RP2000208 3.06 3.06 9.42 4.23 6.77 3.36 
NT2RP2000224 13.3 13.3 31.75 18.34 21.15 20.93 
NT2RP2000230 9.96 9.96 18.99 12.16 16.4 11.95 
NT2RP2000231 4.3 4.3 7.41 4.24 3.43 4.54 
NT2RP2000232 1.08 1.08 2.75 1.53 2.45 0.74 
NT2RP2000233 8.04 8.04 60.44 47.2 64.72 52.31 
NT2RP2000239 3 3 4.7 8.93 8.93 7.01 ** + 
NT2RP2000240 2.01 2.01 5.25 2.49 3.41 1.45 
NT2RP2000248 4.29 4.29 6.09 2.82 2.39 0.96 * - 
NT2RP2000256 5.7 5.7 8.25 5.62 6.22 5.44 
NT2RP2000257 3.47 3.47 6.92 4.86 6.52 4.34 
NT2RP2000258 1.53 1.53 3.83 3.88 2.93 3.02 
NT2RP2000261 2.95 2.95 3.94 4.47 3.59 2.91 
NT2RP2000270 3.12 3.12 6.26 6.66 4.06 4.3 
NT2RP2000274 1.78 1.78 3.87 3.48 5.16 2.56 
NT2RP2000277 2.18 2.18 6.13 3.19 4.02 2.98 
NT2RP2000279 2.26 2.26 4.92 2.43 2.52 2.17 
NT2RP2000283 5.75 5.75 27.65 21.53 27.32 24.78 
NT2RP2000288 6.29 6.29 7.46 8.9 10.89 8.64 * + 
NT2RP2000289 1.12 1.12 2.79 3.09 2.77 1.93 
NT2RP2000297 2.57 2.57 5.7 4.8 4.53 6.09 
NT2RP2000298 3.61 3.61 9.64 8.51 7.66 8.24 
NT2RP2000310 1.43 1.43 2.3 2.46 3.41 1.7 
NT2RP2000327 2.12 2.12 3.96 3.13 3.49 1.57 
NT2RP2000328 6.95 6.95 11.56 13.43 16.7 14.68 * 
NT2RP2000329 10.73 10.73 10.17 17.55 23.92 18.52 ** 
NT2RP2000333 6.35 6.35 6.4 6.83 7.17 4.64 
NT2RP2000337 2.05 2.05 5.16 4.43 5.32 5.31 
NT2RP2000346 2.55 2.55 5.18 7.2 5.63 4.95 
NT2RP2000357 1.57 1.57 6.87 5.48 5.14 5.35 
NT2RP2000358 2.09 2.09 4.52 5.03 4.9 4.01 
NT2RP2000366 3.23 3.23 4.08 4.16 4.25 2.32 
NT2RP2000369 7.22 7.22 9.94 44.13 45.2 44.34 ** 
NT2RP2000376 26.92 26.92 108.62 84.48 134.63 85.95 
NT2RP2000394 6.49 6.49 5.92 5.08 8.52 4.21 
NT2RP2000396 2.71 2.71 6.55 7.52 6.8 5.02 
NT2RP2000412 4.48 4.48 23.45 21.42 24.93 20.49 
NT2RP2000414 8.03 8.03 18.69 23.83 18.98 23.37 
NT2RP2000420 1.12 1.12 4.11 3.54 3.25 1.97 
. NT2RP2000422 6.41 6.41 13.18 17.56 17.88 18.67 * 
NT2RP2000426 21.59 21.59 80.94 87.94 110.97 74.98 
NT2RP2000428 24.92 24.92 43.9.1 34.21 35.59 30.95 
NT2RP2000438 5.06 5.06 5.17 5.62 6.94 5.11 
NT2RP2000447 4.14 4.14 9.68 7.3 7.08 7.16 
NT2RP2000448 3.03 3.03 4.63 4.57 3.57 3.17 
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EP 1 130 094 A2 



NT2RP2000459 2.47 2.47 4.93 2.82 3.15 2.09 

NT2RP2O00479 3.3 3.3 7.51 5.33 5.71 5.06 

NT2RP2000498 3.07 3.07 6.25 4.48 5.09 3.9 

NT2RP2000503 2.47 2.47 4.46 2.54 2.82 1.52 

NT2RP2000510 4.01 4.01 6.19 5.08 6.45 3.7 

NT2RP2000514 2.65 2.65 2.51 1.94 2.25 1.63 * 

NT2RP2000516 4.72 4.72 9.77 4.92 5.29 5.18 

NT2RP2000523 2.21 2.21 3.17 1.92 2.44 2.63 

NT2RP2000533 17.82 17.82 29.05 22.57 27.56 30.78 

NT2RP2000540 1.98 1.98 4.66 3.01 5.41 5.18 

NT2RP2000547 3.1 3.1 5.26 4.38 5.27 3.71 

NT2RP2000557 4.26 4.26 6.96 4.34 6.5 3.32 

NT2RP2000558 3.43 3.43 7.17 6.43 7.11 8.26 

NT2RP2000564 3.04 3.04 7.2 3.49 8.03 4.77 

NT2RP200O565 4.54 4.54 11.07 7.64 9.24 9.98 

NT2RP2000583 14.8 14.8 44.9 49.6 34.93 49.08 

NT2RP2000591 0.81 0.81 3.81 1.53 2.61 1.21 

NT2RP2000599 1.85 1.85 4.1 1.97 3.43 2.36 

NT2RP2000601 1.78 1.78 4.67 1.28 2.48 1.3 

NT2RP2000603 2.58 2.58 4.44 2.54 2.84 2.98 

NT2RP2000610 3.77 3.77 7.23 6.32 7.62 5.53 

NT2RP2000614 75.85 75.85 129.42 130.63 184.38 188.58 

NT2RP2000616 1.81 1.81 4.89 3.9 5.1 3.83 

NT2RP2000617 2.17 2.17 6.73 5.78 6.82 6.26 

NT2RP2000623 3.1 3.1 5.36 3.46 5.1 3.49 

NT2RP2000634 1.56 1.56 3.92 2.29 3.34 2.02 

NT2RP2000636 3.78 3.78 8.64 6.27 7.6 6.62 

NT2RP2000638 4.37 4.37 8.91 4.57 7.41 5.69 

NT2RP2000644 2.22 2.22 5.47 3.41 4.16 3.45 

NT2RP2000649 8.96 8.96 15.76 13.65 17.22 13.07 

NT2RP2000652 3.35 3.35 4.58 3.57 4.36 2.72 

NT2RP2000656 3.73 3.73 6.93 4.83 3.91 4.08 

NT2RP2000658 1.08 1.08 2.64 1.51 3.18 1.43 

NT2RP2000663 4.23 4.23 6.9 5.98 7.21 5.9 

NT2RP2000664 4.24 4.24 10.24 12.72 12.54 16.44 * 

NT2RP2000668 7.49 7.49 26.84 16.92 20.41 17.17 

NT2RP2000678 1.77 1.77 3.19 1.77 2.09 1.13 

NT2RP2000694 4.89 4.89 8.39 11.06 13 13.36 ** 

NT2RP2000704 1.8 1.8 5.63 2.99 3.13 3.67 

NT2RP2000710 4.51 4.51 9.96 6.72 8.08 7.23 

NT2RP2000712 1.43 1.43 5.35 3.39 3.57 2.95 

NT2RP2000715 3.42 3.42 7.43 6.04 7.56 4.49 

NT2RP2000720 4.92 4.92 11.76 7.24 8 7.11 

NT2RP2000731 3.92 3.92 9.15 3.7 4.5 2.61 

NT2RP2000739 3.23 3.23 5.67 2.62 3.32 5.65 

NT2RP2000748 1.59 1.59 4.2 1.42 1.81 1.62 

NT2RP2000749 11.84 11.84 21.88 14.4 8.47 13.91 

NT2RP2000758 1.6 1.6 3.17 2.65 6 1.17 

NT2RP2000764 1.51 1.51 5.74 2.95 5.22 1.95 

NT2RP2000766 9.08 9.08 52.24 46.37 59.37 52.89 

NT2RP2000777 12.28 12.28 18.43 26.91 28.56 24.47 

NT2RP2000786 21.32 21.32 73.91 55.85 67.59 58.16 
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EP1 130 094 A2 



NT2RP2000793 5.32 5.32 6.9 4.32 3.57 4.38 * 
NT2RP2000796 5.32 5.32 7.41 7.38 9.17 6.66 
NT2RP20O0809 3.25 3.25 8.3 6.46 4.69 5.45 
NT2RP2000812 6.65 6.65 17.51 16.43 14.35 16.89 
NT2RP2000814 4.16 4.16 4.97 3.75 4.6 3.29 
NT2RP2000816 1.84 1.84 5.64 4.64 5.19 3.58 
NT2RP2000818 3.28 3.28 5.19 3.18 3.66 1.95 
NT2RP2000819 2.76 2.76 5.79 3.03 3.05 1.94 
NT2RP2000841 4.35 4.35 4.51 2.17 2.48 1.65 ** 
NT2RP2000842 7.8 7.8 9.57 13.62 14.25 12.66 ** 
NT2RP2000845 2.52 2.52 8.31 7.51 6.76 6.93 
NT2RP2000863 2.45 2.45 3.48 3.82 3.37 2.47 
NT2RP2000880 5.96 5.96 11.61 9.5 11.13 10.25 
NT2RP2000892 4.3 4.3 6.43 6.54 6.97 5.01 
NT2RP2000894 5.59 5.59 11,88 5.41 5.59 2.16 
NT2RP2000903 5.71 5.71 9.12 10.73 11.92 7.44 
NT2RP2000906 4.56 4.56 5.39 2.63 3.78 2.19 * 
NT2RP2000910 4.34 4.34 4.26 2.9 2.7 1.68 ** 
NT2RP200O931 10.97 10.97 18.36 20.51 19.28 24.6 
NT2RP2000932 2.86 2.86 5.43 4.8 4.72 4.21 
NT2RP2000938 18.41 18.41 42.99 35.71 30.01 43.52 
NT2RP2000943 7.02 7.02 14.98 18.7 14.88 14.48 
NT2RP2000957 3.19 3.19 4.11 4.26 3.66 2,71 
NT2RP2000958 7 7 6.84 10.43 12.36 7.8 
NT2RP2000959 9.88 9.88 14.99 13.92 17.38 10.69 
NT2RP200O965 5.05 5.05 7.82 15.73 18.97 16.02 * 
NT2RP2000970 2.31 2.31 6.72 5.14 -5 4.62 
NT2RP2000973 0.9 0.9 1.47 2.56 2.64 1.57 * 
NT2RP2000985 2.69 2.69 6 9.28 6.29 13.98 
NT2RP2000987 1.89 1.89 3.31 4.54 3.17 1.66 
NT2RP2000997 13.83 13.83 23.99 38.12 29.73 40.96 
NT2RP2001024 2.86 2.86 5.34 3.61 3.12 2.36 
NT2RP2001028 4.66 4.66 4.2 2.65 4.09 0.99 
NT2RP2001036 5.14 5.14 8.86 6.16 6.44 4.91 
NT2RP2001039 1.08 1.08 3.18 3.47 1.14 2.24 
NT2RP2001044 1.13 1.13 2.5 2.53 1.89 2.8 
NT2RP2001056 4.97 4.97 28.32 20.16 26.9 18.16 
NT2RP2001065 2.38 2.38 6.24 7.45 7.4 5.69 
NT2RP2001O67 2.98 2.98 5.38 4.12 5.29 2.41 
NT2RP2001070 3.3 3.3 7.63 4.72 6.17 3.58 
NT2RP2001081 2.91 2.91 8.19 4.8 6.68 3.9 
NT2RP2001087 3.93 3.93 2.36 2.06 2.92 1.61 
NT2RP2001094 0.69 0.69 1.37 1.25 1.15 1.04 
NT2RP2001119 2.02 2.02 6.11 5.86 4.44 4.35 
NT2RP2001127 1.53 1.53 4.04 2.69 1.85 2.1 
NT2RP2001133 2.45 2.45 4.73 4.06 3.61 3.6 
NT2RP2001137 2.68 2.68 4.07 2.3 2.82 2.9 
NT2RP2001142 3.88 3.88 7.47 3.37 2.83 2.42 
NT2RP2001149 2.7 2.7 2.98 2.11 3.39 1.32 
NT2RP2001168 .6 6 7.81 6.8 7.01 5.75 
NT2RP2001173 4.15 4.15 7.88 3.98 3.09 5.44 
NT2RP2001174 9.23 9.23 14.98 14.12 15.45 18.01 
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EP1 130 094 A2 



NT2RP2001184 2.78 2.78 5.46 4.21 7.18 4.64 

NT2RP2001196 1.62 1.62 5.93 3.14 3.28 2.94 

NT2RP2001200 3.85 3.85 9.36 5.02 4.25 7.88 

NT2RP2001218 2.29 2.29 5.69 2.55 3.89 3.6 

NT2RP2001223 2.65 2.65 5.03 1.95 3.69 3.31 

NT2RP2001226 4.34 4.34 10.19 6.95 5.72 7.35 

NT2RP2001227 4.45 4.45 6.12 3.2 3.62 6.01 

NT2RP2001232 6.44 6.44 13.95 7.13 9.79 13.66 

NT2RP2001233 4.02 4.02 10.57 7.04 7.77 8.01 

NT2RP2001245 4.21 4.21 8.03 9.47 11.82 11.16 * ^ 

NT2RP2001246 6.3 6.3 9.84 9 11.28 11.57 

NT2RP2001268 6.19 6.19 18.1 17.61 16.26 18.55 

NT2RP2001270 4.78 4.78 9.11 5.68 8.7 10.04 

NT2RP2001276 4.92 4.92 13.29 12.73 10.92 12.73 

NT2RP2001277 3.11 3.11 7.02 4.91 6.22 10.82 

NT2RP2001290 2.71 2.71 6.46 4.42 5.61 6.01 

NT2RP2001295 5.46 5.46 9.44 5.13 5.98 7.92 

NT2RP2001297 118.17 118.17 120.73 139.il 97.16 145.76 

NT2RP2001301 9.12 9.12 18.56 15.89 19.62 14.24 

NT2RP2001312 2.7 2.7 5.68 5.6 4.59 6.04 

NT2RP2001327 4.73 4.73 5.69 6.39 8.53 11.86 

NT2RP2001328 8.44 8.44 20.87 16.32 23.25 23.16 

NT2RP2001341 4.59 4.59 9.22 3.06 7.65 7.21 

NT2RP2001347 3.09 3.09 8.54 5.54 9.55 6.9 

NT2RP2001366 10.33 10.33 48.06 54.83 51.5 52.33 

NT2RP2001378 2.33 2.33 3.77 3.74 4.64 5.02 

NT2RP2001381 2.82 2.82 6.86 5.79 6.62 8.37 

NT2RP2001388 3.25 3.25 6.71 4.54 5.11 5.2 

NT2RP2001391 443.52 443.52 734.13 742.83 990.71 747.95 

NT2RP2001392 2.98 2.98 6.43 4.58 3.16 4.18 

NT2RP2001394 3.3 3.3 8.55 8.35 6.09 10.15 

NT2RP2001397 5.04 5.04 6.79 7.33 5.68 12.2 

NT2RP2001400 3.1 3.1 6.4 3.43 6.25 2.92 

NT2RP2001408 3.31 3.31 6.13 4.02 5.97 5.62 

NT2RP2001420 5.63 5.63 12.09 8.09 9.97 9.17 

NT2RP2001423 4.71 4.71 9.71 6.21 8.29 7.19 

NT2RP2001427 2.68 2.68 5.32 3.69 4.61 5.49 

NT2RP2001428 2.71 2.71 7.13 5.49 3.78 3.03 

NT2RP2001436 4.27 4.27 8.85 5.84 2.85 4.84 

NT2RP2001440 2.89 "2.89 7.34 10.24 10.15 11.98 * 

NT2RP2001445 2.43 2.43 6.75 5.86 5.55 5.89 

NT2RP2001449 4.37 4.37 6.41 5 4.74 5.02 

NT2RP2001450 3.19 3.19 6.75 2.26 5.4 8.59 

NT2RP2001467 4.53 4.53 10.28 5.32 4.72 6.5 

NT2RP2001469 4.74 4.74 6.79 8.22 11.04 7.18 

NT2RP2001480 6.54 6.54 26.68 14.98 12.63 15.42 

NT2RP2001495 5.86 5.86 11.96 3.16 9.04 10.39 

NT2RP2001499 8.25 8.25 16.78 10.05 14.46 9.66 

NT2RP2001506 2.79 2.79 7.24 5.32 8.19 5.33 

NT2RP2001508 10.59 10.59 13.66 18.74 20.49 21.92 ** 

NT2RP2001511 6.41 6.41 9.74 6.08 8.63 6.53 

NT2RP2001514 7.04 7.04 7.02 7.24 6.44 6.38 
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EP 1 130 094 A2 



NT2RP2001520 2.93 2.93 4.84 2.6 3.19 2.87 
NT2RP2001526 3.88 3.88 8.49 7.01 5.27 3.83 
NT2RP2001529 9.87 9.87 53.78 44.74 55.72 60.88 
NT2RP2001536 1.63 1.63 4.17 3.81 4.52 4.71 
NT2RP2001538 83.44 83.44 178.68 132.75 146.73 155.87 
NT2RP2001547 4.96 4.96 14.87 16.77 19.21 17.77 * 
NT2RP2001560 6.28 6.28 21.64 25.41 28.19 27.75 * 
NT2RP2001562 5.56 5.56 5.57 5.94 6.75 4.64 
NT2RP2001566 7.96 7.96 9.24 8.22 7.91 8.56 
NT2RP2001569 4.26 4.26 8.71 6.09 5.65 8.28 
NT2RP2001576 3.95 3.95 11.58 13.42 9 12.82 
NT2RP2001581 47.15 47.15 130.15 121.19 112.28 129.54 
.NT2RP2001597 3.73 3.73 7.88 8.57 8.3 13.3 
NT2RP2001601 2.37 2.37 4.81 3.67 4.81 3.34 
NT2RP2001613 2.74 2.74 4.87 2.83 2.72 4.15 
NT2RP2001628 3.42 3.42 3.97 3.14 3.04 7.84 
NT2RP2001634 8.64 8.64 13.94 16.57 23.67 17.67 * 
NT2RP2001635 2.51 2.51 5.92 5.63 5.53 4.72 
NT2RP2001660 4.27 4.27 16.91 5.9 5.54 10.06 
NT2RP2001662 1,49 1.49 4.07 4.5 4.44 3.47 
NT2RP2001663 2.82 2.82 5.09 10.37 8.21 9.74 ** 
NT2RP2001672 3.28 3.28 3.82 3.88 4.09 4 * + 
NT2RP2001675 4.1 4.1 5.01 5.23 4.73 5.06 
NT2RP2001677 9.58 9.58 18.2 20.9 26.67 19.74 * 
NT2RP2001678 4.84 4.84 6.73 4.6 4.83 4.5 
NT2RP2001683 1.89 1.89 3.12 4.6 4.72 2.78 
NT2RP2001699 3.15 3.15 6.16 5.5 5.84 4.88 
NT2RP2001707 1.24 1.24 3.19 3.42 4.13 4.8 * 
NT2RP2001720 1.47 1,47 3.6 3.91 3 2.72 
NT2RP2001721 2.26 2.26 4.57 5.53 3.96 3.66 
NT2RP2001740 12 12 60.21 52.38 79.71 54.73 
NT2RP2001748 6.43 6.43 10.8 8.75 10.25 8.55 
NT2RP2001755 5.51 5.51 4.96 3.71 4.62 2.69 * 
NT2RP2001762 1.25 1.25 2.0 1 3.87 2.56 3.52 * 
NT2RP2001768 1.91 1.91 4.7 6.7 5.55 4.55 
NT2RP2001769 3.06 3.06 5.86 10.42 5.06 11.86 
NT2RP2001784 3.62 3.62 6.23 7.06 6.02 6.91 
NT2RP2001805 2.33 2.33 5.61 6.02 4.93 6.6 
NT2RP2001813 2.75 2.75 3.73 1.84 1.98 1.94 * 
NT2RP2001817 3.16 3.16 4.49 4.03 5.32 3.45 
NT2RP2001818 2.72 2.72 2.45 2.35 3.62 2.66 
NT2RP2001837 5.13 5.13 13.43 10.29 10.16 12.33 
NT2RP2001839 17.02 17.02.83.84 60.14 71.06 8?.26 
NT2RP2001861 2 2 6.37 3.16 3.52 3.87 
NT2RP2001869 2.64 2.64 6.54 4.35 5.77 8.84 
NT2RP2001876 12.15 12.15 27.71 24.54 24.93 23.67 
NT2RP2001878 2.32 2.32 3.96 2.95 3.32 4.95 
NT2RP2001881 3.72 3.72 5.4 9.67 12.64 12.16 ** 
NT2RP2001883 2.63 2.63 6.8 4.33 5.42 6.35 
"W2RP2001884 13.59 13.59 23.56 15.33 10.54 23.6 
NT2RP2001885 3.27 3.27 5.49 2.88 4.39 4.82 
NT2RP2001898 10.76 10.76 80.37 69.48 88.43 73.46 
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NT2RP2001900 3.38 3.38 4.03 2.61 4.93 10.26 

NT2RP2001903 3.73 3.73 7.71 5.57 5.7 8.2 

NT2RP2001907 3.1 3.1 8.56 5.05 7.56 6.72 

NT2RP20O1915 2.89 2.89 5.06 4.06 3.08 7.19 

NT2RP2001921 4.04 4.04 10.3 13.02 12.45 19.33 * 

NT2RP2001926 2.75 2.75 8.25 3.55 5.3 5.64 

NT2RP2001933 5.65 5.65 52.55 43.62 43.55 48.58 

NT2RP2001936 1.54 1.54 5.03 2.8 2.96 3.8 

NT2RP2001943 25.33 25.33 49.4 47.71 40.48 51.65 

NT2RP20O1946 3.05 3.05 4.3 3.41 4.51 6.1 

NT2RP2001947 3.18 3.18 3.44 3.93 3.21 6.88 

NT2RP2001948 3.59 3.59 10.79 5.71 7.29 19.72 

NT2RP2001956 5.24 5.24 12.73 11.54 9.42 9.89 

NT2RP2001969 4.05 4.05 7.82 3.24 5.7 6 

NT2RP20O1976 2.9 2.9 6.39 5.68 6.95 6.41 

NT2RP2001978 3.26 3.26 6.08 4.18 4.83 6.03 

NT2RP2001985 2.14 2.14 3.8 2.56 4.63 2.51 

NT2RP2001991 3.34 3.34 5.7 1.53 4.62 5.19 

NT2RP2001997 3.16 3.16 8.43 5.31 7.47 6.98 

NT2RP2002015 136.21 136.21 265.98 266.8 340.89 272.43 

NT2RP20O2017 3.24 3.24 6.06 2.06 3.3 2.57 

NT2RP2002025 6.08 6.08 51.73 31.83 26.94 37.84 

NT2RP2002030 6.06 6.06 11.95 9.77 8.07 8.76 

NT2RP2002032 2.31 2.31 4.95 2.39 3.81 2.55 
NT2RP2002033 3 3 6.71 3.53 7.57 8.05 

NT2RP2002041 3.5 3.5 6.37 2.76 3.15 9 
NT2RP2002O46 3 3 6.88 2.99 7.4 6.01 

NT2RP2002047 2.71 2.71 3.86 2.06 3.87 3.83 

NT2RP20O2050 7.67 7.67 11.66 9.78 6.47 7.77 

NT2RP2002052 3.77 3.77 8.39 6.6 3.99 6.28 

NT2RP2002058 2.07 2.07 4.11 3.1 4.82 3.39 

NT2RP2002060 1.48 1.48 3.44 2.1 5.9 3.18 

NT2RP2002063 3.61. 3.61 5.83 3.3 5.2 6.65 

NT2RP2002066 -10.11 10.11 13.47 5.47 9.88 9.73 

NT2RP2002070 3.74 3.74 6.3 2.15 3.1 3.83 

NT2RP2002076 3.72 3.72 5.1 3.35 5.58 3.63 

NT2RP2002078 13.09 13.09 105.74 73.87 88.51 76.08 

NT2RP2002079 5.76 5.76 36.34 31.87 32.66 36.54 

NT2RP2002099 4.19 4.19 5.82 4.7 6.75 6.03 

NT2RP2002105 2.66 2.66 12.25 11.41 14.04 11.23 

NT2RP2002115 1.63 1.63 5.21 1.98 3.42 1.52 

NT2RP2002124 3.66 3.66 6 4.56 5.38 3.88 

NT2RP2002137 3.99 3.99 4.83 2.21 2.1 1.76 ** - 

NT2RP2002139 24.08 24.08 45.74 51.88 77.99 62.3 * 

NT2RP2002154 1.37 1.37 4.13 3.56 2.36 3.2 

NT2RP2002155 351.63 351.63 869.83 623.53 501.61 620.68 

NT2RP2002172 1.5 1.5 3.33 2.78 3.53 5.13 

NT2RP2002185 3.29 3.29 7.65 7.3 8.56 8.12 
NT2RP2002188 1.74 1.74 5.95 4.15 4.31 4.95 
NT2RP2002192 2.9 2.9 7.6 6.65 6.42 5.83 

NT2RP2002193 5.21 5.21 5.22 4.76 4.95 5.75 

NT2RP2002208 5.96 5.96 7.31 4.7 5.67 5.14 
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NT2RP2002219 2.2 2.2 1.8 2.22 3.2 2.26 
NT2RP2002231 1.72 1.72 3.1 4.11 2.76 5.76 
NT2RP2002232 2.59 2.59 5.17 3.93 4.7 6.08 
NT2RP2002235 5.62 5.62 15.07 116.26 16.18 15.18 
NT2RP2002239 37.02 37.02 67.99 72.09 67.21 63.77 
NT2RP2002252 2.64 2.64 3.66 2.63 2.76 2.94 
NT2RP2002256 4.62 4.62 15.3 11.37 16.99 12.91 
NT2RP2002257 7.01 7.01 22.77 18.65 25.09 20.6 
NT2RP2002259 1.58 1.58 13.91 9.9 12.15 10.49 
NT2RP2002264 0.6 0.6 3.14 3.2 3.12 3.92 
NT2RP2002267 3.66 3.66 8.75 8.95 8.3 11.16 
NT2RP2002270 4.26 4.26 8.23 15.09 10.47 14.71 * 
NT2RP2002281 2.85 2.85 5.66 8.18 6.48 6.54 * 
NT2RP2002288 4.32 4.32 6.6 5.33 5.56 4.23 
NT2RP2002292 5.42 5.42 8.4 6.64 8.08 6.95 
NT2RP2002299 9.6 9.6 9.22 1L75 19.42 15.97 * 
NT2RP2002304 1.37 1.37 4.78 6.99 5.08 5.52 
NT2RP2002312 1.21 1.21 2.33 3.78 5.3 3.28 * 
NT2RP2002316 3.28 3.28 5.43 7.57 7.21 8.2 ** 
NT2RP2002325 1.95 1.95 3.46 2.79 2.22 4.95 
NT2RP2002333 2.13 2.13 3.03 3.53 4.86 5.69 * 
NT2RP2002371 5.43 5.43 9.14 9.72 12.07 11.65 * 
NT2RP2002373 10.65 10.65 40.1 36.72 58.84 33.58 
NT2RP2002381 4.68 4.68 2.35 2.66 3.19 3.71 
NT2RP2002385 5.71 5.71 11.84 9.95 11.34 9.47 
NT2RP2002394 0.94 0.94 1.52 1.24 0.96 1.26 
NT2RP2002408 2.7 2.7 5.08 3.89 3.12 4.29 
NT2RP2002409 3.73 3.73 10.81 10.78 7.95 8.35 
NT2RP2002424 2.98 2.98 4.22 5.84 6.22 7.85 * 
NT2RP2002426 6.44 6.44 11.38 7.59 8.46 8.93 
NT2RP2002429 17.2 17.2 24.73 27.87 33.96 20.83 
NT2RP2002437 4.61 4.61 5.98 4.83 6.47 4.79 
NT2RP2002439 3.83 3,83 6.69 2.68 3.22 4 
NT2RP2002442 13.63 13.63 71.65 57.78 63.05 78.84 
NT2RP2002457 3.27 3.27 5.31 4.35 4.87 5.82 
NT2RP2002464 2.17 2.17 5.34 3.29 4.59 4.24 
NT2RP2002475 3.11 3.11 7.88 5.3 2.83 5.43 
NT2RP2002479 3.09 3.09 4.25 1.95 2.99 1.93 
NT2RP2002487 1.73 1.73 5.15 1.98 2.1 3.04 
NT2RP2002498 1.52 1.52 2.2 2.62 2.82 4.47 
NT2RP2002503 7.63 7.63 31.85 29.32 32.02 31.84 
NT2RP2002504 3.81 3.81 5.73 6 7.23 11.28 
NT2RP20025I0 2.65 2.65 8.92 4.68 6.59 6.85 
NT2RP200252O 3.57 3.57 7.17 6.26 8.86 6.61 
NT2RP2002527 5.18 5.18 6.02 9 12.37 11.22 ** 
NT2RP2002533 3.34 3.34 6.27 4.83 6.94 5.88 
NT2RP2002537 3.22 3.22 4.02 4.09 5.91 10.08 
NT2RP2002542 4.81 4.81 4.64 5.99 5.93 9.73 
NT2RP2002546 4.31 4.31 5.85 6.5 4.91 5.24 
NT2RP2002549 4.06 4.06 9.33 7.68 10.49 11.65 
NT2RP2002564 4.11 4.11 11.18 10.67 9.21 9.29 
NT2RP2002591 2.45 2.45 7.03 3.31 4.79 5.79 
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NT2RP2002595 9.67 9.67 12.41 12.06 13.39 14.79 

NT2RP2002602 4.19 4.19 7.53 5.68 8.96 10.42 

NT2RP2002606 1.27 1.27 2.93 2.26 2.97 3.95 

NT2RP2002609 6.12 6.12 9.95 4.79 5.48 7.74 

NT2RP2002618 2.74 2.74 6.83 4.2 6.34 5.44 

NT2RP2002621 4.24 4.24 10.22 6.58 7.52 9.79 

NT2RP2002643 1.79 1.79 4.84 3.11 5.98 3.94 

NT2RP2002672 4.48 4.48 9.23 - 8.03 9.37 9.87 

NT2RP2002673 4.13 4.13 5.01 8 12.88 17.73 * 

NT2RP2002674 2.4 2.4 4.06 2.78 2.37 1.84 

NT2RP2002686 2.73 2.73 4.61 3.17 5.19 6.49 

NT2RP2002688 10.73 10.73 28.07 22.34 33.34 28.71 

NT2RP2002695 2.62 2.62 7.03 5.26 4.34 5.52 

NT2RP2002701 7.29 7.29 13.37 11.85 5.18 10.04 

NT2RP20O2706 3.02 3.02 5.58 6.47 8.14 6.19 * 

NT2RP2002710 11.2 11.2 36.97 39.43 33.9 42.75 

NT2RP2002721 5.53 5.53 9.42 7.33 7.34 8.45 

NT2RP2002727 3.56 3.56 6.87 2.17 3.96 3.52 

NT2RP2002734 3.59 3.59 6.65 5.71 7.65 7.54 

NT2RP2002736 5.25 5.25 13.13 13.17 13.59 17.58 

NT2RP2002740 2 2 5.11 3.18 2.81 3.13 

NT2RP2002741 2.12 2.12 4.8 4.68 5.39 5.78 

NT2RP2002750 2.5 2.5 9.22 7.73 9.57 8.18 

NT2RP2002752 4.59 4.59 10.39 7.93 7.66 8.03 

NT2RP2002753 4.49 4.49 9.91 8.66 9.04 14.67 

NT2RP2002760 4.79 4.79 10.31 3.56 4.5 4.13 

NT2RP2002769 4.42 4.42 6.06 3.89 5.67 6.43 

NT2RP2002778 4.13 4.13 10.59 6.8 8.2 9.12 

NT2RP2002791 8.89 8.89 54.27 48.75 53.08 50.19 

NT2RP2002800 1.66 1.66 4.52 4 5.19 5.38 

NT2RP2002805 3.38 3.38 5.46 4.75 6.44 3.81 

NT2RP2002811 3.27 3.27 8.23 5.87 8.13 10.61 

NT2RP2002824 18.29 18.29 25.05 29.95 34.29 25.05 

NT2RP2002839 13.26 13.26 31.21 16.09 23.42 16.27 

NT2RP2002845 5.87' 5.87 7.93 4.61 6.12 5.5 

NT2RP2002857 2.95 2.95 3.6 2.35 4.23 2.99 

NT2RP2002862 4.56 4.56 12.49 12.55 9.84 11.34 

NT2RP2002880 5.27 5.27 13.89 13.5 11.56 11.1 

NT2RP2002885 8.6 8.6 17.12 7.56 10.07 10.02 

NT2RP2002891 1.9 1.9 7.78 4.65 6.63 7.56 

NT2RP2002907 2.95 2.95 6.91 5.95 5.5 4.9 

NT2RP2002925 5.67 5.67 6.73 10.04 11.6 8.45 * 

NT2RP2002927 10.08 10.08 10.63 19.05 21.85 15.48 

NT2RP2002928 4.32 4.32 4.56 2.65 2.34 2.51 ** 

NT2RP2002929 3.96 3.96 9.74 8.09 7.86 9.87 

NT2RP2O02934 1.5 1.5 1.4 2.81 3.01 2.49 ** 

NT2RP2002939 2.96 2.96 5.09 5.15 6.71 4.91 

NT2RP2002942 2.4 2.4 5.06 4.35 5.07 10.81 

NT2RP2002954 5.41 5.41 11.46 7.21 9.1 8.65 

NT2RP2002959 8.15 8.15 12.55 13.81 16.28 16.69 : 

NT2RP2002974 5.03 5.03 6.53 4.7 3.45 4.54 

NT2RP2002976 6.92 6.92 17.08 11.84 14.66 12.42 
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NT2RP2002979 4.41 4.41 8.12 7.03 8.66 7.6 
NT2RP2002980 6.44 6.44 15.09 15.56 11 17.45 
NT2RP2002986 3.87 3.87 7.6 6.68 7.4 7.39 
NT2RP2002987 3.52 3.52 8.23 1 1.1 9-18 9.4 * 
NT2RP2002988 14.96 14.96 22.92 30.07 31.87 31.36 
NT2RP2002993 2.97 2.97 4.18 3.8 3.84 2.84 
NT2RP2O03O00 4.88 4.88 8.34 6.97 9.62 9.97 
NT2RP2003008 4.85 4.85 5.06 3.34 4.76 4.78 
NT2RP2003020 4.45 4.45 44.26 28.35 46.52 34.33 
NT2RP2003032 1.91 1.91 4.02 5.82 6.48 6.59 ** 
NT2RP2003034 4.21 4.21 13.47 13.16 11.15 16.31 
NT2RP2003042 2.15 2.15 3.81 4.57 3.65 4.92 
NT2RP2003050 2.32 2.32 3.56 2.55 2.17 1.83 
NT2RP2003060 7.27 7.27 15.51 21.53 18.91 17.46 
NT2RP2003073 5.61 5.61 8.73 7.06 10.51 8.17 
NT2RP2003099 5.05 5.05 3.67 3.21 3.73 2.84 
NT2RP2003108 3.6 3.6 4.23 5.29 3.91 6.62 
NT2RP2003115 1.68 1.68 5 7.75 4.69 4.84 
NT2RP2003117 2.71 2.71 5.69 3.6 4.66 4.13 
NT2RP2003121 1.83 1.83 3.47 4.03 2.69 3.33 
NT2RP2003125 4.13 4.13 11.44 15.42 12.55 13.66 
NT2RP2003127 2.36 2.36 3.94 1.53 L66 1.75 
NT2RP2003129 3.43 3.43 7.09 6.08 6.05 5.42 
NT2RP2003137 4.49 4.49 6.14 7.58 8.4 6.46 * 
NT2RP2003138 4.66 4.66 20.24 16.55 17.45 16.92 
NT2RP2003146 6.2 6.2 24.78 18.5 23.25 25.96 
NT2RP2003148 3.09 3.09 6.73 3.06 4.6 4.04 
NT2RP2003150 1.45 1.45 5.71 3.98 5.2 4.3 
NT2RP2003157 6.93 6.93 34.27 34.29 31.85 32.84 
NT2RP2003158 6.3 6.3 25.32 26.87 28.69 59.31 
NT2RP2003161 2.73 2.73 3.36 2.51 2.82 6.12 
NT2RP2003164 1.96 L96 2.1 1.28 1.87 2.46 
NT2RP2003165 2.18 2.18 5.94 3.1 3.69 4.84 
NT2RP2003177 1.63 1.63 4.37 2.79 3.03 4.42 
NT2RP2003179 1.23 1.23 4.98 4.08 3.63 7.96 
NT2RP2003194 4.04 4.04 7.2 5.73 6.29 14.77 
NT2RP2003206 1.59 1.59 4.47 1.64 3.52 1.44 
NT2RP2003210 5.06 5.06 15.15 16.14 12.93 15.9 
NT2RP2003227 1.62 1.62 3.97 2.04 3.66 6.28 
NT2RP2003228 6.57 6.57 29.53 29.56 43.94 44.24 
NT2RP2003230 3.51 3.51 7.91 4.49 8.04 8.46 
NT2RP2003231 2.22 2.22 5.59 2.46 3.23 3.83 
NT2RP2003237 2.52 2.52 4.59 4.59 6.4 6.46 * 
NT2RP2003239 2.3 2.3 4.46 2.97 4.46 4.05 
NT2RP2003243 2.16 2.16 4.13 2.38 3.28 3.98 
NT2RP2003265 3.93 3.93 5.33 4.22 4.88 4.92 
NT2RP2003267 2.73 2.73 3.15 3.24 4.17 7.42 
NT2RP2003272 6.03 6.03 14.8 16.93 23.85 32.58 
NT2RP2003277 3.85 3.85 11.29 5.53 8.39 6.39 
NT2RP2003280 3.47 3.47 9.38 7.67 7.25 6.09 
NT2RP2003286 2.18 2.18 4.23 4.13 5 9.61 
NT2RP2003293 2.98 2.98 6.9 5.66 7.05 7.94 
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NT2RP2003295 4.67 4.67 8.45 8.73 12.39 6.35 

NT2RP2003297 3.43 3.43 7.57 4.32 6.89 5.28 

NT2RP2003300 20.38 20.38 32.04 45.7 53.51 48.07 ** 

NT2RP2003302 2.88 2.88 4.52 3.46 3.81 7.26 

NT2RP2003307 0.57 0.57 2.62 1.43 1.49 1.38 

NT2RP2003308 1.44 1.44 4.5 2.77 4.44 5.44 

NT2RP2003311 4.18 4.18 5.83 7.35 4.25 8.2 

NT2RP2003329 2.99 2.99 4.41 2.63 3.89 4.44 

NT2RP2003339 3.06 3.06 7.01 3.76 4.92 3.64 

NT2RP2003345 4.15 4.15 8.38 2.77 3.97 6.33 

NT2RP2003347 2.55 2.55 4.23 2.08 1.98 3.46 

NT2RP2003367 2.15 2.15 4.65 2.7 1.98 1.44 

NT2RP2003369 1.34 1.34 4.71 2.16 2.36 0.89 

NT2RP2003383 4.05 4.05 6.75 7.66 7.17 6.99 

NT2RP2003390 9.1 9.1 17.93 16.66 14.27 12.94 

NT2RP2003391 9.39 9.39 12.9 11.96 9.91 12.84 

NT2RP2003393 4.23 4.23 6.99 6.14 5.03 9.44 

NT2RP2003394 8.67 8.67 16.21 17.56 21.75 17.23 

NT2RP2003401 4.39 4.39 5.97 3.52 3.72 2.9 

NT2RP2003403 3.42 3.42 7.64 6.62 8.55 7.79 

NT2RP2003433 3.02 3.02 15.54 13.62 13.5 13.08 

NT2RP2003445 3.2 3.2 4.74 4.08 3.5 3.93 

NT2RP2003446 2.67 2.67 6.23 5.06 6.05 4.47 

NT2RP2003456 2.04 2.04 6.57 4.26 5.89 3.81 

NT2RP2003466 3.56 3.56 20.09 17.34 25.96 23.53 

NT2RP2003469 6.2 6.2 5.65 6.19 7.53 6.33 

NT2RP2003470 5.64 5.64 6.47 5.06 6.11 6.44 

NT2RP2003471 2.72 2.72 3.88 3.22 2.78 3.38 

NT2RP2003480 7.15 7.15 20.74 19.77 19.89 21.14 

NT2RP2003495 3.99 3.99 6.03 8.07 7.24 10.72 * + 

NT2RP2003499 1.52 1.52 4.58 3.67 4.05 2.75 

NT2RP2003505 0.98 0.98 3.21 2.62 3.88 1.4 

NT2RP2003506 2.54 2.54 6.53 5.65 5.36 4.78 

NT2RP2003511 3.67 3.67 5.57 4.22 3.1 2.96 

NT2RP2003513 3.79 3.79 6.01 5.49 5.57 5.71 

NT2RP2003517 2.9 2.9 2.52 1.32 1.11 0.85 ** - 

NT2RP2003522 11.08 11.08 19.77 10.55 11.42 16.52 

NT2RP2003525 5.12 5.12 14.93 12.19 10.72 11.79 

NT2RP2003533 3.36 3.36 10.44 12.12 10.72 12.94 

NT2RP2003541 6.72 6.72 11.29 12.02 13.42 11.7 

NT2RP2003543 2.48 2.48 5.96 4.17 3.55 6.54 

NT2RP2003545 2.59 2.59 4.85 2.22 3.6 1.85 

NT2RP2003559 4.92 4.92 4.81 3.97 3.84 3.37 ** - 

NT2RP2003564 4.46 4.46 3.93 2.53 1.97 2.42 ** - 

NT2RP2003565 4.94 4.94 50.48 41.12 48.32 37.82 

NT2RP2003567 3.51 3.51 16.65 16.25 19.43 16.05 

NT2RP2003575 4.44 4.44 18.78 19.56 22.63 20.7 
NT2RP2003576 102.12 102.12 203.44 206.62 128.42 171.89 
NT2RP2003579 11.45 11.45 26.58 38.62 39.51 39.88 * 

NT2RP2003581 3.85 3.85 6.1 4.33 4.38 3.96 
NT2RP2003587 8.37 8.37 11.47 13.35 14.11 12.14 * 
NT2RP2003590 7.15 7.15 9.08 11.06 13.15 14.91 * 
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NT2RP2003593 1.58 1.58 4.57 7.84 4.43 8.59 

NT2RP2003596 4.86 4.86 10.86 14.43 13.12 17.96 * 

NT2RP2003599 6.49 6.49 12.46 14.29 10.17 11.98 

NT2RP20O3600 1.88 1.88 2.95 3.02 3.64 6.36 

NT2RP2003604 7.09 7.09 8.97 16.39 13.03 16.68 ** 

NT2RP2003629 3.72 3.72 5.25 3.11 4.56 2.38 

NT2RP20O3630 4.09 4.09 6.66 4.79 6.78 3.84 

NT2RP2003643 5.49 5.49 4.88 7.15 9.8 8.51 * 

NT2RP2003655 4.27 4.27 11.12 7.52 6.38 7.59 

NT2RP2003664 12.29 12.29 24.31 17.9 18.07 17.11 

NT2RP2003668 2.52 2.52 5.01 3.3 3.18 3.62 

NT2RP2003687 1.61 1.61 277 1.63 2.42 1.71 

NT2RP2003691 3.03 3.03 5.07 3.7 4.21 4.57 

NT2RP2003702 3.99 3.99 6.14 2.89 3.02 2.89 

NT2RP2003704 3.31 3.31 4.12 2.65 3.84 1.99 

NT2RP2003706 2.44 2.44 1.24 1.72 1.42 1.6 

NT2RP2003713 4.11 4.11 5.49 4.16 3.89 3.87 

NT2RP2003714 3.39 3.39 7.8 5.19 5.31 5.32 

NT2RP2003727 3.96 3.96 11.63 4.81 6.08 10.46 

NT2RP2003737 2.52 2.52 8.58 4.88 6.47 4.6 

NT2RP2003751 1.66 1.66 4.84 1.24 1.67 1.37 

NT2RP2003760 2.52 2.52 5.47 3.87 4.19 5.45 

NT2RP2003764 2.1 2.1 2.81 1.44 1.87 4.62 

NT2RP2003769 5.52 5.52 11.45 7.41 8.17 10.64 

NT2RP2003770 7.43 7.43 12.42 7.17 5.67 12.82 

NT2RP2003777 3.44 3.44 6.78 5.01 5.6 9.57 

NT2RP2003781 4.93 4.93 15.85 13.04 11.91 13.48 

NT2RP2003785 9.69 9.69 13.44 11.1 10.68 8.99 

NT2RP2003793 9.32 9.32 9.5 8.29 13.22 10.51 

NT2RP2003806 5.6 5.6 12.03 8.54 8.75 12.97 

NT2RP2003825 10.73 10.73 62.01 57.88 71.84 82.78 

NT2RP2003840 3.19 3.19 6.07 3,86 4.44 4.71 

NT2RP2003857 4.02 4.02 4.94 3.15 4.61 6.12 

NT2RP2003859 1.82 1.82 6 3.35 4.16 4.21 

NT2RP2003871 5.22 5.22 9.43 5.1 4.59 7.79 

NT2RP2003876 3.82 3.82 8.8 5.92 5.87 7.92 

NT2RP2003878 3.38 3.38 6.49 3.8 4.9 4.11 

NT2RP2003885 2.46 2.46 3.09 1.66 3.29 2.37 

NT2RP2003898 5.39 5.39 8.91 12.3 12.73 18.25 * 

NT2RP2003902 5.09 5.09 10.78 8.24 8.23 10.42 

NT2RP2003912 3.83 3.83 14.48 5.91 7.43 6.74 

NT2RP2003931 1.81 1.81 6.03 3.95 6.86 4.42 

NT2RP2003940 2.31 2.31 9.51 7.1 6.2 7.3 

NT2RP2003950 2.81 2.81 5.48 3.84 5.57 2.98 

NT2RP2003952 1.86 1.86 5.63 2.58 4.23 2.98 

NT2RP2003968 4.82 4.82 7.38 9.86 11.76 13.51 * 

NT2RP2003976 5.35 5.35 9.56 12.56 12.6 13.2 * 

NT2RP2003981 3.27 3.27 7.41 4.62 2.03 4.07' 

NT2RP2003984 5.57 5.57 15.87 10.21 4.25 10.34 

NT2RP2003986 2.79 2.79 6.22 6.29 6.32 5.17 

NT2RP2003988 2.36 2.36 6.84 4.51 7.42 5 

NT2RP2004013 8.46 8.46 13.75 14.68 13.19 17 
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EP1 130 094 A2 



NT2RP2004014 4.24 

NT2RP2004O36 6.88 

NT2RP2004041 2.11 

NT2RP2004042 1.99 

NT2RP2004049 4.68 

NT2RP2004060 5,7 

NT2RP2004066 2.17 

NT2RP2004069 3.99 

NT2RP2004076 3.73 

NT2RP2004080 4.21 

NT2RP2004081 3.27 

NT2RP2004098 2.32 

NT2RP2004108 3.82 

NT2RP2004124 3.13 

NT2RP2004130 3.67 

NT2RP2004133 2.05 

NT2RP2004141 5.72 

NT2RP2004142 5.33 

NT2RP2004152 3.34 

NT2RP2004165 3.71 

NT2RP2004170 1.86 

NT2RP2004172 2.93 

NT2RP2004176 3.45 

NT2RP2004179 4.01 

NT2RP2004187 3.16 

NT2RP2004190 5.1 

NT2RP2004194 7.54 

NT2RP2004196 4.28 

NT2RP20O4205 2.67 

NT2RP2004207 2.57 

NT2RP20O4226 2.09 

NT2RP2004232 2.79 

NT2RP2004239 3.57 

NT2RP2004240 7.07 

NT2RP2004242 3.87 

NT2RP2004245 1.74 

NT2RP2004270 9.77 
NT2RP2OO4300 2 

NT2RP2004304 6.46 

NT2RP2004313 3.17 

NT2RP2004316 3.46 

NT2RP2004321 4.71 

NT2RP2004336 4.19 

NT2RP2004339 5.3 

NT2RP2004347 1.39 

NT2RP2004364 2.26 

NT2RP2004365 3.18 

NT2RP2004366 2.49 

NT2RP2004373 8.17 

NT2RP2004375 9.27 

NT2RP2004389 5.25 

NT2RP2004392 8.88 



4.24 10.07 4.06 5.12 4.08 
6.88 14.85 14.08 19.02 16.03 
2.77 5.02 3.96 4.43 5.19 
1.99 4.6 4.41 2.02 4.09 
4.68 19.13 14.24 15.5 16.3 
5.7 10.41 7.09 8.67 10.84 
2.17 4.31 3.05 4.83 3.65 
3.99 7.24 3.54 6 4.26 

3.73 5.82 1.92 4.2 3.61 
4.21 9.26 4.45 6.47 6.15 

3.27 5.39 3.51 3.71 4.5 

2.32 6.48 5.4 3.1 5.75 
3.82 9.56 7.18 5.89 7.56 
3.13 5.9 3.68 5.82 3.92 
3.67 9.32 5.51 9.12 8.4 
2.05 6.41 3.69 6.54 6.25 
5.72 7.15 5.14 7.05 7.05 

5.33 8.1 4.18 5.45 3.93 

3.34 4.78 5.7 7.49 4.39 
3.71 8.3 5.87 5.92 6.54 

1.86 5.97 5.37 4.17 4.94 
2.93 5.24 4,69 5.58 4.26 

3.45 8.4 7.77 10.21 8.98 
4.01 9.17 3.94 5.07 4.15 

3.16 6.36 3.87 3.88 4.59 
5.1 5.46 5.49 7.33 9.98 
7.54 14.57 18.5 23.44 19.83 

4.28 13.77 10.02 7.87 14.61 
2.67 8.14 8.64 6.62 7.81 
2.57 4.38 4.15 4.97 3.59 
2.09 4.95 4.11 6.15 5.33 
2.79 6.52 6 6.59 5.33 
3.57 4.49 2.71 3.97 5.6 
7.07 12.57 13 15.8 8.95 

3.87 6.52 5.77 6.94 7.27 

1.74 3.47 2.42 3.29 3.15 
9.77 33.78 28.39 27.43 29.48 
2 5.22 4.34 4.52 3.26 

6.46 15.37 17.41 12.33 13.9 

3.17 3.78 5.51 4.18 4.63 * 
3.46 5.84 4.9 4.96 4.04 
4.71 6.06 6.79 7.43 6.29 * 
4.19 4.97 2.73 4.28 4.53 
5.3 20.89 17.11 18.07 15.39 
1.39 3.99 4.78 5 4.19 

2.26 6.52 5.08 6.72 4.76 

3.18 6.58 6.68 6.34 7.7 
2.49 6.06 4.49 4.71 3.08 
8.17.14.38 7.1 7.22 5.91 

9.27 13.98 20.89 26.85 20.68 
5.25 5.62 5.01 6.26 5.61 

8.88 23.7 13.04 19.48 20.89 
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EP 1 130 094 A2 



NT2RP20O4396 


1 98 


NT2RP90(VttQQ 






0 07 




1 S 70 


KTTOPPO/WM 1 fi 


JLO.O** 


IN 1 ZJxr ZUU^R 1 Z 


D.o4 


IN 1 ZJKx^UUH^i 14 




IN 1 zKr2UU442 j 


J. /I 


IN 1 2Kr2U0444 / 


1 CmI 


NT2RP2004463 


13.5/ 


InT2RP200447o 


9.11 


XT r T" - M~>T'» / '>/V\ A AGO 

NT2RP2004488 


3.82 


NT2RP2004490 


2.88 


NT2RP2004495 


35.59 


NT2RP2004512 


4.25 


NT2RP2004523 


5.18 


NT2RP2004524 


2.19 


NT2RP2004536 


8.99 


NT2RP2004538 


8.03 


NT2RP2004548 


4.45 


NT2RP2004551 


4.95 


NT2RP2004556 


83.73 


NT2RP2004568 


5.19 


NT2RP2004580 


3.98 


NT2RP2004585 


11.28 


NT2RP2004587 


1.85 


NT2RP2004594 


4.56 


NT2RP2004600 


3.49 


NT2RP2004602 


4.62 


NT2RP2004606 


392.21 


NT2RP2004614 


2.92 


NT2RP2004648 


2.52 


NT2RP2004655 


5.69 


NT2RP2004664 


3.64 


NT2RP2004670 


1.98 


NT2RP2004675 


3.37 


NT2RP2004681 


3.46 


NT2RP2004689 


2.63 


NT2RP2004709 


3.93 


NT2RP2004710 


3.15 


NT2RP2004721 


1.79 


N i 2RP2U04730 


3.2o 


IN 1 2KP2UU4 /4 J 


A QA 


N 1 2KP2004 / jU 


D.21 


NT2RP2004755 


1 1 AtC 

1 1.65 


NT2RP2004767 


3.54 


NT2RP2004768 


3.48 


NT2RP2004775 


4.68 


NT2RP2004791 


7.23 


NT2RP2004794 


14.01 


NT2RP2004795 


5.15 


NT2RP2004799 


6.74 



1.98 6.27 6.65 4.98 6.17 

5.24 8.12 12.56 7.74 9.52 
2.07 3.55 2.36 3.47 2 
15.79 46 45.56 40.89 41.74 
16.64 24.04 27.99 33.46 32.69 * 

5.84 6.74 7.37 9.71 7.37 
4.27 5.09 3.81 4.89 3.8 
3.71 6.53 3.73 3.18 4.04 

I. 93 5.68 2.75 5.22 3.56 
13.57 16.23 16.84 16.25 20.26 
9.11 12.69 11.89 12.66 15.87 
3.82 8.52 4.59 6.02 5.37 
2.88 3.86 2.31 2.96 4.1 
35.59 88.76 96.31 109.31 123.5 * 

4.25 7.62 5.84 6.41 7.12 

5.18 11.04 8.44 7.56 10.21 

2.19 6.33 4.97 5.32 5.56 

8.99 16.96 14.1 14.51 17.51 
8.03 24.44 20.15 25.59 22.24 

4.45 9.92 7.39 9.1 10.51 
4.95 5.62 7.17 9.98 6.21 
83.73 210.17 226.48 298.92 241.84 
5.19 11.18 6.52 9.16 9.99 
3.98 7.71 5.71 7.88 7.04 

II. 28 49.82 36.69 46.91 64.56 

1.85 4.16 2.07 2.89 3 
4.56 9.24 11.47 12.21 28.18 
3.49 5.76 2.22 3.22 3.09 

4.62 6.32 6 8.49 6.26 
392.21 581.19 612.4 897.5 764.63 

2.92 4.73 2.69 3.63 3.81 
2.52 4.96 3.24 5.01 4.12 
5.69 10.1 8.37 6.76 9.46 
3.64 5.35 3.59 4.62 5.97 
1.98 3.81 1.98 3.71 4.27 
3.37 9.29 4,08 5.87 5.33 

3.46 7.56 5.72 8.92 7.55 

2.63 5.75 5.75 4.73 7.87 

3.93 7.79 4.46 2.89 5.25 
3.15 8.37 5.63 4.61 6.88 

I. 79 5.99 3.39 4.41 2.78 
3.26 5.81 6.11 4.79 4.63 

4.94 7.96 5.94 6.67 7.36 
6.21 17.46 11.9 15.49 11.01 

II. 65 19.9 14.84 22.87 19.91 
3.54 9 4.05 5.8 4.81 
3.48 29.51 18.48 18.73 19.6 
4.68 5.68 7.71 5.62 8.26 
7.23 16.58 9.33 10.24 11.68 
14.01 25.74 23.04 16.86 22.78 
5.15 7.97 6.96 5.67 11.2 
6.74 10.99 5.35 8.58 6.3 
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EP1 130 094 A2 



NT2RP2004802 6.35 6.35 11.79 6.1 7.62 6.24 

NT2RP2004810 3.44 3.44 8.83 7.37 7.84 6.03 

NT2RP2004816 5.58 5.58 12.1 11.22 8.76 11.15 

NT2RP20O4837 4.13 4.13 9.89 10.43 7.23 12.98 

NT2RP2004841 0.91 0.91 2.86 3.69 4.03 8.87 

NT2RP2004847 3.25 3.25 13.75 13.82 13.87 17.16 

NT2RP2004861 2.3 2.3 5.23 2.33 4.23 2.46 

NT2RP2004897 3.35 3.35 6.43 4.26 3.27 3.35 

NT2RP2004932 6.64 6.64 10.16 7.96 8.53 6.91 

NT2RP2004933 4.63 4.63 3.41 2.98 2.93 3.2 * - 

NT2RP2004936 3.69 3.69 6.41 4.56 4.42 7.53 

NT2RF2004951 2.98 2.98 10.48 5.09 5.22 19.28 

NT2RP2004959 3.13 3.13 6.61 6.43 6.26 6.5 

NT2RP2004961 2.1 2.1 4.79 4.89 6.49 5.44 

NT2RP2004962 2.27 2.27 7.28 4.5 5.57 4.47 

NT2RP2004966 2.26 2.26 6.07 4.1 4.1 2.97 

NT2RP2004967 3.87 3.87 6.16 4.07 4.82 3.26 

NT2RF20O4974 5.27 5.27 5.43 3.59 3.47 3.89 ** 

NT2RP2004978 2.68 2.68 5.26 4.17 6.39 5.09 

NT2RP2004982 0.57 0.57 1.82 2.2 L94 1.72 

NT2RP2004985 16.03 16.03 45.34 44.65 46.12 54.4 

NT2RP2004999 2.21 2.21 5.64 4,27 8.86 10.34 

NT2RP2005000 3.62 3.62 5.76 4,33 4.76 4.65 

NT2RP2005001 5.41 5.41 7.91 8.26 9.15 8.32 

NT2RP2005003 3.8 3.8 7.2 6.11 7.91 6.2 

NT2RP2005012 6.61 6.61 20.14 18.41 20.96 17.87 

NT2RP2005018 1.9 1.9 4.24 3.29 2.24 2.91 

NT2RP2005020 6.12 6.12 23.58 19.97 19.94 22.96 

NT2RP2005022 1.65 1.65 5.01 5.09 7.24 4.77 

NT2RP2005027 5.96 5.96 38.61 42.51 40.08 33.77 

NT2RP2005031 1.54 1.54 4.99 3.94 4.53 3.92 

NT2RP2005035 44.19 44.19 94.82 116.52 107.36 106.69 

NT2RP2005037 4.28 4.28 5.87 7.91 10.26 7.09 * 

NT2RP2005038 4.86 4.86 4.84 1.85 2.29 3.1 ** 

NT2RP2005048 9.92 9.92 30.91 30.14 33.38 32.48 

NT2RP2005069 16.01 16.01 34.88 21.99 20.63 27.64 

NT2RP2005073 7.36 7.36 30.35 29.36 28.24 30.33 

NT2RP2005097 2.39 2.39 5.6 5.27 5.2 4.6 

NT2RP2005108 1.76 1.76 3.95 2.84 4.21 7.12 

NT2RP2005116 3.53 3.53 5.96 6.27 5.42 5.89 

NT2RP2005126 5.88 5.88 8.31 8.9 14.96 8.51 

NT2RP2005135 5.08 5.08 5.22 4.65 6.59 5.47 

NT2RP2005139 1.94 1.94 2.77 1.87 1.81 2.45 

NT2RP2005140 3.82 3.82 4.86 12.39 6.72 8.55 * 

NT2RP2005144 4.04 4.04 6.31 6.69 5.97 9.7 

NT2RP2005147 2.23 2.23 5.49 5.61 6.15 6.25 

NT2RP2005148 2.86 2.86 5.63 3.83 6.65 4.83 

NT2RP2005159 3.92 3.92 5.6 4.94 6.38 7.41 

NT2RP2005162 3.23 3.23 5.56 4.57 5.4 4.21 

NT2RP2005I63 9.15 9.15 20.61 24.53 28.92 23.77 * 

NT2RP20O5168 2.87 2.87 6.14 5.24 4.79 4.88 

NT2RP2005181 2.64 2.64 5.42 3.4 2.11 1.98 
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NT2RP2005204 5.4 5.4 7.81 9.08 11.94 11,81 * 

NT2RP2005219 4.61 4.61 9.64 7.09 10.28 8.7 

NT2RP2005227 3.59 3.59 10.43 7.55 5.36 9.97 

NT2RP2005237 26.49 26.49 94.81 86.96 105.8 93.92 

NT2RP2005239 2.24 2.24 6.07 2.62 4.27 4.34 

NT2RP2005247 10.63 10.63 37.59 35.58 46.1 46.95 

NT2RP2005254 4.35 4.35 9.14 5.7 6.44 6.93 

NT2RP2005270 9.06 9.06 17.44 10.82 9.28 17.11 

NT2RP2005276 7.19 7.19 11.53 10.88 11.68 15.71 

NT2RP2005287 7.98 7.98 11.97 8.37 7.7 13.36 

NT2RP2005288 2.51 2.51 5.14 2.89 5.59 5.22 

NT2RP2005289 4.26 4.26 8.48 6.68 9.08 7.49 

NT2RP2005293 5 5 6.93 13.68 14.37 15.66 ** 

NT2RP2005315 5.79 5.79 10.64 8.04 12.95 16.68 

NT2RP2005322 5.05 5.05 15.42 18.91 11.33 22.43 

NT2RP2005325 8.45 8.45 18.4 15.57 13.63 20.01 

NT2RP2005336 1.71 1.71 6.68 4.18 5.74 5.3 

NT2RP2005343 2.44 2.44 7.48 3.91 4.11 5.89 

NT2RP2005344 3.39 3.39 4.83 2.37 2.67 3.32 

NT2RP2005347 3.14 3.14 3.61 3.34 2.96 3.53 

NT2RP2005354 6.49 6.49 11.79 10.37 13 11.38 

NT2RP2005358 35.87 35.87 109.04 101.37 134.72 117.96 

NT2RP2005360 2.93 2.93 5 3.59 4.97 3.84 

NT2RP2005378 5.27 5.27 13.12 7.54 8.7 13.93 

NT2RP2005391 3.06 3.06 5.41 4.21 6.76 7.72 

NT2RP2005393 1.61 1.61 6.34 4.86 6.16 4.07 

NT2RP2005407 2.59 2.59 5.71 4.28 5.65 4.64 

NT2RP2005419 2.65 2.65 9.05 6.37 8.5 6.77 

NT2RP2005425 5.63 5.63 18.38 15.27 18.89 15.46 

NT2RP2005429 3.23 3.23 5.85 5.41 6.65 5.64 

NT2RP2005436 4.65 4.65 10.5 7.02 4.28 4.97 

NT2RP2005441 2.28 2.28 5.62 3.36 3.77 5.79 

NT2RP2005442 24.92 24.92 40.66 34.62 25.56 41.66 

NT2RP2005444 10.72 10.72 19.24 21.92 21.07 25.56 3 

NT2RP2005453 2.79 2.79 7.44 2.63 4.09 3.15 

NT2RF2005457 15.12 15.12 23.21 28.69 37.38 31.61 2 

NT2RP2005458 2.47 2.47 5.27 3.55 4.16 4.95 

NT2RP2005463 7.73 7.73 15.23 15.65 22.11 25.05 * 

NT2RP2005464 5.96 5.96 11.91 9.22 4.67 10.35 

NT2RP2005465 1.81 1.81 6.69 3.86 3.75 3.74 

NT2RP2005472 10.98 10.98 32.59 28.21 27.9 25.85 

NT2RP2005476 5.01 5.01 8.99 7.01 6.98 6.08 

NT2RP2005490 7.51 7.51 21.09 18.18 25.55 23.45 

NT2RP2005491 4.99 4.99 12.47 8.63 10.12 8.78 

NT2RP2005495 3.56 3.56 5.77 3.38 4.55 4.3 

NT2RP2005496 4.84 4.84 18.25 11.3 13.16 11.28 

NT2RP2005498 2.92 2.92 7.45 5.18 5.03 4.98 

NT2RP2005501 2.04 2.04 5.54 3.12 4.34 2.46 

NT2RP2005506 124.3 124.3 217.82 139.27 121.83 104.81 

NT2RP2005509 6.97 6.97 10.45 11.4 9.61 15.73 

NT2RP20O5514 3.93 3.93 6 4.06 7.05 4.39 

NT2RP200552O 14.95 14.95 32.39 27.11 39.97 33.03 
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NT2RP2005525 


6.19 


NT2RP2005531 


2.18 


NT2RP2005535 


4.66 


NT2RP2005539 


3.39 


NT2RP2005540 


3.2 


NT2RP2005541 


21.25 


NT2RP2005549 


2.69 


NT2RP2005555 


7.97 


NT2RP2005557 


4.89 


NT2RP20O5581 


3.93 


NT2RP2005586 


1.56 


NT2RP2005597 


2.77 


NT2RP2005600 


1.81 


NT2RP2005605 


4.93 


NT2RP2005614 


3.06 


NT2RP2005620 


3.47 


NT2RP2005622 


6.14 


NT2RP2005632 


5.72 


NT2RP2005635 


2.22 


NT2RP2005637 


1.53 


NT2RP2005640 


1.72 


NT2RP20O5645 


4.68 


NT2RP2005651 


3.45 


NT2RP2005654 


4.08 


NT2RP20O5666 


4.91 


NT2RP2005669 


7.15 


NT2RP2005670 


2.35 


NT2RP2005671 


3.12 


NT2RP2005675 


7.32 


NT2RP2005683 


2.56 


NT2RP2005690 


2.84 


NT2RP2005694 


4.07 


NT2RP2005701 


5.97 


NT2RP2005712 


5.67 


NT2RP2005719 


1.86 


NT2RP2005722 


4.16 


NT2RP2005723 


2.71 


NT2RP2005726 


2.55 


NT2RP2005729 


4.64 


NT2RP2005731 


3.05 


NT2RP2005732 


9.41 


NT2RP2005737 


10.75 


NT2RP2005741 


3.03 


NT2RP2005748 


1.86 


NT2RP2005752 


2.46 


NT2RP2005753 


8.45 


NT2RP2005763 


3 


NT2RP2005767 


3.72 


NT2RP2005773 


8.11 


NT2RP2005774 


4.25 


NT2RP2005775 


3.75 


NT2RP2005781 


5.11 



6.19 7.01 7.81 7.68 4.79 
2.18 3.33 1.67 2.12 1.9 

4.66 9.09 9.34 7.79 8.91 
3.39 6.22 6.43 5.84 7.45 

3.2 7.15 4.79 5.58 6.59 
21.25 39.57 25.85 38.31 39.61 
2.69 7.66 6.72 4.85 7.11 
7.97 10.1 14.96 16.19 15.37 
4.89 8.47 4.03 6.52 6.26 
3.93 9.61 6.32 7.95 6.89 
1.56 3.18 3.21 2.92 4.74 
2.77 2.93 2.98 4.1 3.84 
1.81 3.71 4.03 4.29 4.44 * 
4.93 14.29 13.17 15.14 15.75 

3.06 5.62 3.68 4.11 2.45 
3.47 6.26 3.6 3.92 3.11 

6.14 5.07 6.21 7.43 4.61 
5.72 10.95 11.57 10.42 14.89 
2.22 19.06 18.14 23.77 18.14 
1.53 8 3.73 3.71 4.14 
1.72 7.22 7.49 8.73 6.06 
4.68 11.8 10.61 11.47 9.67 

3.45 7.88 7.64 6.78 10.15 
4.08 4.14 3.02 2.52 3.8 
4.91 5.27 4.34 7.7 4.74 

7.15 7.95 7.05 11.14 8.21 
2.35 6.91 7.77 5.04 5.2 
3.12 7.83 10.77 8.9 9.78 * 
7.32 37.84 34.46 40.94 40.02 
2.56 7.01 7.16 5.19 7.16 
2.84 4.48 2.82 3.74 3.4 

4.07 5.49 3.77 6.26 3.54 
5.97 8.82 10.39 10.35 9.52 J 

5.67 5.28 4.83 7.94 6.33 
1.86 3.26 4.42 3.8 3.76 * 

4.16 11.13 13.39 15.7 15.94 

2.71 4.2 3.65 4.58 3.67 
2.55 4.13 2.86 4.01 3.22 
4.64 9.94 10.21 10.7 10.62 
3.05 3.39 2.51 2.16 1.27 * 
9.41 57.73 48.37 75.21 41.64 
10.75 22.28 27.16 25.02 17.59 

3.03 5.35 3.68 3.31 3.37 
1.86 5.94 3.8 3.72 2.95 

2.46 5.55 3.27 4.37 3.8 
8.45 14.76 11.12 11.69 14.45 
3 8.03 4.22 4.77 5 

3.72 7.79 5.55 6.75 6.29 
8.11 10.02 10.6 11.59 13.37 
4.25 12.72 6.86 12.24 14.61 
3.75 7.2 3.35 4.83 5.63 
5.11 9.88 9.82 7.19 12.94 
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NT2RP2005784 5.41 5.41 11.51 7.68 12.12 14.06 
NT2RP2005789 3.98 3.98 11.24 7.89 9.52 8.86 
NT2RP2005799 2.45 2.45 6.35 2.64 4.67 3.7 

5 NT2RP2005804 9.01 9.01 25 27.85 27.32 30.57 

NT2RP2005812 2.63 2.63 4.83 2.9 3.89 5.21 
NT2RP2005815 2.48 2.48 3.15 2.38 3.21 5.2 
NT2RP2005835 5.99 5.99 11.26 7.13 13.74 11.69 
NT2RF2005841 2.32 2.32 10.04 4.89 7.43 11.23 

10 NT2RP2005853 1.29 1.29 4.44 2.71 4.6 4.96 

NT2RP2005857 7.37 7.37 9.87 13.46 7.93 20.27 
NT2RP2005859 2.76 2.76 5 2.91 6.14 4.78 
NT2RP2005860 1.41 1.41 3.54 1.45 1.89 2.22 

15 NT2RP2005863 3.03 3.03 6.55 10.76 18.29 15.94 * + 

NT2RP2005868 3.86 3.86 5.85 5.1 6.3 7.77 
NT2RP2005876 5.7 5.7 12.31 7.84 8.29 8.2 
NT2RP2005878 2.26 2.26 8.44 5.25 4.95 6.32 
NT2RP2005883 13.54 13.54 21.06 23.75 9.57 28.09 

20 NT2RP2005886 7.18 7.18 50.05 51.13 62.09 50.14 

NT2RP2005887 3.76 3.76 6.51 4.74 8.05 4.81 
NT2RP2005890 4.17 4.17 9.77 11.87 17.13 12.15 * + 
NT2RP2005901 3.19 3.19 5.69 3.91 6.18 5.14 
NT2RP2005902 3.17 3.17 4.33 4.78 4.77 6.25 

25 NT2RP2005908 3.09 3.09 7.86 4.89 3.7 6.34 

NT2RP2005927 1.77 1,77 2.66 2.25 4.36 3.07 
NT2RP2005933 2.5 2.5 5.59 6.4 4.77 6.42 
NT2RP2005941 2.09 2.09 5.2 3.31 4.41 3.9 
NT2RP2005942 4 4 6.86 3.08 4.59 4.64 

so NT2RP2005946 4.63 4.63 9.49 5.33 7.06 6.24 

NT2RP2005970 5.44 5.44 14 16.16 22.05 18.9 * + 
NT2RP2005980 3.71 3.71 5.25 2.69 3.46 2.37 
NT2RP2005994 2.99 2.99 6.76 4.28 3.28 5.14 
NT2RP20060O4 1.31 1.31 2.89 2.07 6.09 2.58 ' 

35 NT2RP2006013 1.38 1.38 4.91 3.1 5.07 4.92 

NT2RP2006023 8.37 8.37 17.77 20 21.43 21.14 * + 
NT2RP2006028 5.03 5.03 10.23 7.47 9.89 9.71 
NT2RP2006038 4.67 4.67 5.86 2.79 5.4 1.09 
NT2RP2006042 8.3 8.3 7,22 6.63 5.89 6.3 * - 

40 NT2RP2006043 5.65 5.65 7.59 7.6 10.99 8.29 

NT2RP2006052 1.48 1.48 4.48 4.13 3.12 4.54 
NT2RP2006057 3.73 3.73 6.23 5.69 3.83 4.95 
NT2RP2006064 4.16 4.16 7.73 5.86 6.81 9.08 
NT2RP2006068 2.76 2.76 6.75 6.8 7.81 5.81 

45 NT2RP2006069 1.46 1.46 4.94 3.56 3.95 3.3 

NT2RP2006071 8.37 8.37 7.8 9.28 10.48 9.11 * + 
NT2RP2006090 6.62 6.62 5.78 3.27 3.55 3.64 ** - 
NT2RP2006092 3.78 3.78 8.3 6.18 8.04 7.07 

50 NT2RP2006097 14.05 14.05 40.38 31.2 25.81 40.02 

NT2RP2006098 1.94 1.94 4.27 4.52 4.61 7.65 
NT2RP2006099 3.84 3.84 11.02 10.65 10.99 13.34 
NT2RP2006100 2.87 2.87 5.78 3.63 7.31 5.19 
NT2RP2006103 2.39 2.39 5.54 2.6 3.93 1.71 

55 NT2RP2006106 6.48 6.48 21.51 18.05 24.81 22.3 
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NT2RP2006127 


3.17 


NT2RP2006134 


4.25 


NT2RP2006141 


3.91 


NT2RP2006166 


3.1 


NT2RP2006176 


2.15 


NT2RP2006181 


1.68 
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8.85 


NT2RP2006186 


3.01 


NT2RP2006196 


5.24 


NT2RP2006199 


5.06 


NT2RP2006200 


0.87 


NT2RP2006210 


20.08 


NT2RP2006219 


2.88 
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3.7 
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1.97 


NT2RP2006238 


3.9 


NT2RP2006258 


4.5 


NT2RP2006261 


7.32 


NT2RP2006269 


4.11 


NT2RP2006275 


3.67 


NT2RP2006282 


3.16 


NT2RP2006302 


5.69 


NT2RP2006312 


4.88 


NT2RP2006320 


4.27 


NT2RP2006321 


3.27 


NT2RP2006323 


4.1 


NT2RP2006333 


0.67 


NT2RP2006334 


2.24 


NT2RP2006338 


2.4 


NT2RP2006339 


2.24 


NT2RP20O6355 


3.61 


NT2RP2006365 


3.3 


NT2RP2006374 


16.34 


NT2RP2006393 


4.93 


NT2RP2006394 


8.59 


NT2RP2006400 


2.25 


NT2RP20064U 


27.71 


NT2RP2006429 


2.22 


NT2RP2006435 


1.46 


NT2RP2006436 


2.33 


NT2RP2006441 


4.69 


NT2RP2006447 


2.41 


NT2RP2006454 


2.58 


NT2RP2006455 


3.79 


NT2RP2006456 


1.96 


NT2RP2006464 


5.44 


NT2RP2006467 


4.17 


NT2RP2006472 


5.05 


NT2RP2006474 


4.69 


NT2RP2006475 


2.5 


NT2RP2006476 


5.34 


NT2RP2006501 


2.44 



3.17 4.92 1.62 1.26 1.21 * 
4.25 4.41 6.08 6.7 5.47 ** 
3.91 7.94 7.45 6.04 9.08 
3.1 10.65 9.01 8.94 7.85 

2.15 4.26 3.95 5.73 4.69 
"1.68 2.84 3.21 3.14 2.45 
8.85 17.16 20.8 19.95 17.1 
3.01 4.57 177 2.29 4.33 
5.24 7.21 5.25 5.23 4.16 

5.06 4.38 3.81 3.65 3.64 ** 
0.87 3.43 4.37 4.52 2.17 
20.08 59.85 75.37 70.55 96.59 
2.88 6.26 5.97 5.11 7.36 

3.7 7.55 9 7.7 8.93 
1.97 4.79 3.45 2.74 4.14 
3.9 6.33 4.2 4.69 3.93 
4.5 6.73 3.07 4.27 4.39 

7.32 3.98 2.04 3.19 7.69 
4.11 7.96 9.52 5.46 9.06 
3.67 30.36 23.46 35.36 25.14 

3.16 8.89 8.85 8.4 7.05 
5.69 12.68 13.12 12.4 11.87 
4.88 8.22 8.47 9.13 9.8 
4.27 9.87 6.42 9.32 9.69 
3.27 4.23 2.79 4.99 4.13 
4.1 2.59 2.39 3.6 1.83 
0.67 1.82 1.7 1.04 1.17 
2.24 4.02 4.57 2.72 3.54 

2.4 5.26 4.73 5.11 4.04 

2.24 2.94 2.47 1.93 2.06 
3.61 4.59 3.14 3.39 2.22 

3.3 4.44 2.42 2.6 1.3 * - 
16.34 111.62 108.73 174.7 73,65 
4.93 7.68 7.38 8 6.95 
8.59 17.91 11.3 11.18 15.38 

2.25 4.51 2.08 3.58 1.95 
27.71 42.11 23.61 17.25 37.31 
2.22 7.3 2.82 5.3 2.21 
1.46 5.29 1.76 2.65 1.98 

2.33 6.43 4.33 5.28 3.75 
4.69 8.19 7.76 8.89 8.37 
2.41 4.78 3.18 2.63 3.87 
2.58 5.38 4.39 3.37 4.03 
3.79 7.14 2.91 4.62 9.23 
1.96 5.99 2.51 4.49 3.17 
5.44 8.28 4.47 8.85 7.9 

4.17 10 8.56 12.47 12.58 

5.05 6.84 7.24 6.92 7.37 
4.69 16.3 18.19 32.31 21.3 
2.5 9.54 6.14 6.86 7.66 

5.34 14.94 7.62 13.82 17.24 
2.44 7.28 4.6 7.45 7.74 
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NT2RP300O171 10.86 10.86 16.71 28.33 38.98 25.93 * 

NT2RP3000172 0.86 0.86 1.53 1.66 1.2 1.46 

NT2RP3000186 4.32 4.32 10.6 19.18 15.43 15.82 * + 

NT2RP3000197 1.22 1.22 3.66 4.03 4.29 3.39 

NT2RP3000201 2.4 2.4 7.2 10.49 8.4 7.88 

NT2RP3000204 2.16 2.16 4.44 3.88 4.1 4.25 

NT2RP3000207 2.87 2.87 4.7 1 3 2.6 2.45 

NT2RP3000216 5.38 5.3S 10.1 5.87 9.5 5.73 

NT2RP3000220 5.14 5.14 5.66 3.68 5.69 2.92 

NT2RP300022I 2.18 2.18 5.45 6.26 6.63 5.93 

NT2RP3000232 2.7 2.7 8.01 7.1 5.52 5.92 

NT2RP3000233 1.55 1.55 6.01 6.9 5.91 4.06 

NT2RP3000234 3.23 3.23 9.09 12.89 10.4 11.41 * + 

NT2RP3000235 3.57 1.57 3.3 2.35 2.92 1.38 

NT2RP3000239 4.61 4.61 11.11 9.51 9.71 14.92 

NT2RP3000247 3.25 3.25 5.82 2.92 4.04 1.96 

NT2RP3000251 6.11 6.11 6.52 5.22 5.82 3.25 

NT2RP3000252 3.73 3.73 7.99 7.61 8.53 8.4 

NT2RP3000255 2.18 2.18 2.96 3.26 3.13 1.97 

NT2RP3000262 6.72 6.72 9.43 11.67 7.95 9.13 

NT2RP3000266 6.47 6.47 15.5 13.38 10.83 12.64 

NT2RP300O267 2.71 2.71 4.04 2.9 2.64 3.03 

NT2RP3000271 4.38 4.38 5.57 5.11 4.84 3.72 

NT2RP3000278 7.84 7.84 56.85 AS.55 82.07 42.57 

NT2RP3000281 4.94 4.94 10.72 8.19 8.22 7.27 

NT2RP3000292 5.63 5.63 14.1 9.17 6.77 6.93 

NT2RP3000299 2.31 2.31 4.92 3.73 4.89 4.98 

NT2RP30O03O4 2.15 2.15 3.48 2.85 3.36 1.64 

NT2RP3000310 7.24 7.24 24.22 18.94 23.07 19.88 

NT2RP3000312 2.99 2.99 8.16 3.31 5.25 3.87 

NT2RP3000320 7.06 7.06 6.17 5.25 4.74 4.74 ** - 

NT2RP3000322 11.05 11.05 18.76 32.59 45.13 46.95 ** 

NT2RP3000324 6.91 6.91 46.42 36.64 43.53 39.68 

NT2RP3000326 1.95 1.95 6.17 4.02 5.75 3.53 

NT2RP3000329 2.5 2.5 5.96 4.97 8.84 5.9 

NT2RP3000330 4.1 4.1 6.18 4.62 5.53 6.12 

NT2RP3000333 3.23 3.23 7.45 4.36 5.28 4.52 

NT2RP3000341 8.8- 8.8 12.85 14.81 18.59 14.41 * + 

NT2RP3000344 2.73 2.73 3.75 2.69 3.54 2.29 

NT2RP3000345 3.09 3.09 3.57 1.65 1.97 2.66 * - 

NT2RP3000348 444.59 444.59 802.63 824.621016.01 909.68 

NT2RP3000350 4.25 4.25 10.34 4.57 9.28 6.4 

NT2RP3000359 9.53 9.53 24.44 8.54 11.36 16.62 

NT2RP3000361 7.5 7.5 11.12 7.89 7.81 8.95 

NT2RP3000366 7.38 7.38 14.27 9.52 11.84 16.13 

NT2RP3000378 2.67 2.67 5.75 3.92 4.78 2.47 

NT2RP3000384 5.42 5.42 10.88 9.52 13.1 9.28 

NT2RP3000389 12.54 12.54 21.49 23.95 35.02 27.32 * 

NT2RP3000393 3.74 3.74 6.16 5.03 4.53 4.77 

NT2RP3000395 110.27 110.27 212 108.33 38.18 148.45 

NT2RP3000397 2.83 2.83 5.28 2,51 5.26 3.31 

NT2RP3000398 3.39 3.39 10.12 1L46 11.18 12.26 
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NT2RP3000403 3.22 3.22 9.39 .10. f 8.2 8.44 
NT2RP300O418 3.4 3.4 10.22 7.12 11.08 13.42 
NT2RP3000424 2.86 2.86 9.43 6.25 9.52 6.86 
NT2RP3000427 4.65 4.65 9.05 11.55 13.43 12.35 * 
NT2RP3000431 2.05 2.05 4.93 3.43 3.26 3.93 
NT2RP3000433 2.63 2.63 8.65 5.65 7.09 6.65 
NT2RP3000436 11.39 11.39 20.93 18.76 9.35 18.86 
NT2RP3000439 1.4 1.4 3.61 2.54 3.56 2 
NT2RP3000441 3.88 3.88 7.4 7.56 7.92 6.39 
NT2RP3000444 3.31 3.31 7.29 2.36 3.25 2.2 
NT2RP30OO448 4.45 4.45 10.15 4.05 6.54 3.93 
NT2RP3000449 2.84 2.84 4.59 3.1 3.94 2.93 
NT2RP3000451 1.76 1.76 5.12 3.7 5 2.96 
NT2RP3000456 1.69 1.69 5.48 4.23 6.67 4.21 
NT2RP3000460 18.87 18.87 36.67 24.52 25.24 26.25 
NT2RP3000471 3.14 3.14 6.49 2.74 4.98 5.84 
NT2RP3000477 19.96 19.96 23.67 28.98 17.78 32.78 
NT2RP3000478 5.86 5.86 8.95 5.21 8.98 2.6 
NT2RP3000481 5.48 5.48 5.76 2.76 3.61 1.52 ** 
NT2RP3000484 3.51 3.51 4.26 2.32 2.55 1.76 * 
NT2RP3000487 1.77 1.77 7.4 5.07 4.03 4.97 
NT2RP3000512 3.29 3.29 17.7 15.17 15.9 14.52 
NT2RP3000523 13.05 13.05 30.74 31.75 27.83 .34.4 
NT2RP3000526 3.07 '3.07 7.38 ^5.18 6.31 4.64 
NT2RP3000527 2.83 2.83 6.5 3.76 7.25 5.03 
NT2RP3000531 2.9 2.9 7.71 5.11 5.51 4.69 
NT2RP3000532 5.74 5.74 5.6 5.75 8.39 4.26 
NT2RP3000542 6.23 6.23 8.1 7.21 7.3 6.39 
NT2RP3000554 8.81 8.81 15.22 13.78 10.56 14.95 
NT2RP3000561 1.21 1.21 3.51 3.11 2.76 2.25 
NT2RP3000562 1.84 1.84 3.5 3.7 3.87 3.23 
NT2RP3000578 1.56 1.56 2.54 2.54 3.37 2.36 
NT2RP3000582 1.26 1.26 4.66 2.24 2.52 0.41 
NT2RP3000584 2.82 2.82 6.52 3.2 2.5 2.02 
NT2RP3000586 4.08 4.08 4.59 3.28 3.9 2.87 
NT2RP3000590 5.69 5.69 4.61 3.78 4.35 2.57 
NT2RP3000592 1.8 1.8 2.99 2.97 2.75 3.15 
NT2RP3000596 2.27 2.27 4.89 4.5 3.33 3.03 
NT2RP3000599 1.67 1.67 3.07 3.88 4.98 3.82 * 
NT2RP3000603 6.09 6.09 39.25 40.43 44.88 35.89 
NT2RP3000605 2.84 2.84 6.66 4,56 4.23 2.56 
NT2RP3000607 5.35 5.35 7.59 5.74 8.46 7.55 
NT2RP3000616 3.26 3.26 5.45 2.56 2.38 1.21 
NT2RP3000621 5.18 5.18 8.48 10.28 10.29 6.01 
NT2RP3000622 2.36 2.36 8.76 5.85 6.21 4.72 
NT2RP3000624 1.53 1.53 3.19 3.97 3.06 2.78 
NT2RP3000628 2.44 2.44 8.04 10.27 7.85 5.58 
NT2RP3000631 4.71 4.71 14.95 22.82 16.45 14.2 
NT2RP3000632 2.35 2.35 5.5 7.78 8.91 5.91 * 
NT2RP3000638 6.95 6.95 17.93 11.8 11.6 9.97 
NT2RP3000644 25.72 25.72 48.41 57.98 72.01 52.49 
NT2RP3000645 5.85 5.85 10.48 9.84 12.55 8.43 
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NT2RP3000739 


13.76 


NT2RP3000742 


3.89 


NT2RP3000753 


2.29 


NT2RP3O00759 


9.07 


NT2RP3000789 


1.58 


NT2RP3000815 


1.91 


NT2RP3000818 


4.35 


NT2RP3000820 


9.01 


NT2RP3000821 


2.13 


NT2RP3000825 


1.87 


NT2RP3000826 


4.04 


NT2RP3O0O836 


5.33 


NT2RP3000838 


319.2 


NT2RP3000839 


2.35 


NT2RP3000841 


2.17 


NT2RP3000845 


3.96 


NT2RP3000847 


3.7 


NT2RP3000848 


2.84 


NT2RP3000850 


5.67 


NT2RP3000852 


3.27 


NT2RP3000859 


2.76. 


NT2RP3000861 


2.58 


OT2RP3000862 


15.29 


NT2RP3000865 


1.58 


NT2RP3O00866 


2.08 


NT2RP3000868 


2.2 


NT2RP3000869 


3.54 


NT2RP3000871 


1.75 


NT2RP3000875 


0.99 


NT2RP3000895 


2.54 


NT2RP3000900 


6.01 


NT2RP3000901 


3.67 



3.39' 5.34 6.22 5.9 7.74 * 

2.26 5.01 6.16 4.24 4.86 

2.34 6.25 6.98 6.91 5.14 
1.98 4.49 4.06 3.87 3.1 
4.79 12.26 11.83 11.92 7 
4.46 7.55 6.65 7.81 5.42 
2.87 4.13 2.44 3.07 L54 
19.85 30.12 32.94 41.51 34.34 
2.68 9.67 6.69 7.09 6.69 
1.7 2.5 3.63 2.36 3.44 
2.77 3.29 3.82 3.75 2.72 

10 22.49 25.66 17.08 27.43 
3.45 5.5 8.17 9.22 8.56 ** 

2.83 2.83 1.16 1.7 1.91 ** 
5.63 24.61 23.43 39.76 21.55 
3.33 2.57 1.4 1.64 1.05 ** 

2.06 5.04 2.76 4.23 1.86 
2.87 6.32 3.48 4.47 4.25 

1.74 4.22 1.81 2.22 1.26 
2.71 6.35 3.29 5.05 3.65 
13.76 12.16 18.05 9.37 20.19 
3.89 10.06 4.54 4.97 4.43 
2.29 3.9 2.17 2.65 6.3 

9.07 15.99 11.11 17.14 23.05 
1.58 5.76 4.89 4.23 3.69 
1.91 5.92 4.49 5.57 3.08 

4.35 11.29 6.64 10.49 8.27 

9.01 18.49 18.58 20.1 16.9 
2.13 4.83 3.28 5.19 2.02 
1.87 4.94 1.92 1.47 2.27 
4.04 13.59 10.86 13.8 12.94 
5.33 11.61 11.55 14.11 13.3 
319.2 741.74 710.2 743.55 1049.86 
2.35 6.67 4.53 6.38 4.36 
2.17 4.32 3.79 5.55 4.72 
3.96 8.89 5.76 6.71 7.85 

3.7 7.94 4.48 5.94 5.28 

2.84 8.34 5.36 6.81 6.3 
5.67 7.04 6.58 11.29 7.47 

3.27 3.17 4.02 5.23 5.8 * 
2.76 7.12 4.46 7.11 8.43 
2.58 10.51 6.13 10.36 6.43 
15.29 24.16 16.36 9.81 23.13 
1.58 4.26 2.54 4.21 1.83 

2.08 5.03 2.37 3.59 5.22 

2.2 7,09 3.04 3.84 2.28 
3.54 11.36 9.61 15.76 7.9 

1.75 3.79 1.81 3.24 1.94 
0.99 4.25 2.57 2.71 3.64 
2.54 5.56 2.84 3.55 4.93 
6.01 11.86 11.3 7.7 14.58 
3.67 7.03 4.11 6.39 5.3 
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EP 1 130 094 A2 



NT2RP3000903 3.76 3.76 7.87 3.12 5.92 3.93 
NT2RP3000904 3.83 3.83 8.67 3.05 4.87 3.16 
NT2RP3000907 5.66 5.66 10.03 8.94 10.67 10.14 

5 NT2RP3000913 6.04 6.04 15.01 17.87 25.57 17.37 * + 

NT2RP3000917 7.64 7.64 16.58 7.66 6.56 13.51 
NT2RP3000919 1.99 1.99 5.15 3.5 4.3 2.68 
NT2RP3000921 2.26 2.26 7.67 4.88 4.07 6.51 
NT2RP3000942 2.66 2.66 3.89 2.68 4.12 2.63 

10 NT2RP3000968 70.24 70.24 87.55 105.89 110.05 115.38 ** + 

NT2RP3000974 5.36 5.36 9.06 3.21 4.48 2.64 
NT2RP3000980 5.77 5.77 5.77 2.09 4.14 2.26 * - 
NT2RP3000984 3.17 3.17 7.65 6.33 6.68 4.58 
NT2RP3000994 2.09 2.09 4.88 2.4 3.14 3.37 

15 NT2RP3001001 1.46 1.46 3.45 3.75 4.14 1.31 

NT2RP3001004 3.37 3.37 6.52 3.51 5.63 5.01 
NT2RP3001007 4.46 4.46 9.87 10.02 10.62 6.81 
NT2RP3001012 2.78 2.78 5.4 4.99 6.83 3.65 

20 NT2RP3001042 4.74 4.74 5.52 2.99 5.18 1.38 

NT2RP3001044 6.26 6.26 7.12 7.16 6.76 4.92 
NT2RP3001048 2.52 2.52 3.01 3.5 3.93 2,42 
NT2RP3001050 1.79 1.79 4.99 4.68 5.94 4.7 
NT2RP3001055 6.55 6.55 15.6 16.48 12.44 20.49 

25 NT2RP3001057 2.79 2.79 10.84 5.57 6.05 5.67 

NT2RP3001061 3.18 3.18 6.57 5.03 7.85 5.42 
NT2RP3001069 6.03 6.03 14.95 18.49 17.53 15.08 
NT2RP3001074 4.2 4.2 7.22 8.72 10 6.64 
NT2RP3001078 5.11 5.11 7.29 7.51 8.72 5.18 

30 NT2RP3001081 4 4 5.72 4.65 5.19 3.52 

NT2RP3001084 2.7 2.7 7.92 6.85 6.71 6.23 
NT2RP3001095 1.57 1.57 3.88 3.69 3.68 3.42 
NT2RP3001096 2.52 2.52 7.33 16.78 8.08 18.7 * + 
NT2RP3001097 3.65 3.65 4.28 6.42 8.11 8.5 ** + 

35 NT2RP3001107 3.69 3.69 4.79 3.77 4.03 2.37 

NT2RP3001109 3.2 3.2 5.5 6.01 9.56 7.26 * + 
NT2RP3001111 4.58 4.58 4.19 3.41 3.51 2.29 * - 
NT2RP3001112 12.61 12.61 18.48 25.73 29.85 24.61 ** + 
NT2RP3001113 1.21 1.21 2.59 2.47 3.24 2.19 

40 NT2RP3001115 1.51 1.51 3.32 2.57 3.77 2.19 

NT2RP3001116 1.01 1.01 2.66 2.55 4.4 2.91 
NT2RP300U19 3.69 3.69 6.75 9.07 6.67 5.44 
NT2RP3001120 5.02 5.02 8.24 8.85 7.87 6.71 

45 NT2RP3001126 6.16 6.16 12.34 17.84 19.66 17.49 ** + 

NT2RP3001127 6.93 6.93 6.76 4.79 7.63 6.36 
NT2RP3001133 3.95 3.95 4.95 3.95 4.16 3.62 
NT2RP3001140 L46 1.46 2.43 3.21 2.38 6.71 
NT2RP3001147 3.16 3.16 6.96 16.08 14.49 13.84 ** + 

50 NT2RP3001150 1.99 1.99 4.32 4.06 5.68 3.76 

NT2RP3001152 1.7 1.7 3.29 3.15 3.62 2.51 
NT2RP3001155 2.95 2.95 4.35 3.68 4.35 3.58 
NT2RP3001156 4.38 4.38 6.57 2.91 5.72 5.67 
NT2RP3001159 5.38 5.38 10.5 7.87 10.86 7.25 

55 NT2RP3001170t 7.38 7.38 5.96 6.12 8.01 4.56 
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EP1 130 094 A2 



NT2RP3001176 3.49 3.49 10.75 6.27 8.23 9.49 

NT2RP3001195 2.35 2.35 4.81 6.79 5.79 6.22 * + 

NT2RP3001209 3.47 3.47 5.98 5.96 4.64 5.22 

NT2RP3001214 1.63 1.63 4.91 3.44 3.87 3.81 

NT2RP3001216 3.58 3.58 6.38 6.25 4.33 3.6 

NT2RP3001221 3.33 3.33 4.27 3.07 3.06 1.79 

NT2RP3001226 5.96 5.96 29.04 21.93 31.45 17.76 

NT2RP300123O 3.17 3.17 2.41 3.09 3.14 1.56 

NT2RP3001232 1.8 1.8 4.72 2.36 3.7 2.85 

NT2RP3001236 1.68 1.68 4.3 1.7 3.26 1.47 

NT2RP3001239 1.58 1.58 5.21 2.81 4.31 2.01 

NT2RP3O01240 12.83 12.83 22.18 23.01 24.3 14.46 

NT2RP3001245 3.53 3.53 9.88 4.08 6.36 3.39 

NT2RP3001253 2.79 2.79 4.87 3.34 4.53 5.21 

NT2RP3001259 6.62 6.62 11.97 12.33 15.62 11.83 

NT2RP3001260 3.74 3.74 5.15 3.45 5.44 3.97 

NT2RP3001264 2.2 2.2 10.29 5.99 6.92 6.38 

NT2RP3001268 2.25 2.25 7.18 4.93 4.72 4.35 

NT2RP3001271 7,06 7.06 16.29 13.07 12.27 14.24 

NT2RP3001272 3.73 3.73 12.45 9.43 11.09 .10.15 

NT2RP3001274 6.08 6.08 8.09 6.72 6.35 5.11 

NT2RP3001275 9.78 9.78 11.58 21.56 26.84 22.59 ** 

NT2RP3001280 3.39 3.39 5.5 3.58 5.24 4.18 

NT2RP3001281 3.15 3.15 3.89 3.08 4.48 5.14 

NT2RP3001288 49.31 49.31 103.24 124.07 142.92 164.41 

NT2RP3001297 6.39 6.39 42.01 37.04 42.75 41.14 

NT2RP3001300 5.23 5.23 15.92 16.78 17.41 17.76 

NT2RP30O13O1 2.91 2.91 6.59 3.96 4.58 3.9 

NT2RP3001307 1.76 1.76 7.67 2.07 2.81 2.06 

NT2RP3001310 11.55 11.55 17.04 25.54 26.07 28.13 ** 

NT2RP3001318 2.11 2.11 3.4 2.49 3.37 2.37 

NT2RP3001322 3.58 3.58 5.23 2.62 3.84 5.48 

NT2RP3001325 2.7 2.7 8.39 5.82 6.82 5.58 

NT2RP3001338 2.67 2.67 6.19 4.1 4.21 3.5 

NT2RP3001339 2.53 2.53 5.64 3.08 4.89 2.91 

NT2RP3001340 2.9 2.9 8.42 6.36 7.07 5.79 

NT2RP3001341 2.26 2.26 6.97 5.1 5.62 4.73 

NT2RP3001354 3.22 3.22 9.77 4.28 6.93 9.35 

NT2RP3001355 1.9 1.9 5.41 2.65 3.82 2.74 

NT2RP3001356 2 2 5.34 2.59 3.2 3.55 

NT2RP3001359 1.09 1.09 4.05 1.63 2.5 1.75 

NT2RP3001364 2.34 2.34 5.31 3.26 6.67 2.67 

NT2RP3001373 1.12 1.12 3.22 2.1 3.74 1.71 

NT2RP3001374 1.9 1.9 4.17 3.18 3.92 3.1 

NT2RP3001383 3.84 3.84 8.96 3.92 6.65 3.85 

NT2RP3001384 4.11 4.11 9.47 3.54 4.46 2.41 

NT2RP3001388 3.98 3.98 8.79 9.48 10.99 9.4 

NT2RP3001392 4.61 4.61 6.19 3.91 6.14 3.23 

NT2RP3001396 1.7 1.7 6.39 4.04 4.66 4.53 

NT2RP3001398 2.51 2.51 6.55 3.85 7.05 2.94 

NT2RP3001399 4.91 4.91 20.67 15.86 16.12 12.44 

NT2RP3001402 6.46 6.46 36.36 33.37 41.61 39.66 
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EP1 130 094 A2 



NT2RP3001407 6.96 6.96 19.16 13.69 17.65 12.35 
NT2RP3001416 7.92 7.92 15.88 13.02 18.3 14.72 
NT2RP3001420 5.33 5.33 6.4 3.27 3.64 1.8 * - 
NT2RP3001425 3.73 3.73 4.92 4.74 5.67 3.15 
NT2RP3001426 2.39 2.39 6.08 5.45 4.45 5.11 
NT2RP3001427 1.82 1.82 5.61 3.46 2.89 3.59 
NT2RP3001428 2.42 2.42 6.29 5.69 4.81 3.77 
NT2RP3001429 3.08 3.08 5.91 4.15 7.37 4.73 
NT2RP3001432 2.14 2.14 6.61 3.72 4.44 3.58 
NT2RP3001439 4.14 4.14 6.39 5.87 7.27 4.41 
NT2RP3001441 6.45 6.45 12.63 11.13 14.61 11.2 
NT2RP3001446 4.99 4.99 4.99 4.64 5.22 4.39 
NT2RP3001447 2.72 2.72 5.21 6.64 5.14 6.33 
NT2RP3001449 3.95 3.95 11.85 16.9 14.57 13.16 * 
NT2RP3001453 1.84 1.84 3.66 3.5 4.4 2.81 
NT2RP3001457 3.86 3.86 7.71 6.06 6.93 5.5 
NT2RP3001459 2.39 2.39 6.03 2.64 2.78 1.17 
NT2RP3001463 2.77 2.77 6.74 5.93 5.94 3.98 
NT2RP3001466 2.87 2.87 '3.56 1.19 1.43 0.78 ** 
NT2RP3001472 5.74 5.74 4.02 3.7 4.85 4.32 
NT2RP3001475 3.54 3.54 7.61 6.91 6.65 7.39 
NT2RP3001479 2.54 2.54 6.66 4.37 5.69 5.16 
NT2RP3001490 3.18 3.18 9.26 4.4 6.02 5.21 
NT2RP3001492 4.36 4.36 7.84 7.59 7.08 5.72 
NT2RP3001495 4.14 4.14 3.85 2.75 2.92 1.76 * 
NT2RP3001497 5.8 5.8 6.32 7.47 9.96 6.8 
NT2RP3001501 5.36 5.36 5.52 3.12 4.49 3.43 * 
NT2RP3001527 4.89 4.89 6.71 4.9 5.14 3.52 
NT2RP3001529 1.51 1.51 3.5 4.12 3.95 4.18 * 
NT2RP3001538 1.78 1.78 6.2 6.93 7.81 6.23 
NT2RP30O1539 5.81 5.81 14.5 15.19 14.15 16.47 
NT2RP3001542 1.52 1.52 5.26 4.23 4.38 2.13 
NT2RP3001549 4.75 4.75 11.12 14.57 11.37 13.44 
NT2RP3001554 3.06 3.06 6.16 6.37 7.5 5.05 
NT2RP3001560 4.96 4.96 5.73 4.67 6.35 2.36 
NT2RP3001561 8.85 8.85 20.77 20.38 27.2 17.15 
NT2RP3001564 1.54 1.54 8.24 6.43 4.53 5.96 
NT2RP3001568 2.1 2.1 7.68 11.84 10.29 8.49 * 
NT2RP3001575 3.94 3.94 7.24 6.39 6.97 6.16 
NT2RP3001580 1.78 1.78 4.49 4.35 3.8 3.11 
NT2RP3001587 4.38 4.38 8.74 10.75 10.04 7.77 
NT2RP3001589 3.17 3.17 8.21 5.6 7.79 4.36 
NT2RP3001592 4.52 4.52 21.6 19 32.62 14.54 
NT2RP3001607 3.42 3.42 1.86 1.59 2.8 1 
NT2RP3001608 1.05 1.05 3.59 2.41 1.73 2.31 
NT2RP3001613 3.08 3.08 2.77 3.89 2.91 3.99 
NT2RP3001619 4.31 4.31 8.15 7.69 6.45 7.62 
NT2RP3001621 1.18 1.18 2.69 2.39 2.28 2.02 
NT2RP3001629 2.58 2.58 3.28 2.68 2.41 1.7 
NT2RP3001630 3.39 3.39 4.56 1.67 2.02 1.17 ** 
NT2RP3001631 9.01 9.01 14.34 18.65 21.16 15.24 * 
NT2RP3001634 4 4 5.29 4.51 6.89 5.11 
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EP 1 130 094 A2 



NT2RP3001642 3.71 3,71 7.45 5.77 4.41 5.09 

NT2RP3001646 1.56 L56 3.7 0.89 2.79 0.95 

NT2RP3001650 2.06 2.06 5.81 4.86 7.03 2.08 

NT2RP3001667 4.66 4.66 11.91 6.93 9.95 5.13 

NT2RP3001671 2.28 2.28 7.98 7.7 4.69 5.99 

NT2RP3001672 1.33 1.33 4.55 1.66 1.47 1.72 

NT2RP3001676 2.18 2.18 5.02 2.35 3.14 2.24 

NT2RP3001678 2.86 2.86 9.24 5.12 5.14 6.03 

NT2RP3001679 6.12 6.12 9.19 6.74 4.73 6.91 

NT2RP3001682 1.82 1.82 5.09 4.45 6.18 3.35 

NT2RP3001685 3.02 3.02 6.74 3.52 6.53 3.01 

NT2RP3001688 3.01 3.01 9.42 5.46 8.21 6.43 

NT2RP3001690 3.21 3.21 4.87 2.91 3.54 2.99 

NT2RP3001693 5.69 5.69 10.93 16.59 18.34 16.12 ** 

NT2RP3001696 2.28 2.28 3.63 1.77 3.68 3.39 

NT2RP3001698 35.35 35.35 79.65 85.09 91.88 1 05.32 

NT2RP3001708 4.82 4.82 8.78 6.34 6.95 9.01 

NT2RP3001712 8.69 8.69 16.06 10.22 14.19 13 

NT2RP3001716 1.44 1.44 5.45 2.14 3.42 2.31 

NT2RP3001724 2.75 2.75 6 4.08 4.54 2.63 

NT2RP3001727 11.73 11.73 38.73 39.17 49.36 31.26 

NT2RP3001729 3.36 3.36 4.7 5.69 6.55 3.06 

NT2RP3001730 12.54 12.54 26.52 12.53 19.94 16.4 

NT2RP3001733 1.46 1.46 3.04 2.09 3.7 1.62 

NT2RP3001737 3.02 3.02 7.12 4.62 5.49 2.78 

NT2RP3001738 1.59 1,59 8.22 338 6.01 3.03 

NT2RP3001739 3.26 3.26 5.25 5.63 6.1 2.51 

NT2RP3001742 2.54 2.54 5.36 3.86 4.55 4.03 

NT2RP3001751 3.61 3.61 11.54 9.94 12.82 8.76 

NT2RP3001752 2.58 2.58 7.01 2.1 3.59 2.76 

NT2RP3001753 5.73 5.73 9.48 10.83 15.3 13.69 * 

NT2RP3001754 4.63 4.63 9.08 5.86 3.73 5.33 

NT2RP3001756 4.66 4.66 7.36 9.37 5.75 8.03 

NT2RP3001764 2.1 2.1 3.76 2.54 4.25 2.49 

NT2RP3001771 2.63 2.63 3.2 1.52 4.14 1.22 

NT2RP3001777 2.59 2.59 5.99 3.25 5.19 3.26 

NT2RP3001782 3.52 3.52 14.68 6.47 6.63 6.47 

NT2RP3001792 2.27 2.27 4.35 2.91 4.09 1.35 

NT2RP3001799 1.76 1.76 5.18 5.71 6.36 5.68 

NT2RP3001819 1.36 1.36 4.54 1.7 1.52 2.06 

NT2RP3001829 21.63 21.63 43.14 35.64 17.14 24.87 

NT2RP3001836 7.31 7.31 10.67 15.24 7.26 11.37 

NT2RP3001839 18.86 18.86 31.77 31.97 19.23 17.53 

NT2RP3001844 4.15 4.15 11.37 8.33 9.59 8.54 

NT2RP3001848 9.61 9.61 52.04 44.52 74.75 43.87 

NT2RP3001854 6.41 6.41 11.29 12.86 16.75 13.26 * 

NT2RP3001855 2.27 2.27 3.94 1.87 1 1.74 

NT2RP3001857 3.1 3.1 5.22 5.13 5.6 3.33 

NT2RP3001858 1.53 1.53 4.45 4.41 6.04 2.97 

NT2RP3001861 7.35 7.35 16.34 11.85 14.46 10.42 

NT2RP3001866 4.35 4.35 9.63 5.52 10.42 7.93 

NT2RP3001871 4.82 4.82 6.34 5.55 6.38 4.55 
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NT2RP3001874 


6.8 


6.8 1 


9.73 7.72 11.19 
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5 98 
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6 *3S 


4.59 


6.89 


S CO 


NT2RP3001885 


3 21 
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5.65 


5.25 


4 4? 




1 64 




j.t+y 


3.37 
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o no 








17 AO 

i / .oy 
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1 l.yH 
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J.Z I 


J.Z1 


7 ^1 


4.52 


.6.9 
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Q 1 ft 


8.19 


9.44 


0 0 1 


IN 1 Zlvr JtAJl^I J 






1 1 10 
1 i.IZ 
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15.67 


1 A f\A 

14.U4 


IN I Zxvr JUU i yzo 


9 ft 

Z.o 


o ft 

Z.O ' 


■t.OO 


2.47 2.45 


1.03 


TxTTOPP^nAl 000 


3 7/1 


J. /4 


4.06 


2.56 


3.38 


A Q£ 
U.OO 


MTOPP^flfi 1 0^ 1 


4.DJ 


4.63 


5.26 


3.9 


5.62 


2.98 


mtoppiaa 1 0*3 ft 
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0 97 
Z.Z / 


2.27 


5.53 


4.93 


3.93 


4.75 


WTO D OO AH 1 CM 1 

IN 1 zKJrOUU iyH D 


1 77 


3.27 


5.36 


5.77 


6.5 


5.56 


INlZKrJUUiy44 


1 T7 


1.77 


3.72 


4.08 


5.91 


4.34 


iNlzKrJUUiy4j 


A 

4.ZJ 


4.25 


12.2 


11.86 


11.78 


6.11 


JN J zKr jUUI y4 / 
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Z.V4 


2.94 


5.89 


4.06 


5.41 


3.4 
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4.ZI 


4.21 


8.9 


10.49 


11.08 


8.08 


IN 12KP30U1952 


23-54 
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IN 1 zKrJUU 1954 


C AiC 


5.06 


3.68 


4.34 


4.79 


L85 


NT2RP3001956 


4. 97 


4.97 


9.44 


7.76 


8.22 


6.29 


I\T2RP3001967 


3.78 


3.78 


7.74 


6.7 


5.37 


5.66 


NT2RP3001969 


J. 71 


1.71 


2:91 


4.05 


4.39 


3.62 * 


NT2RP3001976 


2.25 


2.25 


4.67 


6.22 


6.25 


4.84 * 


NT2RP3001986 


3.55 


3.55 


3.88 


3.43 


2.82 


2.19 


NT2RP3001989 


3.76 


3.76 


5.23 


2.86 


3.58 


2.54 


NT2RP3002002 


6.68 


6.68 


9.47 


6.25 


8.85 


3.86 


NT2RP3 002004 


5.02 


5.02 
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3.79 


5.74 


3.55 


NT2RP3002007 


1.29 


1.29 


2.3 


3.46 


4.05 


1.69 


NT2RP3002014 


1.38 


1.38 


6.23 


6.04 


6.24 


4.21 


NT2RP3002015 


3.61 


3.61 


10.33 


14.11 


' 9.94 


8.85 


NT2RP3002033 


1.54 


1.54 


5.03 


7.29 


5.03 


3.65 


NT2RP3002045 


1.89 


1.89 


5.29 


4.67 


4.36 


2.5 


InT2KP30020:>4 


5.26 


5.26 


8.12 


6.27 


9.17 


5.42 


mzKP300z05o 


5.67 


5.67 


5.52 


4.24 


4.24 


2.7 * 


JN 1 zKriUUzlD/ 


4.35 


4.35 


3.5 


2.87 


2.41 


0.81 * 


iN 1 zKriUUzUol 


A r l\ 

4./1 


4.71 


13.94 


8.64 


8.9 


10.74 


iN 1 zKr3 WzOoz 


A O 

0.8 


0.8 


2.42 


3.58 


3.26 


1.11 


In I zKriOUzOo 3 


5.61 


5.61 


10.31 


9.29 


9.3 


7.31 


In 1 zKr3UUzOo4 


Z.o 


2.6 


3.37 


2.72 


3.74 


2.52 


N ] ZKrJUUzO / 1 


1.0 


1.6 


3.91 


L99 


3.29 


1.45 


IN izKriUUzU/i 


C AH 

0.4/ 


6.47 


9.55 


10.45 


11.13 


8.64 


in i ztsyivvzi) / 4 


4.Z 


4.2 


7.25 


6.33 


7.82 


4.24 


XTTO t> D1AAO AT < 

JN 1 zKrJUUZU /J 


/.55 


7.58 


11.93 


21.64 30.17 18.15 


IN I ZKrJUUZU/ / 


"7 C 1 


3.81 


5.95 


2.48 


3.05 


2.78 


WTOP P^riTVOHR 7 
IN 1 ZlsJr JlA/ZUoI 




4.25 


7.55 


13.22 


12.62 


11.13 


NT2RP3002086 


3.86 


3.86 


9.77 


5.59 


8.66 


6.95 


NT2RP3002094 


7.34 


7.34 


10.28 


: 13.84 14.79 11.67 


NT2RP3002096 


1.98 


1.98 


4.53 


1.28 


3.12 


1.73 


NT2RP3002097 


3.77 


3.77 


6.16 


6.1 


8.34 


6.88 


NT2RP3002098 


1.61 


1.61 


4.3 


1.04 


1.8 


1.46 


NT2RP3002102 


2 


2 i 


k86 2 


Ul 


3.4 3 


.16 


NT2RP3002106 


2.74 


2.74 


4.98 


2.83 


4.9 


2.51 



780 



EP1 130 094 A2 



NT2RP3002108 3.69 3.69 7.8 3.11 3.39 3.15 

NT2RP30O21O9 12.49 12.49 32.04 31.61 27.15 25.12 

NT2RP3002110 36.38 36.38 54.93 55.24 58.94 46.55 

NT2RP3002113 11.15 11.15 13.99 10.66 15.22 11.44 

NT2RP3002120 2.22 2.22 4.42 2.31 4.13 2.7 

NT2RP3002121 5.93 5.93 14.39 13.38 14.39 15.06 

NT2RP3002126 34.03 34.03 108.96 121.18 130.55 142.49 

NT2RP3002128 4.06 4.06 8.23 3.36 6.87 3.92 

NT2RP3002130 8.29 8.29 18.59 11.69 10.7 14.03 

NT2RP3002133 14.24 14.24 18.31 10.06 8.3 19.51 

NT2RP3002136 10.32 10.32 15.42 12.49 17.64 17.49 

NT2RP3002140 3.13 3.13 6.35 6.15 3.9 4.16 

NT2RP3002142 16.86 16.86 50.85 56.54 81.25 62.65 * 

NT2RP3002146 4 4 7.22 5.14 9.31 6.56 

NT2RP3002147 3.8 3.8 10.45 6.06 7.4 6.2 

NT2RP3002151 5.62 5.62 10.64 6.27 4.43 7.33 

NT2RP3002155 1.62 1.62 3.27 2.01 4.98 0.8 

NT2RP3002156 3.15 3.15 4.82 2.55 4.08 2.42 

NT2RP3002160 1.57 1.57 3.43 1.36 3.43 1.56 

NT2RP3002163 20.86 20.86 55.1 35.13 44.03 32.6 

NT2RP3002165 4.17 4.17 3.67 6.21 8.31 4.86 

NT2RP3002166 4.04 4.04 10.53 7.76 8.79 5.58 

NT2RP3002173 2.24 2.24 5.75 2.95 3.34 3.53 

NT2RP3002174 8.41 8.41 15.8 13.21 7.82 14.77 

NT2RP3002181 1.1 1.1 3.46 1.87 3.51 1.61 

NT2RP3002185 2.69 2.69 4.51 2.94 4.35 2.61 

NT2RP3002193 5.51 5.51 13.38 16.39 15.35 11.36 

NT2RP3002204 5.66 5.66 12.49 17.04 24.14 18.95 * 

NT2RP3002244 4.03 4.03 8.29 5.28 6.11 4.8 

NT2RP3002248 5.42 5.42 11.1 3.19 11.78 6.52 

NT2RP3002253 2.61 2.61 9.3 9.66 11.26 6.18 

NT2RP3002255 11.07 11.07 26.56 22.78 11.53 20.93 

NT2RP3002264 3.06 3.06 5.54 5.88 7.37 4.07 

NT2RP3002267 1.26 1.26 4.33 3.1 4.65 1.82 

NT2RP3002273 7.51 7.51 12.98 10.15 13.8 12.11 

NT2RP3002276 5.22 5.22 7.89 3.08 7.68 3.48 

NT2RP3002281 6.37 6.37 6.83 7.45 8.46 3.44 

NT2RP3002286 3 3 4.79 3.54 4.34 3.88 

NT2RP3002297 10.62 10.62 29.36 22.26 20.57 23.93 

NT2RP3002301 5.73 5.73 13.24 9.47 7.55 6.21 

NT2RP3002303 3.01 3.01 6.39 5.29 6.65 4.58 

NT2RP3002304 2.66 2.66 7.17 6.3 7.3 4.91 

NT2RP3002309 2.3 2.3 7.18 9.26 13 4.39 

NT2RP30023U 4.54 4.54 6.67 3.17 4.02 1.83 

NT2RP3002315 15.27 15.27 20.91 25.82 33.13 21.82 

NT2RP3002319 2.37 2.37 5.06 3.07 3.51 2.38 

NT2RP3002324 8.97 8.97 61.42 49.85 51.23 55.4 

NT2RP3002330 4.74 4.74 8.33 10.31 8.24 8.15 

NT2RP3O02333 5.13 5.13 14.32 13.14 13.65 8.12 

NT2RP3002337 2.61 2.61 5.14 4.8 5.57 4.87 

NT2RP3002342 5.16 5.16 11.56 5.52 7.51 6.43 

NT2RP3002343 3.38 3.38 7.29 5.8 7.03 4.13 



781 



EP 1 130 094 A2 



NT2RP3002351 4.32 4.32 4.55 4.38 3.9 2.55 

NT2RP3002352 6.3 6.3 8.01 4.4 6.76 4.31 

NT2RP3002353 3 3 4.85 4.87 6.18 5.9 

NT2RP3002362 5 5 11.74 15.86 11.03 10.49 

NT2RP30O2363 2.41 2.41 3.67 5.53 6.17 2.32 

NT2RP3002377 2.61 2.61 5.47 6.8 7.31 4.73 

NT2RP3002377 4.47 4.47 7.73 11.4 5.31 7.09 

NT2RP3002394 5.58 5.58 7.35 7.82 10.17 4.46 

NT2RP3002397 3.77 3.77 4.81 2.7 3.12 1.68 * - 

NT2RP3002399 4.61 4.61 7.69 14.65 13.02 16.16 ** 

NT2RP3002402 2.84 2.84 6.99 8.94 8.7 6.99 

NT2RP3002404 2.88 2.88 5.6 3.12 3.73 1.83 

NT2RP3002410 4.85 4.85 15.65 17.05 14.13 10.65 

NT2RP3002411 2.98 2.98 5.68 3.7 5.29 2.85 

NT2RP3002414 5.62 5.62 9.35 10.28 6.81 7.92 

NT2RP3002430 5.11 5.11 14.63 18.24 19.29 14.51 

NT2RP3002443 5.4 5.4 4.6 4.35 5.25 3.62 

NT2RP3002454 7.3 7.3 15.31 12.9 12.71 9.32 

NT2RP3002455 4.62 4.62 12.11 14.31 9.11 13.25 

NT2RP3002456 3.21 3.21 7.75 7.09 6.57 5.9 

NT2RP3002462 2.79 2.79 4.16 4.94 6.17 4.79 * 

NT2RP3002469 3.84 3.84 6.38 9.24 6.78 8.07 * 

NT2RP3002470 6.7 6.7 14.71 17.86 16.99 13.48 

NT2RP3002484 4.01 4.01 6.86 6.81 8.01 4.59 

NT2RP3002491 3.62 3.62 4.1 2.05 2.51 1.46 ** 

NT2RP3002494 79.24 79.24 131.02 118.47 163.2 105.2 

NT2RP3002497 1.07 1.07 1.57 2.37 1.39 1.37 

NT2RP3002500 1.23 1.23 1.13 2.72 2.02 2.07 ** 

NT2RP3002501 5.25 5.25 8.49 8.45 8.11 9.69 

NT2RP3002512 2.85 2.85 3.97 3.3 2.74 3.57 

NT2RP3002529 3.94 3.94 7.5 6.59 5.14 5.85 

NT2RP3002533 7.95 7.95 10.26 9.79 10.51 8.18 

NT2RP3002539 4.39 4.39 4.32 5.66 6.61 2.85 

NT2RP3002540 5.24 5.24 5.5 3.48 4.76 3.65 * 

NT2RP3002543 3.44 3.44 7.17 4.93 6.21 5.31 

NT2RP3002545 7.34 7.34 7.46 5.17 5.52 6.8 * 

NT2RP3002549 3.27 3.27 7.8 4.98 6.11 4.54 

NT2RP3002552 3.05 3.05 6.04 4.17 5.81 4.06 

NT2RP3002558 9.54 9.54 9.39 9.93 4.26 11.27 

NT2RP3002565 1.94 1.94 4.83 1.73 2.48 1.52 

NT2RP3002566 3.62 3 62 7.02 4.03 8.51 3.65 

NT2RP3002571 2.53 2.53 4.85 3.77 5.41 3.74 

NT2RP3002572 2.98 2.98 5.28 4.75 4.74 5.21 

NT2RP3002573 4.31 4.31 11.38 7.06 9.48 7.06 

NT2RP3002577 1.57 1.57 4.61 2.71 2.32 1.9 

NT2RP3002579 3.92 3.92 6.41 4.03 7.75 11.16 

NT2RP3002582 5.02 5.02 7.17 11.51 14.07 8.45 * 

NT2RP3002587 1.9 1.9 3.13 2.68 3.04 1.97 

NT2RP3002590 3.16 3.16 5.65 9.06 10.39 8.06 ** 

NT2RP3002602 3.02 3.02 4.24 3.95 5.85 3.77 

NT2RP3002603 71.53 71.53 214.41 268.41 257.84 298.26 

NT2RP3002621 1.95 1.95 3.42 2.13 5.13 L85 



782 



EP 1 130 094 A2 



20 



25 



NT2RP3002622 2.63 2.63 7.38 3.7 7.36 4.67 

NT2RP3002624 2.29 2.29 7.4 4.04 4.9 3.64 

NT2RP3002628 6.36 6.36 16.17 19.57 22.15 16.21 

5 NT2RP3002629 8.96 8.96 13.58 15.4 18.26 15.57 * + 

NT2RP3002631 1.95 1.95 1.67 0.91 1.65 1.69 

NT2RP3002647 4.04 4.04 4.01 5.44 7.16 4.6 

NT2RP3002649 2.99 2.99 5.99 2.15 5.84 3.23 

NT2RP3002650 3.32 3.32 11.62 4.98 8.53 6.88 

10 NT2RP3002652 2.27 2.27 6.59 4.91 6.83 4.25 - 

NT2RP3002654 3.05 3.05 7.5 5.58 5.4 4.2 

NT2RP3002657 14.14 14.14 13.87 17.27 26.08 18.87 

NT2RP3002659 1.92 1.92 6.01 3.91 5.78 3.47 

NT2RP3002660 3.09 3.09 4.84 3.77 7.72 3.52 

15 NT2RP3002663 2.39 2.39 3.33 2.54 3.13 2.84 

NT2RP3002664 2.74 2.74 7.28 3.65 2.56 2.13 

NT2RP3002667 2.92 2.92 6.59 6.63 5.46 5.35 

NT2RP3002671 2.37 2.37 5.02 3.91 5.52 4.11 

NT2RP3002682 6.34 6.34 20.62 14.37 17.64 21.7 
NT2RP3002684 4 4 6.34 3.32 6.16 3.18 

NT2RP3002687 3.25 3.25 6.22 2.7 3.87 6.41 

NT2RP3002688 3.22 3.22 4.98 2.63 3.91 2.61 

NT2RP3002698 2.2 2.2 3.99 3.07 4.28 2.38 

NT2RP3002701 2.93 2.93 6.73 3.45 3.07 3.6 

NT2RP3002705 2.17 2.17 8.01 4.36 8.76 4.72 

NT2RP3002708 3.69 3.69 9.88 5.64 7.34 4.9 

NT2RP3002711 6.67 6.67 7.85 7.77 7.56 6.69 

NT2RP3002712 55.99 55.99 75.28 146.74 168.42 130.64 ** 

30 NT2RP3002713 4.31 4.31 7.06 2.66 2.19 1.87 * - 

NT2RP3002721 5.77 5.77 10.06 11.06 16.94 8.96 

NT2RP3002722 7.11 7.11 10.08 7.8 6,45 6.62 

NT2RP3002723 42.31 42.31 75.85 60.39 46.74 58.76 

NT2RP3002737 8.35 8.35 18.1 10.97 11.6 9.37 
35 NT2RP3002738 1.9 1.9 6.13 3.09 5.23 3.54 

NT2RP3002742 14.11 14.11 23.22 30.39 28.27 27.66 * h 

NT2RP3002744 4.09 4.09 5.24 3.92 4.92 1.71 

NT2RP3002756 5.8 5.8 5.8 3.19 2.68 1.55 ** - 
NT2RP3002757 12 12 17.79 19.76 24.24 19.75 * + 

40 NT2RP3002758 21.11 21.11 42.35 44.47 63.91 36.38 

NT2RP3002762 5.07 5.07 8.82 7.21 7.43 7.76 

NT2RP3002763 1.62 1.62 4,86 3.76 4.99 2.18 

NT2RP3002770 1.78 1.78 5.14 3.46 3.7 2.93 

NT2RP3002771 17.04 17.04 39.53 24.93 40.21 34.4 

45 NT2RP3002785 2.42 2.42 5.45 3.36 4.09 2.66 

NT2RP3002790 4.65 4.65 4.22 3.16 3.57 2.33 * - 

NT2RP3002799 4.73 4.73 6.33 3.42 2.7 1.43 * - 

NT2RP3002801 4.14 4.14 3.59 3.6 3.22 2.49 

NT2RP3002802 2.31 2.31 6.3 6.78 5.43 4.4 
NT2RP3002810 2.98 2.98 5.41 7.44 12.32 13.27 * + 
NT2RP3002818 1.5 1.5 2.44 2.18 4.16 2.47 

NT2RP3002821 12.8 12.8 33.14 26.1 35.81 23.02 
NT2RP3002823 3.85 3.85 8.98 4.65 5.92 3.87 
55 NT2RP3002825 5.47 5.47 13.04 13.47 19.19 7.12 



50 



783 
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NT2RP3002829 5.37 5.37 6.25 4.75 4.89 3.8 

NT2RP300283I 4.01 4.01 6.13 9.07 8.77 5.19 

NT2RP3002836 7.33 7.33 19.42 11.56 16.91 20.66 

NT2RP3002845 4.17 4.17 6.63 7.87 8.6 8.45 * 

NT2RP3002852 3.37 3.37 7.57 7.8 8.72 8.21 

NT2RP3002861 3.82 3.82 6.4 7.34 7.35 4.63 

NT2RP3002869 3.66 3.66 3.26 2.49 1.86 0.49 * 

NT2RP3002874 11.25 11.25 21.44 25.33 31.95 25.54 

NT2RP3002876 6.98 6.98 11.06 12.8 14.93 14.39 * 

NT2RP3002877 4.7 4.7 5.96 3.3 5.24 2.53 

NT2RP3002887 0.47 0.47 3.42 2.81 3.53 3.91 

NT2RP30O29O0 6.46 6.46 19.64 21.86 21.54 22.3 

NT2RP3002902 4.01 4.01 10.25 11.72 8.52 8.06 

NT2RP3002909 2.61 2.61 6.19 6.67 5.38 3.93 

NT2RP3002911 3.05 3.05 3.68 3.09 3.73 2.24 

NT2RP3002948 4.09 4.09 4.81 2.73 4.44 2.07 

NT2RP3002953 3.85 3.85 3.6 2.27 2.52 0.84 * 

NT2RP3002955 6.55 6.55 3.78 1.93 2.47 0.86 * 

NT2RP3002958 5.85 5,85 11.4 16.5 10.57 16.64 

NT2RP3002969 4.28 4.28 8.27 12.91 7.49 7.33 

NT2RP3002972 3.55 3.55 4.82 4.41 6.18 2.29 

NT2RP3002978 1.48 1.48 2.99 2.61 3.7 1.49 

NT2RP3002983 2.89 2.89 4.69 4.46 6.12 4.37 

NT2RP3002985 4.23 4.23 17.87 13.64 20.26 11.12 

NT2RP3002988 3.97 3.97 4.6 4.12 5.64 4.13 

NT2RP3003000 3.11 3.11 3.46 2.46 3.2 1.51 

NT2RP3003008 3.26 3.26 5.87 3,95 4.55 2.96 

NT2RP3003012 3.43 3.43 6.06 3.9 4.96 2.79 

NT2RP3003015 1.35 1.35 4.9 1.5 2.5 0.54 

NT2RP3003018 2.15 2.15 6.09 3.45 7.24 2.59 

NT2RP3003028 3.53 3.53 7.23 3.5 5.05 4.01 

NT2RP3003029 111.75 111.75 149.73 175.13 159.77 181 

NT2RP3003032 7.06 7.06 9.05 11.87 18.84 9.94 

NT2RP3003041 2.07 2.07 1.88 1.61 1.41 0.69 

NT2RP3003044 3.06 3.06 7.45 5.72 6.11 7.57 

NT2RP3003047 3.09 3.09 5.16 2.4 4.67 2.06 

NT2RP3003050 5.96 5.96 12.03 6.74 10.3 8.42 

NT2RP3003053 7.46 7.46 18 14.42 17.14 13.72 

NT2RP30O3059 1.93 1.93 4.76 2.88 4.41 3.06 

NT2RP3003061 2.8 2.8 8.59 5.49 5.68 5.16 

NT2RP3003068 5.99 5.99 11.77 9.41 8.75 10.04 

NT2RP3003071 7.22 7.22 10.77 10.39 14.52 10.39 

NT2RP3003076 2.67 2.67 9.49 5.57 6.57 4.01 

NT2RP3003078 1.5 1.5 4.12 2.09 4.52 2.43 

NT2RP3003081 6.21 6.21 10.54 9.94 9.6 9.97 

NT2RP3003090 1.49 1.49 5.95 3.28 3.57 3.25 

NT2RP3003097 2.42 2.42 7.15 2.71 3.72 2.93 

NT2RP3003098 2.75 2.75 4.22 2.73 3.43 1.73 

NT2RP3003101 5.56 5.56 7.24 7.73 10.35 7.18 

NT2RP3003109 16.11 16.11 27.38 27.36 41.03 21.91 

NT2RP3003121 3.39 3.39 11.03 4.61 8 2.44 

NT2RP3003133 2.09 2.09 5.78 4.93 8.58 3.96 
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NT2RP3003137 3.42 3.42 5.74 6.32 7.59 5.29 

NT2RP3003138 2.36 2.36 5.27 5.26 5.7 3.74 

NT2RP3003139 2.53 2.53 7.8 3.15 5.74 2.7 

NT2RP3003145 5.08 5.08 32.56 25.8 29.74 19.72 

NT2RP3003150 2.03 2.03 5.17 3.56 3.76 1.97 

NT2RP3003157 2.52 2.52 8.34 6.4 10.1 4.94 

NT2RP3003185 1.77 1.77 3.88 1.91 3.34 2.62 

NT2RP3003193 2.62 2.62 5.75 6.03 4.59 2.65 

NT2RP3003197 2.38 238 3.8 3.11 4.02 2.2 

NT2RP3003203 11.82 11.82 14.35 16.85 10.17 15.27 

NT2RP3003204 3.76 3.76 7.93 4.04 6.17 3.79 

NT2RP3003210 14.48 14.48 75.3 58.97 84.6 68.66 

NT2RP3003212 5.15 5.15 9.44 9.21 10.67 7.36 

NT2RP3003213 4.16 4.16 5.68 5.15 7.02 5.44 

NT2RP3003224 1.7 1.7 4.75 2.43 2.11 2.64 

NT2RP3003226 3.25 3.25 5.68 6.57 5.94 3.63 

NT2RP3003230 7.79 7.79 11.47 12.39 8.89 -6.72 

NT2RP3003235 7.61 7.61 10.79 7.77 7.73 6.89 

NT2RP3003242 12.17 12.17 23.49 26.68 32.03 19.25 

NT2RP3003251 5.61 5.61 9.47 3.73 4.95 4.08 

NT2RP3003252 3.95 3.95 5.95 2.19 3.7 2.42 

NT2RP3003258 4.92 4.92 7.89 19.94 24.95 15.47 ** 

NT2RP3003260 4.54 4.54 12.34 13.46 11.52 12.68 

NT2RP3003264 1.64 1.64 5.99 3.18 4.32 1.86 

NT2RP3003273 2.18 2.18 4.93 4.57 3.58 1.72 

NT2RP3003278 1.33 1.33 4 1.31 5.12 0.63 

NT2RP3003280 9.85 9.85 23.11 18.18 19.52 18.19 

NT2RP3003282 5.29 5.29 6.25 3.62 3.97 3.48 ** 

NT2RP3003290 6.64 6.64 9.09 4.8 5.38 3.78 * - 

NT2RP3003301 4.01 4.01 5.73 4.31 4.59 3.23 

NT2RP3003302 1.45 1.45 2.31 2.91 2.64 1.91 

NT2RP3003311 2.45 2.45 6.76 15.72 13.09 11.55 ** 

NT2RP3003312 1.81 1.81 3.35 3.73 3.87 2.41 

NT2RP3003313 1.61 1.61 4.2 2.91 5.4 2.87 

NT2RP3003327 1.62 1.62 6.24 4.81 4.95 3.34 

NT2RP3003330 5.13 5.13 8.01 15.68 16.13 12.78 ** 

NT2RP3003344 3.36 3.36 4.14 2.92 3.74 2.6 

NT2RP3003346 3.81 3.81 4.83 4.38 4.05 1.24 

NT2RP3003349 4.04 4.04 6.93 9.96 9.41 9.65 ** 

NT2RP3003353 1.95 1.95 3.24 4.06 5.37 2.45 

NT2RP3003354 5.09 5.09 13.72 16.29 12.02 13.5 

NT2RP3003368 3.03 3.03 4.73 4.04 4.08 2.63 

NT2RP3003375 4.1 4.1 7.4 7.41 9.67 6.62 

NT2RP3003377 4.16 4.16 3.98 2.57 3.58 1.65 

NT2RP3003384 5.77 5.77 4.55 2.83 3.43 2.56 ** 

NT2RP3003385 4.55 4.55 3.12 1,9 2.36 1.47 * - 

NT2RP3003396 3.93 3.93 13.63 16.4 8.38 12.32 

NT2RP3003403 1.62 1.62 2.54 3.24 4.73 1.92 

NT2RP3003409 1.18 1.18 2.97 3.3 4.48 3.03 

NT2RP3003411 4.59 4.59 15.42 14.11 15.42 10.96 

NT2RP3003420 3.79 3.79 4.36 3.68 2.13 1.85 

NT2RP3003425 3.25 3.25 6.71 5.85 7.25 5.49 
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NT2RP3003426 9.11 9.11 16.3 10.88 11.12 17.45 

NT2RP3003427 5.95 5.95 10.09 9.15 13.58 8.03 

NT2RP3003433 2.55 2.55 6.26 8.42 9.57 4.87 
NT2RP3003437 22.12 22.12 49.85 51.81 44 38.77 

NT2RP3003448 1.88 1.88 4.24 3.5 3.83 2.63 

NT2RP3003455 5.23 5.23 12.16 11.8 9.96 8.44 

NT2RP3003462 4.96 4.96 10.07 10.76 8.25 7.08 

NT2RP3003464 3.79 3.79 5.03 3.01 4.76 1.2 

NT2RP3003469 4.1 4.1 7.77 6.62 7.56 5.07 
NT2RP3003473 22.06 22.06 36.6 54.82 69.25 56.46 

NT2RP3003474 8.26 8.26 23.04 13.23 12.04 13.52 

NT2RP3003475 2.84 2.84 4.04 4.55 4.45 3.28 

NT2RP3003490 2.7 2.7 5.81 4.21 4.43 3.12 

NT2RP3003491 2.26 2.26 3 2.14 2.75 1.26 
NT2RP3003493 11.75 11.75 30.77 34.59 28.9 34.45 

NT2RP3003500 4.93 4.93 5.26 4.99 7.46 3.65 

NT2RP3003527 2.73 2.73 3.09 2.42 2.92 1.72 

NT2RP3003532 2.7 2.7 1.81 2.14 3.33 2.13 

NT2RP3003535 3.14 3.14 4.37 1.92 3.4 2.19 

NT2RP3003536 3.04 3.04 5.95 3.45 5.2 4.97 

NT2RP3003543 2.61 2.61 6.24 3.21 4.81 3.83 

NT2RP3003549 1.43 1.43 6.66 2.18 4.07 1.55 

NT2RP3003552 1.8 1.8 5.76 0.64 0.84 1.58 

NT2RP3003555 4.4 4.4 14.14 12.16 17.43 16.23 

NT2RP3003559 2.81 2.81 6.7 3.88 5.11 5.49 

NT2RP3003564 3.11 3.11 5.9 2.24 4.6 5.25 

NT2RP3003572 2.1 2.1 4.21 1.88 3.02 2.32 

NT2RP3003576 5.88 5.88 10.15 11.32 8.98 9 22 

NT2RP3003587 7.39 7.39 12.41 10.01 12.71 12.75 

NT2RP3003589 15.33 15.33 22.45 23.89 23.75 26.58 

NT2RP3003592 7.77 7.77 10.4 8.42 14.48 9.74 

NT2RP3003593 8.16 8.16 13.62 13.47 13.84 110.49 

NT2RP3003614 2.66 2.66 8.18 3.11 4.48 7.09 

NT2RP3003621 1.64 1.64 3.91 2.1 3.68 2.96 

NT2RP3003625 1.54 1.54 6.94 3.79 5.09 4.96 

NT2RP3003627 6.73 6.73 20.05 16.23 13.97 25.71 

NT2RP3003636 3.3 3.3 7.74 5.99 3.79 10.4 

NT2RP3003642 7.12 7.12 12.2 12.85 13.15 15.83 

NT2RP3003645 2.91 2.91 6.07 2.23 2.42 3.53 

NT2RP3003648 2.88 2.88 3.71 2.17 2.44 3.13 

NT2RP3003649 2.7 2.7 9.28 6.36 5.11 12.04 

NT2RP3003650 2.65 2.65 4.25 4.38 3.16 4.09 

NT2RP3003656 1.69 1.69 3.23 1.94 4.12 3 

NT2RP3003659 2.76 2.76 4.56 2.14 4.8 4.88 

NT2RP3003662 31.39 31.39 53.28 34.35 14.68 34 64 

NT2RP3003664 3.56 3.56 6.5 6.18 5.45 6.55 

NT2RP3003665 1.89 1.89 4.83 2.07 2.8 4.96 

NT2RP3003671 2.88 2.88 4.33 3.03 2.6 4.29 

NT2RP3003672 4.78 4.78 9.8 10.69 14.73 16.35 * 

NT2RP3003673 4.98 4.98 9.42 5.35 3.05 4.12 

NT2RP3003679 40.1 40.1 95.7? 69.92 23.86 83.88 

NT2RP3003680 3.13 3.13 5.38 3.96 4.58 5.88 
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EP1 130 094 A2 



NT2RP3003686 2.22 2.22 4.43 2.84 4.85 2.25 
NT2RP3003689 4.05 4.05 9.69 5.94. 5.63 8.27 
NT2RP3003697 J 3.79 13.79 120.74 108.93 77.49 68.74 
NT2RP3003701 2.7 2.7 5.17 2.58 3.05 2.57 
NT2RP3003704 2.99 2.99 6.96 7.09 7.61 6.96 
NT2RP3003714 1.39 1.39 4.25 1.68 0.89 1.14 
NT2RP3003716 2.05 2.05 4.23 3 2.29 2.24 
NT2RP3003721 1.83 1.83 3.27 1.85 3.45 2.18 
NT2RP3003722 3.45 3.45 8.18 8.08 7.79 5.45 
NT2RP3003726 3.5 3.5 4.9 2.77 4.51 2.32 
NT2RP3003729 4.1 4.1 8.53 4.22 5.44 4.6 
NT2RP3003731 5.06 5.06 6.98 4.19 3.54 7.45 
NT2RP3003740 2.58 2.58 5.08 2.42 2.48 2.94 
NT2RP3003746 3.63 3.63 8.14 6.7 5.94 6.59 
NT2RP3003749 0.67 0.67 2.58 1.55 2.08 1.73 
NT2RP3003754 3.32 3.32 7.31 4.66 5.87 5.81 
NT2RP3003759 1.16 1.16 4.44 2.49 4.41 1.43 
NT2RP3003764 3.97 3.97 7.08 6.85 7.41 5.06 
NT2RP3003766 6.93 6.93 7.84 3.3 5.87 3.79 * 
NT2RP3003767 11.19 11.19 16.8 14.83 21.08 16.97 
NT2RP3003778 3.36 3.36 4.89 4.46 5.55 4.27 
NT2RP3003779 4.05 4.05 15.26 13.02 8.74 10.52 
NT2RP3003783 9.25 9.25 21.72 22.42 13.65 18.76 
NT2RP3003787 2.15 2.15 4.65 4.41 4.74 6.37 
NT2RP3003789 5.12 5.12 10.16 11.63 12.19 14.96 * 
NT2RP3003795 1.48 1.48 6.48 4.09 2.82 2.24 
NT2RP3003799 2.67 2.67 5.5 3.08 2.38 1.75 
NT2RP3O03800 4.36 4.36 5.92 4.14 4.57 6.91 
NT2RP3003805 8.15 8.15 6.78 8.4 5.48 5.89 
NT2RP3003809 1.94 1.94 7.2 5.83 5.4 4.82 
NT2RP3003819 3.39 3.39 6.07 7.3 5.97 6.35 
NT2RP3003824 5.69 5.69 10.69 14.08 14.85 13.32 * 
NT2RP3003825 9.06 9.06 16.31 12.87 16.88 16.75 
NT2RP3003828 4.7 4.7 14.38 13.36 15.69 14.55 
NT2RP3003831 4.01 4.01 6.38 5.77 6.54 7.23 
NT2RP3O03833 5.12 5.12 7.5 6.44 8.88 6.96 
NT2RP3003836 6.37 6.37 5.05 5.74 6.47 4.31 
NT2RP3003842 2.7 2.7 9.08 6.84 6.51 7.09 
NT2RP3003843 9.26 9.26 26.77 16.67 12.71 16.2 
NT2RP3003844 20.38 20.38 46.56 42.84 27.94 44.32 
NT2RP3003846 4.04 4.04 8.45 8.94 7.18 8.05 
NT2RP3003849 2.27 2.27 2.68 2.67 2.73 1.68 
NT2RP3003862 28.91 28.91 45.63 32 37.58 44.88 
NT2RP3003870 4.76 4.76 4.81 2.54 2.93 2.05 ** 
NT2RP3003874 21.46 21.46 20.88 33.11 47.25 36.44 
NT2RP3003876 1.62 1.62 8.08 5.45 7.49 6.81 
NT2RP30O3880 1.74 1.74 4.63 5.31 4.66 4.73 
NT2RP30O3889 1.69 1.69. 3.04 3.41 3.53 9.53 
NT2RP3003891 1.88 1.88 2.98 2.56 3.19 1.37 
NT2RP3003914 3.1 3.1 7.35 6.88 5.15 7.39 
NT2RP3003915 5.03 5.03 8.44 9.52 11.35 8.6 
NT2RP3003918 6.79 6.79 10.39 10.04 13.71 12.42 
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EP1 130 094 A2 



NT2RP3003920 6.9 6.9 9.13 8.31 10.22 8.96 

NT2RP3003924 2.25 2.25 9.57 6.49 5.34 6.91 

NT2RP3003932 1.41 1.41 3.85 5.17 5.26 3.85 

NT2RP3003939 3.48 3.48 11.88 9.86 14.05 11.09 

NT2RP300394O 11.34 11.34 27.33 23.54 20.59 23.06 

NT2RP3003943 2.6 2.6 2.83 2.85 2.78 3.88 

NT2RP3003959 3.52 3.52 6.96 6.54 5.93 5.49 

NT2RP3003963 4.83 4.83 7.59 4.01 4.61 2.52 

NT2RP3003965 11.14 11.14 13.85 18.75 20.67 17.22 

NT2RP3003972 26.1 26.1 40.32 22.13 17.98 38 48 

NT2RP3003973 2.85 2.85 4.33 1.96 3.6 3.96 

NT2RP3003979 5.89 5.89 12.53 6.92 8.49 8.84 

NT2RP3003980 3.52 3.52 9.41 9.34 8.89 7.92 

NT2RP3003982 4.2 4.2 4.63 2.44 1.6 4.61 

NT2RP3003989 6.24 6.24 4.69 9.61 5.62 16.05 

NT2RP3003992 2.13 2.13 4.89 2.47 5.12 4.8 

NT2RP3004000 2.81 2.81 6 1.72 3.22 2.62 

NT2RP3004001 11.38 11.38 19.94 11.62 11.37 21.11 

NT2RP3004005 2.89 2.89 7.79 4.7 4.48 6.84 

NT2RP3004013 2.23 2.23 7.2 2.66 4.87 3 57 

NT2RP3004016 1.5 1.5 7.1 2.22 3.14 2.88 

NT2RP3004025 4.02 4.02 7.69 7.48 12.19 9.01 

NT2RP3004030 7.05 7.05 12.64 13.97 15.8 17.66 * 

NT2RP3004041 5.65 5.65 11.38 10.48 9.57 19.81 

NT2RP3004042 15.22 15.22 102.33 97.27 103.6 99.67 

NT2RP3004044 2.13 2.13 6.51 5.14 7.21 4.22 

NT2RP3004051 2.6 2.6 5.79 2.23 5.51 4.69 

NT2RP3004052 7.1 7.1 11.22 5.63 4.98 9.78 

NT2RP3004053 15.87 15.87 35.04 23.12 40.67 40.17 

NT2RP3004055 2.38 2.38 5.33 2.98 3.3 4.47 

NT2RP3004059 4.05 4.05 8,8 8.15 7.03 11 

NT2RP3004063 5.13 5.13 11.23 8.78 11.27 12.33 

NT2RP3004067 4.24 4.24 8.4 6.62 6.42 4.47 

NT2RP3004070 3.58 3.58 9.92 6.26 4.4 5.47 

NT2RP3004075 4.16 4.16 11.23 12.62 11.88 13.3 

NT2RP30O4078 2.6 2.6 5.25 4.94 4.19 2.79 

NT2RP30O4083 2.93 2.93 6.23 4.57 6.8 11.37 

NT2RP3004084 4.65 4.65 20.29 6.18 8.56 5 32 

NT2RP3004087 4.2 4.2 7.86 7.14 10.81 9.03 

NT2RP3004090 4.11 4.11 6.42 9 8.19 8.61 ** 

NT2RP3004093 2.38 2.38 7.49 4.07 3.51 4.47 

NT2RP3004095 5.02 5.02 13.11 11.57 10.17 18.55 

NT2RP30O4102 3.32 3.32 5.59 5.25 4.27 3.21 

NT2RP30O4110 12.74 12.74 18.66 22.12 14.31 19.97 

NT2RP3004119 3.3 3.3 7.71 3.91 4.08 3.73 

NT2RP30O4125 5.55 5.55 12.05 8.13 10.88 8.38 

NT2RP3004129 4.62 4.62 7.38 3.36 2.95 6.08 

NT2RP3004130 11.81 11.81 28.12 21.92 31.13 21.05 

NT2RP3004133 4.51 4.51 12.95 14.62 8.94 16.81 

NT2RP3004145 L43 1.43 4.17 2.62 4.87 3.59 

NT2RP3004148 2.67 2.67 7.07 5.26 6.24 4.5 

NT2RP3004155 2.37 2.37 4.82 4.7 4.57 6.59 



788 



EP 1 130 094 A2 



NT2RP3004165 17.94 17.94 29.96 29.58 31.82 39.18 
NT2RP3004179 7.34 7.34 6.72 2.71 5.41 3.3 * 
NT2RP3004185 5.2 5.2 5.53 2.76 2.76 1.95 ** 
NT2RP3004188 4.77 4.77 10.82 7.74 11.35 7 
NT2RP3004189 4.23 4.23 5.91 4.97 4.82 6.28 
NT2RP3004190 2.6 2.6 5.57 5.84 4.36 5.26 
NT2RP3004191 14.09 14.09 23.4 31.41 29.45 30.09 < 
NT2RP3004202 2.04 2.04 4.56 4.16 4.42 2.3 
NT2RP3004205 8.75 8.75 21.54 21.27 25.35 20.28 
NT2RP3004206 4.5 4.5 9.74 5.14 6.37 9 
NT2RP3004207 5.19 5.19 4.99 3.09 3.25 1.77 ** 
NT2RP3004209 4.74 4.74 7.74 8.2 11.23 9.08 * 
NT2RP3004215 1.86 1.86 6.7 3.96 2.41 4.55 
NT2RP3004219 5.15 5.15 11.25 10.04 8.81 13.65 
NT2RP3004242 4.65 4.65 10.36 9.8 10.19 14.56 
NT2RP3004246 4.5 4.5 9.39 9.18 10.95 3.8 
NT2RP3004253 1.89 1.89 4.85 3.64 4.99 2.8 
NT2RP3004258 5.45 5.45 10.89 12.77 11.07 11.39 
NT2RP3004262 4.26 4.26 5.71 2.63 2.99 2.01 * 
NT2RP3004275 5.59 5.59 3.43 1.4 2.97 2.34 * 
NT2RP3004282 5.45 5.45 68.08 51.29 52.72 53.57 
NT2RP3004289 1.79 1.79 2.95 1.9 2.18 3.99 
NT2RP3004294 2.74 2.74 6.02 6.95 6.93 7.24 * 
KT2RP3004298 8.76 8.76 48.63 46.33 60.89 50.83 
NT2RP3004309 3.3 3.3 6.46 5.2 5.22 5.31 - 
NT2RP3004321 3.71 3.71 6.11 3.29 3.74 3.34 
NT2RP3004322 5.61 5.61 6.86 6.06 6.43 6.56 
NT2RP3004332 11.69 11.69 100.11 78.54 102.41 76.72 
NT2RP3004334 1.49 1.49 6.97 8.56 6.06 9.06 
NT2RP3004336 2.11 2.11 6.24 6.02 4.44 5.63 
NT2RP3004338 3.09 3.09 8.41 10.22 9.52 16.47 
NT2RP3004341 1.81 1.81 4.56 6.13 5.17 9.13 
NT2RP3004345 4.1 4.1 8.68 9.3 9.63 8.48 
NT2RP3004348 5.06 5.06 11.25 13.04 10.79 12.54 
NT2RP3004349 5 5 7.5 4.89 7.75 5.76 
NT2RP3004355 5.57 5.57 7.09 7.55 7.07 7.18 
NT2RP3004356 5.76 5.76 21.51 11.29 15.14 15.56 
NT2RP3004360 3.4 3.4 5.26 6.01 5.32 7.85 
NT2RP3004361 2.6 2.6 6.26 7.67 7.3 8.87 * 
NT2RP3004374 3.06 3.06 10.09 8.8 6.6 5.75 
NT2RP3004378 10.48 10.48 18.57 28.26 24.09 34.81 
NT2RP3004399 3.88 3.88 5.77 3.53 3.17 9.06 
NT2RP3004405 4.07 4.07 6.77 3.03 5.52 3.93 
NT2RP3004406 5.36 5.36 6.23 5.19 6.03 6.12 
NT2RP3004411 5.93 5.93 13.28 8.08 6.39 9.51 
NT2RP3004424 1.53 1.53 2.43 3.27 1.81 2.83 
NT2RP3004428 3.03 3.03 5.36 5.07 3.82 4.09 
NT2RP3004432 3.3 3.3 3.52 3.61 3.11 4.38 
NT2RP3004434 3.42 3.42 8.41 7.28 9.09 7.99 
NT2RP3004446 3.29 3.29 4.6 3.29 4.1 2.63 
NT2RP3004451 3.2 3.2 6.01 3.89 3.38 2.48 
NT2RP3004454 2.96 2.96 4.16 2.69 3.5 2.5 
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EP 1 130 094 A2 



NT2RP3004466 3.5 3.5 7.89 5.25 3.85 5.61 

NT2RP3004470 7.42 7.42 24.53 18.4 16.35 24.72 

NT2RP3004472 2.49 2.49 4.4 3.97 3.84 3.88 

NT2RP3004475 1.71 1.71 5.52 2.72 5.93 3.9 

NT2RP3004480 14.12 14.12 17.04 18.94 10.5 18.82 

NT2RP3004481 5.42 5.42 11.37 5.04 7.37 12.39 

NT2RP3004490 2.66 2.66 8.45 3.92 7.03 8.25 

NT2RP3004496 4.8 4.8 14.38 7.22 9.3 11.08 

NT2RP3004498 6.39 6.39 21.39 16.86 15.11 18.92 

NT2RP3004503 2.78 2.78 9.34 4.85 6.23 5.88 

NT2RP3004504 3.91 3.91 11.09 6.05 10.67 11.52 

NT2RP3004505 17.38 17.38 28.56 37.35 26.72 37.82 

NT2RP3004507 1.57 1.57 6.6 2.52 5.52 1.68 

NT2RP3004519 4.9 4.9 7.73 4,93 8.36 8.75 

NT2RP3004524 10.04 10.04 29.21 26.88 26.43 29.62 

NT2RP3004527 3.03 3.03 3.22 1.29 2.23 2.08 * 

NT2RP3004534 3.08 3.08 10.44 5.58 12 7.38 

NT2RP3004539 4.45 4.45 12.17 9.8 8.97 12 

NT2RP3004541 2.65 2.65 11.06 5.48 9.44 8.25 

NT2RP3004544 3.54 3.54 8.89 6.62 5.24 9.48 

NT2RP3004551 3.46 3.46 6.75 6.6 6.6 6.98 

NT2RP30O4552 2.76 2.76 4.33 2.84 3.22 4.98 

NT2RP3004557 5.68 5.68 8.73 9.74 15.44 13.16 * 

NT2RP3004561 1.96 1.96 3.77 2.55 4.46 4.1 

NT2RP3004566 3.09 3.09 11.55 7.2 10.05 8.79 

NT2RP3004569 2.21 2.21 7.09 4.63 5.36 6.91 

NT2RP3004572 4.37 4.37 6.83 7.08 5.55 7.07 

NT2RP3004578 2.35 2.35 .5.38 4.15 4.27 3.24 

NT2RP3004584 4.76 4.76 28.36 34.99 37.13 30.29 

NT2RP3004588 2.38 2.38 4.89 1.6 3.7 3.28 

NT2RP3004594 2.25 2.25 5.9 5.67 6.49 8.94 

NT2RP3004603 34.16 34.16 99.64 80.2 102.6 97.27 

NT2RP3004612 4.71 4.71 12.17 5.3 3.36 5.34 

NT2RP3004617 1.09 1.09 2.32 2.49 3.3 2.39 

NT2RP3004618 4.61 4.61 5.9 2.49 5.21 5.9 

NT2RP3004625 3.97 3.97 8.17 4.55 6.92 7.1 

NT2RP3004635 4.76 4.76 7.83 1.52 2.86 3.47 

NT2RP3004640 10.61 10.61 62.15 59.33 67.97 48.32 

NT2RP3004642 8.04 8.04 29.31 22.82 26.12 25.12 

NT2RP3004647 3.5 3.5 5.65 5.89 7.35 6.88 * 

NT2RP3004652 1.76 1.76 10.37 4.2 3.71 4.34 

NT2RP3004669 2.01 2.01 5.36 4.01 5.33 3.46 

NT2RP3004670 5.04 5.04 10.58 12.4 9.19 14.23 

NT2RP4000008 45.17 45.17 71.24 49.77 32.43 48.77 

NT2RP4000018 11.64 11.64 14.63 11.69 14.8 14.87 

NT2RP4000023 6.96 6.96 8.91 4.86 7.38 5.98 

NT2RP4000025 16.2 16,2 22.16 26.22 29.89 24.7 * 

NT2RP4000035 6.3 6.3 12.01 11.28 15.33 11.01 

NT2RP4000041 14.46 14.46 34.8 22.01 17.41 23.68 

NT2RP4000049 2.64 2.64 6.34 6.59 6.88 5.3 

NT2RP4000050 2.24 2.24 6.87 3.54 4.48 4.05 

NT2RP4000051 4.66 4.66 10.5 10.58 10.02 8.96 
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NT2RP4000063 20.51 20.51 33.5 26.77 31 18.33 

NT2RP4000065 7.54 7.54 9.24 11.85 15.01 11.47 * 

NT2RP4000070 6.63 6.63 5.29 3.79 4.54 3.84 * - 

NT2RP4000074 6.55 6.55 13.63 10.29 15.39 9.52 

NT2RP4000078 3.41 3.41 9.55 12.2 11.66 12.56 * 

NT2RP4000080 3.52 3.52 7.01 5.06 6.84 6.81 

NT2RP4000099 128.86 128.86 236.22 149.44 161.1 211.56 

NT2RP4000102 3.55 3.55 6.48 5.27 4.97 5.54 
NT2RP4000103 2 2 5.47 2.57 2.85 3.96 

NT2RP4000108 4.66 4.66 7.91 9.33 10.73 10.61 * 

NT2RP4000109 18.89 18.89 22.84 19.87 24.15 16.14 

NT2RP4000111 4.56 4.56 6.38 4.87 5.27 4.85 

NT2RP4000112 5.62 5.62 10.14 12.45 8.7 11.81 

NT2RP4000115 2.94 2.94 3.62 4.95 7.82 10.93 

NT2RP4000129 2.18 2.18 4.58 3.02 5.04 5.03 

NT2RP4000137 3.36 3.36 10.05 5.34 8.72 11.4 

NT2RP4000138 7.21 7.21 10.91 17.75 20.19 19.17 ** 

NT2RP4000141 3.25 3.25 6.1 5.22 4.9 3.57 

NT2RP4000147 6.21 6.21 4.49 4.27 5.2 3.47 

NT2RP4000150 5.96 5.96 6.93 7.33 10.41 7.06 

NT2RP4000151 2.82 2.82 7.82 5.69 6.24 5.05 

NT2RP4000157 73.27 73.27 222.87 169.53 97.5 173.8 

NT2RP4000159 2.02 2.02 5.03 3.38 5.03 2.92 

NT2RP4000163 5.21 5.21 8.74 10.89 9.18 6.63 

NT2RP4000167 3.26 3.26 4.35 4.32 3.22 3.69 

NT2RP4000171 5.72 5.72 7 5.72 7.45 5.03 

NT2RP4000175 62.48 62.48 94.56 144.06 214.73 147.88 

NT2RP4000180 17.17 17.17 106.15 88.61 123.6 81.8 

NT2RP4O00185 7.64 7.64 31.76 31.82 23.23 34.01 

NT2RP4000192 1.04 1.04 4.78 4.19 3.6 3.05 

NT2RP4000194 3.13 3.13 7.53 7.58 4.98 6.36 

NT2RP4O00196 6.81 6.81 43.94 35.57 46.56 41.91 

NT2RP4000210 5.63 5.63 9.71 9.96 8.35 9.27 

NT2RP4000212 5.59 5.59 8.88 8.57 8.41 9.08 

NT2RP4000214 5.53 5.53 10.21 5.72 6.68 11.29 

NT2RP4000216 8.89 8.89 7.36 7 12.63 10.08 

NT2RP4000218 3.45 3.45 9.78 7.25 6.07 5.77 

NT2RP4000223 21.18 21.18 177.28 121.8 125.75 125.3 

NT2RP4000243 16.52 16.52 54.51 42.94 41.61 51.74 

NT2RP4000246 17.75 17.75 37.97 26.43 11.42 27.5 

NT2RP4000250 16.86 16.86 31.23 24.92 23.85 26.39 

NT2RP4000256 4.38 4.38 8.45 4.99 6.44 4.67 

NT2RP4000257 32.45 32.45 44-22 48.67 57.52 39.19 

NT2RP4000259 7.07 7.07 6.96 8.48 13.07 9.08 

NT2RP4000261 4.18 4.18 8.13 4.07 4.55 6.48 

NT2RP4000262 8.36 8.36 11.02 7.11 10.05 7.64 

NT2RP4000263 2.6 2.6 5.14 3.47 3.67 3.78 
NT2RP4000280 5.84 5.84 11.62 9.05 11.58 14.23 

NT2RP4000286 4.73 4.73 10.16 4.38 6.77 11.94 
NT2RP4000290 5.77 5.77 5.42 3.18 3.19 5.5 

NT2RP4000291 42.53 42.53 73.59 62.12 70.23 70.61 

NT2RP4000301 3.31 3.31 20.59 22.93 34.62 26.63 * 
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NT2RP4000312 7.76 7.76 45.27 39.01 43.59 45.92 

NT2RP4000321 3.73 3.73 8.16 7.88 7.14 9.75 

NT2RP4000323 1.44 1.44 4.26 2.27 2.55 2.12 

NT2RP4000324 7.77 7.77 16.76 8.33 10.2 11.08 

NT2RP4000334 20.97 20.97 77.78 63.81 71.76 68.24 

NT2RP4000343 2.48 2.48 5.54 1.57 3.16 2.38 

NT2RP4000348 3.4 3.4 10.81 8.38 6.75 13.2 

NT2RP4000349 1.78 1.78 0.83 0.37 0.72 2.48 

NT2RP4000355 3.98 3.98 14.84 7.18 9.13 9.04 

NT2RP4000356 8.3 8.3 22.64 9.22 11.44 21.13 

NT2RP4000360 3.04 3.04 6.98 5.06 5.43 4.73 

NT2RP4000367 2.18 2.18 3.72 2.04 2.58 2.83 

NT2RP4000370 4.21 4.21 7.51 3.62 7.12 5.99 

NT2RP400O373 3.33 3.33 5.18 3.19 5.23 2.95 

NT2RP4000376 4.2 4.2 5.5 4.85 5.53 6.5 

NT2RP4000381 1.97 1.97 6.46 4.31 7.01 5.59 

NT2RP4000388 85.82 85.82 204,63 128.93 93.38 116.03 

NT2RP4000390 12.16 12.16 94.1 78.97 76.6 82.02 

NT2RP4000393 8.66 8.66 9.77 9.09 5.99 10.79 

NT2RP4000398 5.51 5.51 26.52 22.08 28.3 26.61 

NT2RP4000406 6.68 6.68 15.61 12.95 15.02 10.08 

NT2RP400O407 6.17 6.17 11.52 9.41 14.74 9.13 

NT2RP4000413 1.79 1.79 3.63 1.15 2.35 2.12 

NT2RP4000415 7.59 7.59 26.11 18.6 21.68 21.68 

NT2RP4000417 7.76 7.76 26.64 14.47 12.79 19.19 

NT2RP4000423 3.52 3.52 7.56 7 6.98 6.46 

NT2RP4O00424 2.51 2.51 7.2 3.07 5.03 3.27 

NT2RP4000447 10.3 10.3 64.21 64.91 71.82 68.48 

NT2RP4000448 5.59 5.59 6.67 4.32 3.56 6.27 

NT2RP4000449 5.67 5.67 20.48 14.2 19.45 14.67 

NT2RP4000453 3.53 3.53 6.32 9.02 10.32 10.12 ** 

NT2RP4000455 2.64 2.64 3.98 1.81 1.75 2.4 

NT2RP4000456 12.57 12.57 21.7 14.7 9.86 13.58 

NT2RP4000457 1.54 1.54 7.12 3.9 7.55 2.98 

NT2RP4000461 5.7 5.7 9.84 7.65 6.41 4.6 

NT2RP4000462 11.76 11.76 15.32 11.86 11.53 17.37 

NT2RP4000463 10.2 10.2 52.59 50.66 69.3 48.36 

NT2RP4000471 6.36 6.36 10.74 5.74 6.23 4.98 

NT2RP4000472 3.97 3.97 4.41 1.27 1.27 1.66 ** 

NT2RP4000476 27.14 27.14 52.56 74.95 94.93 65.35 ; 

NT2RP4000480 11.56 11.56 29.27 19.08 9.95 26.66 

NT2RP4000481 2.29 2.29 4.76 3.73 4.16 4.33 

NT2RP4000483 1.38 1.38 7.59 7.58 7.85 6.26 

NT2RP4000487 1.54 1.54 4.9 2.26 3.17 0.91 

NT2RP4000496 2.16 2.16 4.98 2.95 4.07 3.65 

NT2RP4000497 17.15 17.15 22.33 34.9 44.46 29.9 * 

NT2RP4000498 10.46 10.46 21.39 20.15 30.33 24.49 

NT2RP4000500 2.43 2.43 3.21 2.03 1.49 1.39 * 

NT2RP4000507 5.63 5.63 9.02 12.49 10.62 17.51 * 

NT2RP4000515 12.85 12.85 88.89 90.3 101.29 96.12 

NT2RP4000516 8.77 8.77 26.09 19.63 21.76 21.82 

NT2RP4000517 3.22 3.22 5.73 4.69 5.89 4.79 
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NT2RP4000518 3.42 3.42 7.4 4.47 6.05 3.82 

NT2RP4O00519 2.9 2.9 5.76 2.18 2.22 1.77 

NT2RP4000524 4.2 4.2 3.44 2.05 1.72 1.3 ** - 

NT2RP4000528 3.67 3.67 3.06 3.01 3.27 8.01 

NT2RP4000537 35.4 35.4 62.6 36.23 30.93 44.52 

NT2RP4000541 2.04 2.04 2.45 3.34 4.33 3.09 * + 

NT2RP4O00543 2.93 2.93 8.94 7.96 9.72 8.75 

NT2RP4000545 4.03 4.03 6.38 4.99 6.43 4.78 

NT2RP4000546 3.34 3.34 5.93 5.53 4.9 6.03 

NT2RP4000549 23.81 23.81 56.43 41.6 51.57 38.82 

NT2RP4000556 7.36 7.36 13.04 14.69 15.54 12.07 

NT2RP4000557 6.1 6.1 4.53 1.82 3.97 6.27 

NT2RP4000558 30.12 30.12 94.23 68.16 57.01 73.2 

NT2RP4000560 14.8 14.8 52.31 49.75 58.69 56.12 

NT2RP4000568 1.72 1.72 3.83 5.6 6.08 4.46 * + 

NT2RP4000583 11.61 11.61 20.2 23.65 14.97 20.56 

NT2RP4000585 3.04 3.04 4.14 3.12 2.55 3.24 

NT2RP4000588 8.65 8.65 12.77 14.58 16.96 13.55 * 

NT2RP4000590 24.89 24.89 41.97 41.86 50.81 32.65 

NT2RP4000599 4.29 4.29 3.24 2.44 2.23 3.59 

NT2RP4000603 14.08 14.08 33.32 31.06 21.01 29.12 

NT2RP4000607 2.41 2.41 10.04 4.45 7.87 15.35 

NT2RP4000614 6.14 6.14 15.21 15.57 12.53 15.19 

NT2RP4000634 6.61 6.61 11 7.78 9.84 10.31 

NT2RP4000638 3.59 3.59 7.77 8.45 5.8 4.73 

NT2RP4000648 3.13 3.13 4.26 2.54 2.69 2.19 

NT2RP4000657 9.94 9.94 15.38 15.95 18.93 14.49 

NT2RP4000691 5.76 5.76 5.82 4.92 7.47 7.73 

NT2RP4000697 3.74 3.74 8.5 5.55 6.56 6.12 

NT2RP4000704 8.91 8.91 47.2 44.17 54.81 38.14 

NT2RP4000710 40.22 40.22 98.85 90.4 59.28 83.71 

NT2RP4000713 4.35 4.35 19.92 16.67 20.85 15.52 

NT2RP4000724 6.29 6.29 12.5 8.19 9.81 7.83 

NT2RP4000725 3.61 3.61 4 1.88 1.74 2.33 ** - 

NT2RP4000728 10.13 10.13 41.12 43.53 66.46 39.83 

NT2RP4000737 4.07 4.07 2.15 3.63 3.09 3.28 

NT2RP4000739 5.07 5.07 7.71 4.61 3.63 5.84 

NT2RP4000749 2.4 2.4 5.29 2.59 3.97 1.68 

NT2RP4000769 4.93 4.93 10.12 4.67 6.27 6.2 

NT2RP4000774 3.34 3.34 8.87 5.12 6.63 4.27 

NT2RP4000781 2.15 2.15 5.12 2.06 2.26 1.55 

NT2RP4000783 6.81 6.81 15.16 13.48 15.44 12.67 

NT2RP4000787 1.45 1.45 2.27 0.31 0.51 0.54 * - 

NT2RP4000788 3.58 3.58 23.26 16 18.3 18.73 

NT2RP4000792 3.68 3.68 5.64 5.5 5.8 9.45 

NT2RP4000809 43.7 43.7 56.09 46.75 50.47 81.62 

NT2RP4000817 3.65 3.65 7.83 7.92 7.25 5.82 

NT2RP4000821 31.34 31.34 38.66 28.32 33.11 25.22 

NT2RP4000822 2.46 2.46 5.91 4.29 6.19 2.6 

NT2RP4000823 697.74 697.741127.48 923.16 1026.8 947.85 

NT2RP4000831 9.98 9.98 61.97 44.37 68.47 50.69 

NT2RP4000833 3.19 3.19 11.26 6.73 7.19 11.91 
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NT2RP4000837 1.41 1.41 4.03 1.56 3.65 2.29 

NT2RP4000839 12.23 12.23 97.13 79.71 85.74 86.06 

NT2RP4000846 3.8 3.8 10.13 4.65 3.46 6.65 

NT2RP4000848 4.63 4.63 10.74 8.65 8.58 6.07 

NT2RP4000855 2.91 2.91 4.7 4 3.85 3.43 

NT2RP4000863 3.08 3.08 4.33 3.11 5.3 3.78 

NT2RP4000865 6.43 6.43 25.36 20.09 39.64 21.24 

NT2RP4000873 9.64 9.64 88.25 63.22 69.65 71.33 

NT2RP4000874 1.76 1.76 3.98 2.37 3.67 2.03 

NT2RP4000875 3.31 3.31 9.24 6.88 6.52 7.19 

NT2RP4000878 24.17 24.17 42.53 28.01 16.35 29.04 

NT2RP4000879 2.56 2.56 5.1 2.95 5.29 2.62 

NT2RP4000880 5.17 5.17 21.59 20.97 27.22 16.8 

NT2RP4000891 81.07 81.07 192.57 252.29 351.53 221.08 

NT2RP4000894 5.16 5.16 9.81 8.53 4.8 6.97 

NT2RP4000898 0.86 0.86 2.74 1.88 2.14 1.64 

NT2RP4000899 9.63 9.63 29.48 24.01 20.85 23.95 

NT2RP4000907 2.14 2.14 3.58 1.74 4.04 0.81 

NT2RP4000908 4.62 4.62 9.67 7.51 5.9 5.87 

NT2RP4000910 14.4 14.4 104.68 124.04 197.74 160.9 

NT2RP4000918 2.85 2.85 4.76 4.73 4.26 5.35 

NT2RP4000925 3.9 3.9 5.53 2.81 3.15 1.86 

NT2RP4000927 1.99 1.99 2.5 0.46 1.08 0.6 ** - 

NT2RP4000928 3.11 3.11 6.8 4.48 4.22 5.18 

NT2RP4000929 1.44 1.44 3.68 1.94 2.86 0.84 

NT2RP4000946 0.92 0.92 3.41 1.78 3.22 1.47 

NT2RP4000947 1.71 1.71 3.51 1.94 3.31 1.79 

NT2RP4000949 4.94 4.94 7.84 3.88 5.48 2.38 

NT2RP4000955 4.17 4.17 6.34 2.07 2.86 0.54 * 

NT2RP4000959 20.55 20.55 28.14 36.21 42.82 36.14 " 

NT2RP4000962 3.4 3.4 4.24 8.33 10.09 4.53 

NT2RP400O973 8.6 8.6 16.04 10.31 8.92 9.03 

NT2RP4000975 2.18 2.18 5.84 3.29 3.05 2.62 

NT2RP4000979 3.83 3.83 8.67 5.55 8.13 7.1 

NT2RP4000984 1.61 1.61 4.31 3.15 3.93 1.85 

NT2RP4000986 7.32 7.32 13.27 12.66 12.35 2.52 

NT2RP4O00988 5.74 5.74 8.37 4 5.2 2.63 

NT2RP4000989 6.24 6.24 6.55 4.05 3.48 2.89 ** 

NT2RP4000990 3.16 3.16 4 1.92 1.69 2.16 ** - 

NT2RP4000994 4.04 4.04 7.67 16.48 10.13 15.95 * 

NT2RP4000996 3.54 3.54 7.49 6.77 6.52 7.38 

NT2RP4000997 21.59 21.59 36.81 28.52 15.18 34.38 

NT2RP400100I 5.53 5.53 9.17 16.66 18.38 15.09 ** 

NT2RP4001004 1.71 1.71 4.88 2.84 3.09 1.37 

NT2RP4001006 3.46 3.46 8.12 6.85 6.52 6.13 

NT2RP4001009 9.3 9.3 10.45 15.44 20.46 8.25 

NT2RP4001010 7.33 7.33 9.13 7.38 9.75 6.68 

NT2RP4001013 23.29 23.29 50.15 30.87 28.1 30.91 

NT2RP4001029 2.49 2.49 5.95 4.05 2,84 3.63 

NT2RP4001036 7.55 7.55 13.55 9.11 11.51 13.16 

NT2RP4001041 6.57 6.57 14.4 9.89 12.3 6.35 

NT2RP4001042 4.34 4.34 8.11 9.44 12.5 8.79 
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NT2RP4001046 6.98 6.98 9.95 13.24 16.28 15.36 ** 

NT2RP4001050 5.28 5.28 4.81 3.79 4.64 3.35 * 

NT2RP4001051 6.48 6.48 8.44 5.43 6.82 5.26 

NT2RP4001057 0.76 0.76 2.19 2.34 2.43 1.87 

NT2RP4001063 1.48 1.48 4.39 3.34 3.53 1.8 

NT2RP4001064 3.51 3.51 9.18 12.02 9.13 11.57 

NT2RP4001067 4.42 4.42 9.77 10.96 9.63 6.6 

NT2RP4001078 2.12 2.12 3.43 2.67 2.53 1.82 

NT2RP4001079 5.3 5.3 9.35 8.51 8.02 8.98 

NT2RP4001080 4.1 4.1 5.27 3.52 4.52 2.3 

NT2RP4001086 5.08 5.08 4.19 3.93 6.64 2.85 

NT2RP4001095 2.49 2.49 7.25 7.96 6.49 6.85 

NT2RP4001098 0.92 0.92 3.38 3.87 2.95 3.41 

NT2RP4O01100 6.47 6.47 24.34 20.89 20.64 16.99 

NT2RP4001105 3.13 3.13 7.23 6.51 5.58 4.61 

NT2RP4O01110 1.75 1.75 3.5 7.07 8.35 5.29 * - 

NT2RP4001115 9.95 9.95 17.68 20.6 18.48 15.31 

NT2RP4001117 19.81 19.81 30.49 35.35 42.53 27.5 

NT2RP4001122 6.06 6.06 6.09 5.17 6.25 3.27 

NT2RP4001123 3.62 3.62 7.76 7.95 5.96 6.27 

NT2RP4001126 4.36 4.36 11.28 10.87 9.09 8.04 

NT2RP4001127 3.25 3.25 4.59 3.39 3.08 2.17 

NT2RP4001138 2.46 2.46 5.8 3.41 2.56 1.62 

NT2RP4001143 2.73 2.73 5.98 6.44 6.54 5.66 

NT2RP4001148 3.72 3.72 6.76 3.77 3.03 2.05 

NT2RP4001149 5.07 5.07 7.28 6.76 9.03 6.37 

NT2RP4001150 3.8 3.8 3.17 3.15 3.7 2.88 

NT2RP4001159 7.08 7.08 11.61 7.69 5.58 10.46 

NT2RP4001162 3.77 3.77 6.14 4.07 6.06 3.41 

NT2RP4001170 1.15 1.15 4.53 1.28 3.2 2.15 

NT2RP4001174 4.16 4.16 12.27 7.91 11.95 5.02 

NT2RP4001175 9.65 9.65 19.14 15.72 21.29 13.28 

NT2RP4001176 99.19 99.19 161.51 174.03 241.92 194 

NT2RP400U84 4.83 4.83 27.1 25.76 32.51 22.85 

NT2RP4001198 21.66 21.66 48.22 29.54 29.17 38.54 

NT2RP4001199 2.52 2.52 6.45 2.59 4.74 3.71 

NT2RP4O01206 8.25 8.25 33.2 25.92 32.07 25.48 

NT2RP4001207 2.38 2.38 5.15 2.21 3.11 4.01 

NT2RP4001210 2.73 2.73 5.2 3.62 4.26 2.64 

NT2RP4001213 3.42 3.42 5.11 3.99 4.23 3.63 

NT2RP4001214 3.34 3.34 4.3 3.51 3.76 2.16 

NT2RP4001219 7.4 7.4 12.05 14.35 19.28 13.39 * 

NT2RP4001228 5.26 5.26 9.63 12.15 15.74 20.07 * 

NT2RP4001235 2.42 2.42 7.45 3.46 6.02 4.48 

NT2RP4001256 2.11 2.11 4.24 1.66 3.41 2.66 

NT2RP4001257 2.48 2.48 7.27 4.05 4.35 4.05 

NT2RP4001260 3.16 3.16 5.79 2.52 3.86 2.92 

NT2RP4001261 3.84 3.84 6.63 8.42 6.47 5 

NT2RP4001274 22.92 22.92 38.08 25.02 31.56 21.25 

NT2RP4001276 5.24 5.24 10.03 11.38 15.97 11.63 * 

NT2RP4O01283 20.72 20.72 122.55 87.44 93.43 86.47 

NT2RP4001299 9.62 9.62 15.14 14.95 10.52 15.18 
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NT2RP4001313 1.45 1.45 3.26 1.72 2.96 0.97 
NT2RP4001315 6.06 6.06 11.14 7.45 9.92 7.74 
NT2RP4001320 14.6 14.6 42.74 32.02 38.13 29.24 
NT2RP4001325 32.53 32.53 146.14 142.88 178.36 128.89 
NT2RP4001336 6.69 6.69 40.75 38.55 46.66 32.11 
NT2RP4001339 4.12 4.12 5.6 3.35 5.56 2 76 
NT2RP4001343 10.46 10.46 83.37 54.71 61.01 60.06 
NT2RP4001344 6.7 6.7 60.08 49.79 55.21 42 62 
NT2RP4001345 1.65 1.65 6.68 5.64 5.7 3.87 
NT2RP4001351 4.1 4.1 15.97 10.01 20.05 1142 
NT2RP4001353 2.8 2.8 5.91 1.63 2.94 1.86 
NT2RP4001355 2.57 2.57 8.67 1.83 3.12 2.08 
NT2RP4001367 10.64 10.64 17.66 11.92 17.06 13 16 
NT2RP4001372 2.26 2.26 3.82 2.1 2.06 2.07 
NT2RP4001373 8.86 8.86 16.4 10.99 8.59 11.48 
NT2RP4001375 2.71 2.71 6.06 4.91 7 42 2 94 
NT2RP4001379 1.74 1.74 3.52 2.34 4.67 1 38 
NT2RP4001381 5.6 5.6 12.51 12.8 12.66 8.27 
NT2RP4001386 6.39 6.39 14.52 14.77 20.11 12.32 
NT2RP4001389 7.28 7.28 8.66 5.43 9.25 4 09 
NT2RP4001396 5.76 5.76 6.42 2.83 4.61 2.12 * - 
NT2RP4001407 2.92 2.92 2.98 3.07 2.04 1 76 
NT2RP4001409 13.6 13.6 28.28 8.87 5.85 8 84 
NT2RP4001410 33.56 33.56 61.26 40.57 18.92 37.8 
NT2RP4001414 16.59 16.59 37.89 14.29 21.3 16.8 
NT2RP4001424 3.55 3.55 8.85 7.99 10.45 7 41 
NT2RP4001433 3.85 3.85 6 8.39 9.79 3.38 
NT2RP4001438 9.95 9.95 27.94 46.22 53.63 30.76 * 
NT2RP4001442 4.33 4.33 4.97 3.3 3.41 2.64 * - 
NT2RP4001447 4.42 4.42 4.69 5.08 5.51 3 41 
NT2RP4001466 3.74 3.74 5.45 7.38 3.23 5 57 
NT2RP4001467 21.67 21.67 58.89 54.18 44.07 55 8 
NT2RP4001472 8.05 8.05 12.19 11.7 11.76 11 97 
NT2RP4001474 2.83 2.83 4.81 3.2 5.73 1 98 
NT2RP4001483 1.48 1.48 4.33 2.61 3.7 1.19 
NT2RP4001488 21.03 21.03 32.41 39.07 46.9 33 42 
NT2RP4001492 4.18 4.18 6.73 3.21 3.81 1 91 
NT2RP4001498 4.3 4.3 2.43 2.95 3.52 2.13 
NT2RP4001502 28.2 28.2 57.38 27.65 34.81 41 83 
NT2RP4001503 3.83 3.83 6.74 5.51 4.1 3 37 
NT2RP4001507 2.39 2.39 3.69 5.03 5.95 5 18 ** + 
NT2RP4001510 1.74 1.74 4.63 5.64 5.05 3.02 
NT2RP4001516 3.54 3.54 4.16 2.52 1.9 1.27 * - 
NT2RP4001520 25.33 25.33 70.64 73.93 107.21 85 05 
NT2RP4001523 5.57 5.57 9.99 8.4 7.79 6.19 
NT2RP4001524 6.1 6.1 10.17 8.92 11.45 5.98 
NT2RP4001529 29.8 29.8 74.89 59.39 60.69 55 29 
NT2RP4001531 2.88 2.88 10.96 8.63 11.05 7.81 
NT2RP4001546 143.48 143.48 388.31 316.63 215.6 309.45 
NT2RP4001547 9.05 9.05 26.31 28.76 23.06 18 81 
NT2RP4001551 2.27 2.27 3.93 3.87 4.08 2.02 
NT2RP4001555 2.95 2.95 5.8 4.14 3.58 1.74 
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NT2RP4001567 6.54 6.54 6.88 5.82 7.12 5.68 

NT2RP4001568 7.58 7.58 11.65 10.02 19.33 12.97 

NT2RP4001569 15.49 15.49 41.42 32.56 40.11 27.18 

NT2RP4001571 5.75 5.75 13.28 9.06 7.43 8.13 

NT2RP4001574 8.5 8.5 19.03 15.54 17.52 15.29 

NT2RP4001575 2.46 2.46 5.86 5.71 5.53 4.24 

NT2RP4001578 17.21 17.21 45.64 52.76 53.63 40.92 

NT2RP4O01592 9.76 9.76 13.68 14.13 19.64 11.68 

NT2RP4001593 9.4 9.4 18.11 22.12 27.3 18.04 

NT2RP4001605 5.97 5.97 4.78 4.1 7.77 4.66 

NT2RP4001606 2.9 2.9 8.34 6.01 3.51 6.75 

NT2RP4001607 2.04 2.04 5.24 4.57 3.26 3.78 

NT2RP4001610 1.74 1.74 2.42 2.6 2.48 1.7 

NT2RP4O01614 2.17 2.17 7.19 5.38 4.34 6.86 

NT2RP4001623 2.38 2.38 5.26 2.43 2.65 2.02 

NT2RP4001626 9.48 9.48 11.67 18.67 23.9 19.44 ** 

NT2RP4001634 2.74 2.74 4.93 3.67 5.24 4.26 

NT2RP4001638 3.41 3.41 3.03 2.36 2.11 1.87 ** 

NT2RP4001644 7.86 7.86 33.73 24.36 26.04 24.99 

NT2RP4001646 11.61 11.61 15.02 7.42 10.74 11.21 

NT2RP4001656 3.75 3.75 5.23 2.89 4.51 2.07 

NT2RP4001666 1.99 1.99 4.68 3.26 6.25 2.02 

NT2RP4001670 11.74 11.74 15.51 12.45 7.09 8.31 

NT2RP4001677 28.27 28.27 42.75 42.01 45.48 47.53 

NT2RP4001679 8.82 8.82 33.83 33.23 51.5 29.78 

NT2RP4001695 7.71 7.71 12.76 15.66 20.35 12.87 

NT2RP4001696 2.64 2.64 5.45 3.13 3.92 3.72 

NT2RP4001699 3.58 3.58 8.03 3.18 4.12 4.42 

NT2RP4001717 2.79 2.79 7.03 3.29 5.84 4.15 

NT2RP4001719 3.59 3.59 9.11 7.6 9.27 6.28 

NT2RP4001725 2.27 2.27 4.79 2.28 5.07 1.43 

NT2RP4001726 7.07 7.07 11.18 5.85 6.91 4.98 

NT2RP4001730 3.11 3.11 12.82 11.96 19.81 16.3 

NT2RP4001739 2.83 2.83 5.83 5.79 6.55 4.98 

NT2RP4001741 7.25 7.25 15.93 9.28 12.42 10.97 

NT2RP4001753 3.04 3.04 8.4 4.39 4.64 6.64 

NT2RP4001760 4.32 4.32 6.6 7.79 7.73 12.96 

NT2RP4001787 67.61 67.61 173.05 169.17 187.1 193.22 
NT2RP4001790 2 2 5.29 3.42 2.97 2.58 

NT2RP4001795 9.31 9.31 12.31 14.38 19.76 12.34 

NT2RP4001803 3.35 3.35 3.6 3.94 4.78 3.67 

NT2RP4001805 2.64 2.64 3.57 3.64 2.47 2.95 

NT2RP4001809 4.84 4.84 26.35 18.18 23.17 11.33 

NT2RP4001817 11.55 11.55 19.09 9.5 10.78 12.71 

NT2RP4001822 2.09 2.09 5.36 3.73 5.11 3.33 

NT2RP4001823 1.91 1.91 3.95 1.14 3.34 1.24 

NT2RP4001827 14.88 14.88 25.96 35.78 40.37 29.5 * 
NT2RP4001828 9.76 9.76 34.37 27.78 34.21 26.3 
NT2RP4001836 7.74 7.74 33.26 27.19 39.14 26.78 
NT2RP4001838 1.59 1.59 7.49 2.09 4.5 2.71 

NT2RP4001841 8.75 8.75 80.37 61.67 50.27 56.46 
NT2RP4001849 1.9 1.9 4.55 2.51 5.08 1.58 



797 



EP1 130 094 A2 



NT2RP4001861 7.27 7.27 34.6 36.09 41.9 34.39 
NT2RP4001877 6.59 6.59 8.44 12.87 9.04 14.1 * 
NT2RP4001879 9.64 9.64 15.47 11.58 14.24 10.73 
NT2RP4001889 5.09 5.09 10.66 6.68 11.25 8.91 
NT2RP4001893 3.97 3.97 7.34 3.19 6.11 2.72 
NT2RP4001896 3.18 3.18 6.86 5.38 7.87 4.92 
NT2RP4001898 7.83 7.83 26.41 22.98 20.13 20.15 
NT2RP4001901 1.73 1.73 4.69 4.08 5.87 2.69 
NT2RP4001910 39.51 39.51 58.21 53.45 33.59 45.93 
NT2RP4001925 4.1 4.1 10.21 6.69 6.32 6.12 
NT2RP4001926 6.41 6.41 7.22 7.1 9.54 5.52 
NT2RP4001927 6.26 6.26 9.97 5.83 8.13 2.82 
NT2RP4001931 8.64 8.64 14.16 15.49 17.54 11.89 
NT2RP4001933 38.49 38.49 87.13 96.81 133.51 91.22 
NT2RP4001938 2.93 2.93 4.53 4.27 3.31 3.55 
NT2RP4001942 13.44 13.44 27.12 31.34 24.8 18.71 
NT2RP4001945 1.41 1,41 4 1.55 3.67 1.77 
NT2RP4001946 1.97 1.97 5.67 3.04 3.96 1.66 
NT2RP4001947 4.42 4.42 8.93 5.92 9.81 5.16 
NT2RP4001950 4.13 4.13 5 2.25 2.84 1.34 * - 
NT2RP4001953 10.44 10.44 14.15 13.81 19.4 14.36 
NT2RP4001966 2.44 2.44 2.41 2.51 4.26 1.52 
NT2RP4001970 2.26 2.26 5.32 3.91 3.4 2.88 
NT2RP4001975 8.56 8.56 20.03 18.32 13.05 12.02 
NT2RP4001988 6.72 6.72 18.78 22.92 24.78 29.44 * 
NT2RP4001996 5.27 5.27 12.83 10.65 16.35 12.42 
NT2RP4002014 3.4 3.4 8.14 43.19 37.87 33.17 ** 
NT2RP4002018 6.19 6.19 13.71 10.47 11.39 10.36 
NT2RP4002035 5.35 5.35 5.95 5.4 4.17 2.54 
NT2RP4002O43 7.1 7.1 10.8 9.64 12,2 6.5 
NT2RP4002046 9.74 9.74 20.08 21.94 15.28 17.11 
NT2RP4002047 8.37 8.37 19.18 22.28 24.07 28.83 * 
NT2RP4002052 5.78 5.78 10.36 9.02 9.36 9.37 
NT2RP4002056 32.58 32.58 71.49 58.09 76.58 49.75 
NT2RP4002057 6.37 6.37 11.06 12.13 13.58 7.41 
NT2RP4002058 3.85 3.85 6.6 4.1 4.2 3.22 
NT2RP4002O64 5.93 5.93 4.39 2.6 4.16 2.07 * - 
NT2RP4002071 6.67 6.67 7.07 6.95 10.06 6.27 
NT2RP4002075 1.16 1.16 2.11 2.27 2.35 1.27 
NT2RP4002078 2.25 2.25 8.63 6.86 8.24 4.97 
NT2RP4002081 8.11 8.11 26.15 18.73 18.78 19.42 
NT2RP4002083 1.39 1.39 5.25 3.36 3.16 1.88 
NT2RP4002099 3.26 3.26 4.73 2.84 3.56 2.51 
NT2RP4002106 10.35 10.35 20.34 22.36 25.93 20.55 
NT2RP4002111 11.7 11.7 12.37 19.77 30.44 17.72 
NT2RP4002112 6.15 6.15 10.97 8.9 8.34 3.22 
NT2RP4002116 12.6 12.6 47.19 37.43 41.25 28.65 
NT2RP4002122 5.34 5.34 9.29 14.84 14.86 12.67 ** 
NT2RP4002126 6.42 6.42 14.44 16.82 14.35 10.42 
NT2RP4002133 7.56 7.56 20.82 29.17 26.14 21 
NT2RP4002136 3.63 3.63 5.74 4.89 5.38 2.69 
NT2RP4002139 26.89 26.89 31.12 60.65 61.92 32.88 
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EP1 130 094 A2 



NT2RP4002174 139.27 139.27 232.64 240.71 275.01 193.19 

NT2RP4002185 7.77 7.77 13.2 12.36 19,06 11.58 

NT2RP4002186 4.5 4.5 9.83 7.82 4.72 6.78 

NT2RP4002187 15.42 15.42 32.13 26.94 19.84 21.17 

NT2RP4002188 3.01 3.01 8.34 8.3 7.75 6.41 

NT2RP4002199 1.85 1.85 3.73 2.6 2.91 3.78 

NT2RP4002206 2.08 2.08 3.39 2.48 2.34 1.29 

NT2RP4002210 3.13 3.13 4.75 2.02 2.86 0.98 

NT2RP4002222 4.2 4.2 6.63 5.56 6.28 4.16 

NT2RP4002241 7.97 7.97 8.24 10.82 11.75 7.19 

NT2RP4002248 5.08 5.08 16.69 10.74 8.9 8.13 

NT2RP4002250 1.54 1.54 3.22 0.73 1.69 0.56 

NT2RP4002259 4.86 4.86 9.82 3.21 4.85 1.75 

NT2RP4002268 16.62 16.62 29.54 28.9 28.18 25.68 

NT2RP4002288 6.42 6.42 12.57 13.29 14.36 11.97 

NT2RP4002290 7.55 7.55 7.61 7.96 7.67 5.87 

NT2RP4002298 3.92 3.92 4.18 5.54 5.03 4.18 

NT2RP4002306 2.38 2.38 5.79 2.97 5.77 2.64 

NT2RP4002308 2.04 2.04 6.03 5.31 5.23 4.1 

NT2RP4002336 2.71 2.71 6.33 3.71 4.19 4.63 

NT2RP4002340 1.09 1.09 3.96 1.28 2.75 0.49 

NT2RP4002361 2.77 2.77 5.78 3.73 4.03 2.48 

NT2RP4002367 2.27 2.27 5.84 3.23 2.48 2.77 • 

NT2RP4002368 9.87 9.87 17.2 18.26 19.27 16 

NT2RP4002377 3.3 3.3 23.8 25.46 30.75 23.93 

NT2RP4002408 2.22 2.22 3.87 3.75 6.37 4.11 

NT2RP4002425 2.84 2.84 5.81 8.24 7.98 5.23 

NT2RP4002432 12.33 12.33 85.4 61.06 72.53 67.82 

NT2RP4O02447 2.97 2.97 7.68 3.96 5.4 4.59 

NT2RP4002451 5.48 5.48 6.2 5.84 5.85 6.83 

NT2RP4002461 9.8 9.8 32.09 32.76 38.91 29.04 

NT2RP4002486 3.5 3.5 6.71 2.47 4.15 2.87 

NT2RP4002517 3.65 3.65 9.11 7.02 8.53 7.18 

NT2RP4002556 4.29 4.29 3.91 5.68 10.03 6.41 

NT2RP4002569 3.36 3.36 7.36 4.93 5.29 3,42 

NT2RP4002587 2.26 2.26 4.19 2.8 3.4 2.02 

NT2RP4002591 2.21 2.21 4.89 2.89 4.5 3.08 

NT2RP4002607 1.43 1.43 3.34 2.87 4.63 1.58 

NT2RP4002627 17.83 17.83 61.9 55.9 76.17 65.3 

NT2RP4002628 7.28 7.28 15.48 14.53 23.95 12.54 

NT2RP4002630 4.19 4.19 5.25 6.72 9.4 7.16 * + 

NT2RP4002639 9.43 9.43 70.25 52.38 77.24 57.28 

NT2RP4002641 1.58 1.58 9.03 3.94 4.07 4.1 

NT2RP4002658 114.62 114.62 166.93 76.49 34.96 109.83 

NT2RP4002669 3.5 3.5 5.67 5.4 5.33 4.68 

NT2RP4O02677 6.24 6.24 9.41 10.14 7.99 13.62 

NT2RP4002715 8.42 8.42 34.92 40.1 48.46 32.3 

NT2RP4002750 2.6 2.6 8.29 1.68 2.04 1.33 

NT2RP4002784 3.71 3.71 9.51 9.44 11.22 7.06 

NT2RP4002791 4.91 4.91 9.44 4.88 9.76 5.33 

NT2RP4002811 1.63 1.63 6.38 3.17 2.95 3.43 

NT2RP4002830 4.26 4.26 7.45 3.9 5.9 5.46 



799 



EP 1 130 094 A2 



NT2RP4002832 2.12 2.12 3.13 2.38 5.59 2.54 
NT2RP4002850 5.07 5.07 12.04 14.36 12.63 8.06 
NT2RP4002874 5.17 5.17 6.67 3.41 5.14 1.96 
NT2RP4002884 28.81 28.81 49.75 43.57 74.75 52.87 
NT2RP4002888 5^55 5.55 4.83 3.67 4.32 3.08 * - 
NT2RP4002891 5.48 5.48 15.79 13.16 19.42 1L91 
NT2RP4002894 12.04 12.04 24.47 18.44 12.76 16.4 
NT2RP4002896 5.54 5.54 12.2 8.96 6.18 7.78 
NT2RP4002905 1.71 1.71 4.27 2.32 3.58 1.28 
NT2RP4002907 5.11 5.11 7.62 6.94 10.72 1.41 
NT2RP5003459 68.11 68.11 133.25 154.61 146.15 164.37 
NT2RP5003461 7.34 7.34 10.14 10.85 14.36 8 
NT2RP5003471 106.6 106.6 168.71 124.4 148.85 112.14 
NT2RP5003477 2.71 2.71 2.62 2.59 2.33 1.9 
NT2RP5003487 157.44 157.44 424.89 292.71 256.56 354.93 
NT2RP5003492 3.1 3.1 4.91 5.25 6,17 5.91 * + 
NT2RP5003500 1.5 1.5 3.28 2.38 2.54 2.59 
NT2RP5003506 4.96 4.96 9.3 7.83 10.37 9.04 
NT2RP5003512 2.21 2.21 4.35 2.63 3.46 2.15 
NT2RP5003522 4.1 4.1 5.97 4.62 4.19 2.34 
NT2RP5003524 4.38 4.38 3.86 1.61 1.54 0.84 ** 
NT2RP5003527 24.72 24.72 71.27 76.81 87.24 60.59 
NT2RP5003531 7.16 7.16 17.2 15.58 14.06 14.11 
NT2RP5003534 2.68 2.68 5.49 5.54 6.82 4.55 
NT2RP6000020 8.69 8.69 19.96 14.65 15.13 16.29 
NT2RP6000022 3.19 3.19 4.05 4.06 3.96 2.44 
NT2RP6000050 3.95 3.95 3.99 4.98 5.82 2.88 
NT2RP6000063 3.91 3.91 6.04 3.61 2.52 2.56 
NT2RP6000074 5.38 5.38 4.88 3.41 3.27 2.17 ** 
NT2RP6000083 7.76 7.76 11.18 11.49 16 9.91 
NT2RP6000100 2.49 2.49 4.58 4.04 4.71 3.3 
NT2RP6000123 1.94 1.94 3.29 5.1 4.26 4.22 * -t 
NT2RP6000129 1.9 1.9 4.47 4.06 4.27 2.74 
NT2RP6000147 3.75 3.75 11.74 10.8 11.03 7.48 
NT2RP6000163 2.62 2.62 4.23 2.28 1.95 1.71 
NT2RP6000181 8.03 8.03 12.4 9.44 13.25 9.01 
NT2RP6000182 5.44 5.44 6.42 4.82 5.56 3.88 
OVARC1000001 4.97 4.97 5.24 6.04 7.48 2.35 
OVARC1000003 3.21 3.21 8.31 8.51 7.66 7.05 
OVARC1000004 9.87 9.87 116.19 88.04 109.99 85.44 
OVARC1000006 3.57 3.57 6.58 9.04 7.88 4.73 
OVARC1000013 6.51 6.51 9.19 7.32 8.36 8.33 
OVARC1000014 3.39 3.39 5.02 4.23 5.02 4.17 
OVARC1000017 3.11 3.11 6.81 4.2 4.45 2.72 
OVARC1000026 24.79 24.79 32.1 56.82 69.34 44.53 ' 
OVARC1000035 11.11 11.11 20.26 20.41 23.65 15.36 
OVARC1000037 8.73 8.73 19.12 15.64 9.13 15.9 
OVARC1000058 6.06 6.06 11.69 13.84 7.56 10.6 
OVARC1000060 1.89 1.89 6.28 5.98 5.24 5.13 
OVARG1000068 2.38 2.38 5.33 5.31 3.56 2.42 
OVARC1000069 74.66 74.66 101.53 75.95 84.36 86.42 
OVARC1000071 4.4 4.4 4.77 6.47 5.35 4.04 



800 



EP 1 130 094 A2 



OVARC1000075 55.43 55.43 125.63 120.89 150.97 117.03 

OVARC1000083 9.58 9.58 9.24 13.12 12.7 10.64 * + 

OVARC1000085 106.6 90.9 156.14 214.2 177.05 273.14 * 

OVARC1000086 3.98 6.82 9.23 11.98 11.3 14.09 * + 

OVARC1000087 1.51 2.83 1.79 4.03 3.57 3.35 * + 

OVARC1000090 1.48 4.1 6.14 10.88 9.58 8.79 * + 

OVARC1000091 4.88 8.33 8.01 7.99 7.76 6,82 

OVARC1000092 2.83 6.81 4.18 4.68 6.25 4.85 

OVARC1000105 9.73 14.86 17.21 26.29 25.62 22.88 * 

OVARC1000106 26.02 23.03 46.38 66.36 50.1 53.01 * 

OVARC1000I09 9.12 13.08 18.04 16.72 12.91 17.46 

OVARC1000113 4.12 6.25 6.53 6.83 8.19 7.65 

OVARC1000I14 2.14 3.44 5.77 5.94 5.86 4.98 

OVARC1000133 2.53 4.96 6.36 4.05 4.97 2.95 

OVARC1000137 6.14 10.05 13.51 13.3 18.59 14.39 

OVARC1000139 14.75 20.77 83.44 71.14 98.1 69.29 

OVARC1000145 0.72 6.64 2.89 1.78 2.42 2 

OVARC1000148 5.09 4.98 7.88 4.91 5.32 7.91 

OVARC1000151 1.41 2.11 2.4 3.58 4.08 3.58 ** + 

OVARC1000157 10.99 14.16 17.51 21.21 25.06 22.76 * 

OVARC1000162 1.22 4.4 2.5 2.93 2.49 2.59 

OVARC1000168 1.98 8.46 6.2 8.01 9.61 9.96 

OVARC1000169 32.03 45.07 49.48 70.63 69.6 89.08 * 

, OVARC1000178 0.84 5.08 2.53 3.37 3.18 2.78 

OVARC1000182 0.8 3.3 1.42 2.02 1.95 1.78 

OVARC1000186 2.51 3.72 3.23 5.95 3.27 4.77 

OVARC1000188 1.04 2.67 2.33 2.48 2.87 1.9 

OVARC1000191 1.01 3.8 2.62 3.12 2.85 2.54 

OVARC1000198 2.09 3.59 4.32 5.62 5.12 5.06 * + 

OVARC 1000208 6.49 10.37 22.5 17.79 24.54 22.02 

OVARC1000209 7.99 13.69 22.32 23.42 27.81 29.16 

OVARC1000212 2.47 5.63 3.59 4.76 5.03 4.88 

OVARC1000216 1.72 4.96 4.36 15.43 11.3 12.54 ** 

OVARC1000240 2.98 3.53 8.13 5.39 5.46 4.87 

OVARC1000241 1.29 2.47 3.18 2.65 3.17 1.4 

OVARC1000249 4.14 5.43 8.17 5.46 5 6.13 

OVARC1000254 33.15 39.39 100.99 100.41 131.42 100.89 

OVARC1000255 0.85 4.83 2.51 2.98 2.45 1.95 

OVARC1000267 2.37 6.41 6.71 6.66 7.16 7.31 

OVARC1000275 79.02 93.7 161.08 199.43 240.76 175.96 * 

OVARC1000287 226.67 224.66 236.08 433.91 512.76 470.31 
OVARC1000288 3.2 4.25 7.38 6.23 5.32 4.47 

OVARC1000298 8.96 10.09 19.62 13.37 7.19 9.6 

OVARC1000302 1.12 2.14 2.13 2.47 1.85 2 
OVARC1000304 1.09 2.68 3.23 5.02 3.41 6 

OVARC1000307 2.95 6.19 4.74 7.59 4.7 6.29 
OVARC1000309 1.18 7.16 3.22 3.24 2.85 2.4 
OVARC1000312 2.83 11.64 6.03 4.17 5.4 2.46 
OVARC1000313 10.48 19.25 14.81 9.39 17.54 22.17 

OVARC1000321 31.6 24.05 47.79 30.5 31.37.15.43 
OVARC1000326 1.52 2.3 3.9 3.84 3.17 2.79 
OVARC1000327 3.52 3.28 4.24 3.13 1.49 2.46 



801 



EP1 130 094 A2 



OVARC1000331 2.22 4.72 2.41 4.33 445 4.58 

OVARC1000335 2.3 5.84 4.02 2.72 5.16 4.75 

OVARC1000347 1.83 8.18 6.24 7.35 9.24 8.44 

OVARC1000348 1.61 10.62 3.73 2.84 4.59 3.05 

OVARC1000363 3.7 9.61 6.51 7.31 11.52 6.83 

OVARC1000377 L07 2.09 2.43 2.28 2.51 2.45 

OVARC1000382 3.34 3.39 4.33 5.07 2.52 1.03 

OVARC1000384 4.2 5.42 8.35 5.32 4.4 6.04 

OVARC1000401 0.62 3.63 2.09 3.35 4.08 3.64 

OVARC1000406 18.98 23.3 49.12 57.09 74.48 54.63 * 

OVARC1000407 L99 6.28 3.99 4.11 6.42 3.16 

OVARC1000408 27.5 38.45 70.39 74.84 111.17 71.25 

OVARC1000410 6.83 12.72 10.41 4.78 6.65 5.01 

OVARC1000411 0.91 1.5 2.6 3.49 3 2.22 

OVARC1000414 1.31 2.22 3.7 4.5 3.78 3.71 

OVARC1000420 1.44 2.76 3.29 3.3 2.59 2.1 

OVARC1000421 1.42 2.65 3.33 3.96 4.21 4.99 * 

OVARC1000427 25.78 27.02 130.06 156.9215.67 142.19 

OVARC1000431 10.51 17.6 19.12 33.66 31.78 25.78 * 

OVARC1000437 3.14 6.37 7.31 5.97 7.63 6.36 

OVARC1000439 5.81 10.95 13.82 21.81 23.01 21.52 « 

OVARC1000440 2.56 3.74 5.01 7.47 9.31 7.08 * 

OVARC1000442 2.34 2.38 6.81 6.66 9.5 8.12 

OVARC1000443 2.09 2.2 2.88 3.29 3.41 2.62 

OVARC1000461 1.11 2.84 2.2 2.55 1.12 2.14 

OVARC1000465 3.27 5.01 3.51 3.94 4.62 3.95 

OVARC1000466 1.94 5.47 5.9 6.54 10.13 6.76 

OVARC1000467 1.01 5.08 2.41 3.65 2.98 3.78 

OVARC1000470 1.13 5.81 3.03 3.18 4.02 3.78 

OVARC1000473 1.81 1.95 2.65 2.44 4.16 1.39 

OVARC1000479 5.67 5.88 9.88 10.35 14.26 6.88 

OVARC1000484 3.99 5.74 6.54 8.66 9.93 6.87 

OVARC1000486 3.17 4.71 4.49 5.74 4.93 4.28 

OVARC1000496 0.93 3.55 0.66 0.31 1.07 0.62 

OVARC1000520 0.84 5.89 1.18 1.32 2.27 2 

OVARC1000522 4.1 7.19 12 13.85 14.03 10.34 

OV ARC 1000526 1.96 7.04 3.75 5.93 5.48 4.69 

OVARC1000529 2.38 2.57 4.44 3.66 4.16 3.08 

OVARC1000533 3.3 4.66 7.95 8.89 12.29 7.83 

OVARC1000543 0.84 2.44 2.06 2.57 3.08 2.72 

OVARC1000550 0.75 3.68 2.32 2.82 4.04 2.34 

OVARC1000553 2.1 5.63 7.02 7.72 7.69 6.95 

OVARC1000556 5.77 15.21 11.77 8.95 13.91 8.96 

OVARC1000557 0.83 5.12 1.4 1.61 2.29 1.88 

OVARC1000561 3.48 7.38 9.26 13 17.66 15.09 * 

OVARC1000564 8.89 9.02 10.44 17.84 11.31 16.69 * 

OVARC1000573 1.87 3.68 4.86 5.75 5.32 3.83 

OVARC1000576 24.12 29.23 124.94 83.09 93.83 98.58 

OVARC1000578 2.43 4.6 5.53 8.64 446 3.93 

OVARC1000581 0.34 3.28 1.15 1.75 1.27 1.23 

OVARC1000586 22.54 28.9 41.17 34.58 43.39 40.93 

OVARC1000588 0.74 5.23 2.03 2.75 3.72 2.05 



802 
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OVARC1000605 1.98 2.62 2.88 4.47 4.23 3.87 ** 
OVARC1000622 3.86 4.59 11.57 12.7 11.13 11.6 
OVARC1000636 1.64 3.79 4.58 4.19 4.03 5.09 
OVARC1000640 1.97 4.72 3.93 4.21 3.67 3.09 
OVARC1000649 9.69 14,8 53.54 53.32 64.51 52.67 
OVARC1000661 1.14 9.33 2.99 5.34 5.24 5.24 
OVARC1000677 8.53 10.16 14.87 11.77 10.98 15.47 
OVARC1000678 1.21 4.49 2.71 3.28 4.17 3.26 
OVARC1000679 2.86 3.25 4.09 5.29 5.16 6.25 * 
OVARC1000681 1.47 1.55 3.2 2.41 2.22 1.71 
OVARC1000682 10.09 11.33 50.91 33.79 47.49 44.31 
OVARC1000689 3.81 7.1 19.94 20.18 22.12 21.83 
OVARC1000700 1.8 10.37 3.18 4.98 4.37 5.14 
OV ARC 1000703 1.74 7.18 5.35 6.4 6.64 7.77 
OVARC1000722 10.59 11.92 47.93 43.41 60.06 39.34 
OVARC1000726 1.44 3.48 4.62 4.88 5.89 3.58 
OVARC1000727 1.93 2.09 4.13 3.78 3.79 3.89 
OVARC1000730 5.95 5.86 9.01 4.07 4.16 5.62 
OVARC1000741 4.85 6.13 8.74 15.19 10.58 13.71 ' 
OVARC1000746 0.89 3.61 2.43 2.06 2.9 2.84 
OVARC1000764 1.76 4.93 4.77 5.35 7.01 5.44 
OVARC1000769 1.13 4.3 3.6 3.76 4.42 5.2 
OVARC1000771 2.42 6.28 2.3 4.02 4.81 3.71 
OV ARC 1000773 19.09 24.7 31.93 44.69 56.24 46.24 
OVARC1000775 11.67 8.94 16.44 12.16 8.7 4.26 
OVARC1000778 2.37 3.89 5.69 4.59 6.23 4.92 
OVARC 1000779 0.8 2.02 1.85 2.23 2.45 1.46 
OVARC1000781 1.67 5.05 4.16 6.37 3.45 5.07 
OVARC1000787 1.64 4.79 4.22 2.97 5.44 3.25 
OVARC1000789 7.62 14.23 16.39 24.95 29.69 25.94 
OVARC1000800 2.91 10.72 5.72 6.41 10.65 6.2 
OVARC1 000802 1.55 8.77 2.97 2.99 5.34 2.76 
OVARC1000810 3.37 3.54 8.29 6.66 7.99 7.21 
OVARC1000811 2.41 2.73 7.5 4.88 3.67 4.95 
OVARC1000814 3.44 4.55 9.03 7.92 11.3 9.05 
OVARC1000816 7.64 10.43 12.41 10.99 10.58 14.11 
OVARC1000817 1.18 3.38 1.27 1.71 2.14 1.55 
OVARC1000834 2.46 8.3 3.39 4.84 5.81 4.01 
OVARC1000846 2.23 10.02 5.35 7.38 9.66 7.72 
OVARC1000850 1.74 8.37 3.38 3.39 2.51 3.1 
OVARC1000853 23.21 24.23 43.4 30.67 37.81 18.39 
OVARC1000862 2.28 2.66 4.91 3.05 1.61 1.49 
OVARC1000873 2.56 2.98 4.14 4.4 3.79 3.85 
OVARC1000875 1.47 3.07 1.79 2.35 3.09 1.87 
OVARC1000876 3.71 5.67 4.46 5.11 6.06 5.45 
OVARC1000883 6.06 9.53 9.18 12.43 15.42 13.05 
OVARC1000885 2.84 9.95 3.38 3.74 5.66 4.11 
OVARC1000886 4.31 8.19 4.29 3.74 5.15 4.39 
OVARC1000890 17.47 18.3 91.22 70.97 78.71 51.68 
OVARC1000891 1.28 1.44 3.03 2.85 2.19 3.22 
OVARC1000897 0.48 1.74 1.29 1.21 1.33 0.5 
OVARC1000912 2.06 3.22 4.33 5.21 6.1 5.86 * 
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OVARC1000914 1.48 6.18 1.61 3.68 3.02 2.18 

OVARC1000915 1.71 6.64 4.14 4.87 3.54 4.76 

OVARC100G916 1.91 5.19 2.56 4.05 4.32 3.88 

OVARC1000924 1.45 5.5 3.09 3.28 3.85 3.48 

OVARC1 000928 6.05 5.46 8.78 4.22 5.83 5.35 

OVARC10G0936 1.37 1.39 2.17 2.04 3.25 2.49 

OVARC1000937 1.69 3.01 1.94 4.17 3.26 3.24 

OVARC1000945 1.55 3.67 3.62 3.83 3.22 2.28 

OVARC1000948 1.57 3.85 2.66 3.15 3.68 1.99 

OVARC1000956 1.41 5.08 4.36 7.56 7.26 5.51 

OVARC1000959 1.8 4.87 3.39 4.88 3.02 3.9 

OVARC1000960 2.64 7.53 9.55 11.64 13.89 12.86 * 

OVARC1000964 19.89 17.19 103.98 118.41 165.46 96.14 

OVARC1000971 0.42 1.58 1.4 2.53 2.27 2.28 * 

OVARC1000975 5.93 8.3 36.1 31.27 51.54 30.22 

OVARC1000976 0.65 2.12 1.27 2.17 1.46 1.5 

OVARC1000981 4.06 7.18 4.94 7.97 12.1 8.53 

OVARC1000982 2.83 5.41 2.23 3.13 3.02 3.54 

OVARC1000984 1.78 5.43 3.32 3.01 3.08 2.16 

OVARC1000995 2.94 6.59 4.5 5.98 6.19 6.72 

OVARC1000996 1.68 1.87 4.29 3.58 4.15 4.56 

OVARC1000999 6.02 5.65 15.29 15.61 13.18 13.29 

OVARC1001000 1.96 4.5 6.2 6.26 7.09 6.86 

OVARC1001004 0.51 3.4 1.45 2.05 3.3 1.47 

OVARC1001010 1.35 3.99 1.66 3.04 1.4 1.54 

OVARC1001011 1.46 5.57 1.13 2.39 3.27 2.45 

OVARC1001030 96.19 101.41 143.98 119.24 154.26 133 

OVARC1001032 1.42 5.34 1.89 1.83 2.82 1.92 

OVARC1001034 4.44 5.58 6.51 3.29 5.21 3.77 

OVARC 1001038 3.62 5.03 7.4 10.3 10.88 8.61 * 

OVARC1001040 2.63 3.77 6.93 5.25 6.51 4.25 

OVARC1001041 4.54 8.03 12.87 8.57 12.25 9.4 

OVARC1001044 1.05 2.92 1.83 1.96 2.43 1.84 

OVARC1001049 3.78 8.78 10.67 10.65 11.87 10.26 

OVAKC1001051 40.95 55.97 80.66 66.89 109.71 87.49 

OVARC1001054 1.22 4.06 3.22 2.86 4.19 1.93 

OVARC1001055 2.13 3.38 3.82 4.32 5.61 5.22 * 

OVARC100I062 5.8 6.15 12.54 8.04 9.94 9.57 

OVARC1001065 8.85 13.63 51.33 51.41 60.3 56.97 

OVARC1001068 2.82 5.62 4.76 4.72 4.02 5.52 

OVARC1001072 0.73 4.18 4.41 3.2 3.71 3.07 

OVARC1001073 0.92 5.7 2.65 2.91 2.54 1.79 

OVARC1001074 0.81 4.66 3.31 1.87 2.95 2.04 

OVARClCfol078 2 5.12 2.79 3.57 3.08 2.83 

OVARC1001085 2.41 2.83 3.66 5.54 5.02 6.36 ** 

OVARC1001086 1.97 3.17 2.85 3.98 2.83 4.13 

OVARC1001091 16.24 19.32 92.73 76.48 96.74 77.99 

OVARC1001092 4.62 5.35 7.22 9.69 7.84 6.05 

OVARC1001104 1.05 4.37 2.66 3.16 2.58 2.03 

OVARC1001107 11.59 15.6 40.28 31.21 49.49 42.22 

OVARC1001113 1.04 5.81 1.59 2.46 3.05 2.39 

OVARC1001117 2.71 6.63 4.31 4.67 5.74 2.67 
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OVARC1001118 2.38 3.69 7.08 7.36 6.91 8.28 
OVARC1001125 2.02 2.9 3 5.92 4.97 5.9 ** + 
OVARC1001129 2.61 4.58 3.19 8.46 9.43 11 ** n 
OVARC1001132 1.7 6.48 2.66 3.69 4.26 4.66 
OVARC1001138 9.52 15.82 23.8 48.95 45.16 44.97 ** 
OVARC1001141 1.68 4.97 3.48 3.77 3.68 3.84 
OVARC1001154 18.31 29.49 68.39 60.43 83.49 65.64 
OVARC1001161 2.49 5.55 6.15 7.03 6.69 5.89 
OVARC1001162 2.2 3.13 5.34 5.09 4.86 5.26 
OVARC1001163 0.69 3.59 2.77 2.2 3.98 2.54 
OVARC1001167 3.03 4.57 7.69 10.19 12.95 9.3 * 
OVARC1001169 0.74 4.87 2.68 2.47 1.91 2.06 
OVARC1001170 7.81 15.04 17.59 14.61 19.45 14.99 
OVARC1001171 15.57 17.71 24.31 16.12 23.34 22.51 
OVARC1001173 2.09 5.08 5.1 4.32 6.75 5.49 
OVARC1001176 22.57 21.48 89.96 76.74 102.3 70.7 
OVARC1001180 3.01 4.58 12.7 11.81 10.77 9.56 
OVARC1001188 2.66 3.7 3.95 3.62 3.44 4.16 
OVARC1001200 1.52 4.56 3.62 3.47 2.9 2.96 
OVARC1001202 3.75 6.65 6.53 9.26 7.79 10.23 * 
OVARC1001206 1.52 5.52 1.15 1.59 1.13 1.9 
OVARC1001209 4.89 8.92 27.46 24.69 30.38 24.27 
OVARC1001219 1.81 6.36 4.71 5.33 3.95 3.62 
OVARC1001222 2.5 8.36 5.01 3.2 4.34 5.63 
OVARC1001232 2.91 4.18 7.74 6.75 6.02 5.65 
OVARC1001240 2.05 3.27 6.84 5.55 5.06 5.4 
OVARC1001243 0.94 2.59 1.76 3.64 2.64 1.86 
OVARC 100 1244 9.07 12.05 18 21.61 18.57 26.62 
OVARC1001246 30.48 50.95 48.51 80.54 100.83 101.88 
OVARC1001247 3.64 9.86 7.7 6.57 7.02 4.49 
OVARC1001260 L.05 9.07 1.85 2.62 2.65 1.85 
OVARC1001261 4.23 10.5 6.99 3.46 2.08 2.94 
OVARC1001268 24.4 19.69 52.37 32.58 35.32 14.16 
OVARC1001270 14.46 15.1 20.83 9.69 9.8 8.65 * 
OVARC1001271 2.62 3.62 3.88 3.95 7.02 4.26 
OVARC1001282 0.88 3.02 3.09 1.37 1.59 2 
OVARC1001296 3.02 8.06 2.3 3.04 4.11 5.41 
OVARC1001306 1.48 8.27 2.4 2.04 2.29 3.82 
OVARC1001314 0.49 8.47 1.57 1.06 L79 1.32 
OVARC1001316 2.77 7.17 4.81 5.48 8.11 5.36 
OVARC1001329 6.12 6.18 21.11 17.09 19.29 16.22 
OVARC1001330 0.2 1.89 1.38 1.22 1.35 1.42 
OVARC1001336 1.92 3.7 3.59 5.67 4.09 4.02 
OVARC1001338 0.26 2.87 0.86 2.49 1.71 1.07 
OVARC1001339 12.07 18.29 22.73 33.65 32.72 37.29 * 
OVARC1001340 0.72 4.83 1.23 1.33 2.44 1.3 
OVARC1001341 4.35 9.25 6.77 7.94 11.38 9.69 
OVARC1001342 90.37 98.53 136.12 129.68 163.22 127.78 
OVARC1001344 2.1 2.51 6.27 6.52 6.89 6.2 
OVARC1001357 5.61 8.93 16.02 15.52 11.34 11.69 
OVARC1001359 8.96 12.4 16.15 21.66 13.84 10.6 
OVARC1001360 0.44 2.52 0.99 1.97 2.6 1.62 
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OVARC1001369 1.56 5.66 1.89 3.41 1.88 3.1 
OVARC1001372 0.96 4.23 333 1.52 2.77 1.95 
OVARC1001376 1.82 5.1 3.62 5.79 5.79 4.18 
OVARCJ001381 4.51 6.44 9.94 10.95 12.91 11.21 
OVARC1001391 0.5 1.62 1.44 1.88 1.27 1.26 
OVARC1001392 2.12 4.69 6.14 11.96 12.7 7.79 * 
OVARC1001399 0.98 3.59 2.16 1.77 2.54 LI 
OVARC1001417 1.01 3.07 1.76 2.39 3.61 2.81 
OVARC1001419 2.47 5.4 3.06 4.39 4.03 3.16 
OVARC1001425 2.29 5.58 5.15 8.76 8.5 8.07 * 
OVARC1001436 1.37 5.85 2.54 2.9 3.57 3.18 
OVARC1001442 0.64 4.84 1.39 2.27 1.52 0.69 
OVARC1001451 3.09 2 3.89 5.18 5.98 4.75 * 
OVARC1001452 1.35 2.41 2.87 2.96 4.69 3.13 
OVARC1001453 1.21 2.84 1.88 2.3 1.82 1.57 
OVARC1001476 10.67 14.38 16.52 17.22 12.9 13.09 
OVARC1001480 0.93 4.73 1.5 3.1 2.98 2.21 
OVARC1001489 0.97 6.89 2.51 3.01 2.83 2.09 
OVARC1001493 2.09 6.59 3.75 7.38 8.78 10.48 * 
OVARC1001496 4.65 9.58 8.63 10.74 7.37 11.03 
OVARC1001499 1.24 1.18 2.6 3.47 2.68 2.84 
OVARC1001506 2.9 2.7 5.31 5.33 6.73 5.48 
OVARC1001509 1.73 3.89 3.69 4.07 4.59 3.07 
OVARC1001510 0.16 3.69 1.42 1.94 1.73 0.86 
OVARC1001516 2.57 5.78 3.85 6.04 4.97 4.39 
OVARC1001525 0.53 4.76 2.12 1.94 2.01 1.81 
OVARC1001542 8.8 12.86 13.01 15.91 13.63 17.23 
OVARC1001544 2.14 6.6 6.72 7.54 8.33 6.22 
OVARC1001546 4.08 4.32 4.6 6.12 5.31 7.23 * 
OVARC1001547 1.29 2.53 1.68 2.44 1.85 2.22 
OVARC1001555 10.39 16.51 68.77 48.66 65.39 56.39 
OVARC1001560 3.35 4.91 5.52 5.36 4.93 5.34 
OVARC1001569 1.63 4.75 4.79 5.92 5.19 5.1 
OVARC1001570 3.96 7.9 6.93 7.72 10.7 8.55 
OVARC1001577 1.68 5.89 5.41 8.61 6.9 10.2 
OVARC1001578 0.25 3.47 -0.19 -0.47 0.24 0.15 
OVARC1001596 12.13 11.65 14.23 13.51 14.82 27.15 
OVARC1001600 1.13 2.9 1.48 2.81 2.67 3.67 
OVARC1001607 6.22 7.72 10.91 13.42 14.01 13.45 
OVARC1001610 1.81 5.25 2.84 4.25 2.66 2.7 
OVARC1001611 0.13 5.11 1.24 1.48 2.89 1.79 
OVARC1001615 0.58 5.42 1.93 1.54 2.56 1.74 
OVARC 1001 636 1.09 3.75 1.05 2.39 2.05 2.15 
OVARC1001668 3.77 6.75 10.04 10.5 11.4 10.48 
OVARC1001702 1.18 2.21 2.42 3.86 2.07 2.25 
OVARC1001703 2.82 3.18 2.97 2.64 4.71 4.65 
OVARC1001710 3.58 7.03 8.67 8.01 6.28 9.55 
OVARC1001711 1.96 7.3 3.36 5.01 4.15 5.4 
OVARC1001713 9.17 11.54 44.65 36.47 51.48 43.79 
OVARC1001725 1.01 5.45 6.11 2.56 3.77 4.01 
OVARC1001726 1.64 4.48 ^3.23 4.97 5.6 5.18 
OVARC1001727 1.4 2.41 1.52 1.43 2.35 1.14 
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OVARC1001731 120.62 110.86 255.43 140.73 139.03 74.2 

OVARC1001735 1.29 3.44 3.54 3.75 3.25 2.89 

OVARC1001741 3.3 4.73 15.28 13.09 12.93 13.17 

OVARC1001745 2.72 5.39 6.83 9.17 10.23 8.89 * 

OVARC1001759 3.31 9.01 6.31 7.61 7.61 11.95 

OVARC1001762 3.96 7.78 6.38 10.3 11.01 13.4 * 

OVARC1001766 5.33 7.8 11.99 15.56 16.86 15.33 * 

OVARC1001767 0.94 3.76 1.18 1.97 1.96 2.41 

OVARC1001768 3.31 3.86 3.76 5.35 4.59 3.54 

OVARC1001770 3.04 6.58 9.98 11.46 9.08 9.46 

OVARC1001776 2.11 4.7 3.5 4.72 3.64 2.92 

OVARC1001791 1.13 4.77 3.54 3.07 3.12 3.42 

OVARC1001795 0.89 6.19 1.24 2.31 2.87 2.11 

OVARC1001798 2.81 12.11 7.57 9.72 11.93 9.04 

OVARC1001802 1.73 11.64 4.9 5.6 5.93 4.01 

OVARC1001805 1.92 6.96 2.58 3.62 4.59 3.51 

OVARC1001807 1.9 2.53 4.18 3.06 3.12 2.46 

OVARC1001809 12.38 14.06 76.32 55.87 81.41 52.83 

OVARC1001812 1.44 3.39 3.15 3.23 4.63 3.71 

OVARC1001813 1.61 4.29 2.33 2.93 3.98 2.51 

OVARC1001820 1.67 7.15 3.21 3.47 3.76 3.22 

OVARC1001828 0.78 6.85 2.36 1.91 3.23 2.2 

OVARC1001833 1.07 8.12 2.02 2.4 2.1 1.92 

OVARC1001839 1.56 8.43 2.98 2.91 3.59 1.15 

OVARC1001846 1.91 1.38 2.9 2.15 2.11 1.8 

OVARC1001849 1.21 2.52 2.42 5.79 3.69 4.03 * 

OVARC1001861 1.46 3.56 2.73 2.78 2.5 2.09 

OVARC1001873 3.09 3.78 4.63 5.47 4.42 4.73 

OVARC1001879 1.44 6.08 3.43 2.35 2.93 2.22 

OVARC1001880 0.91 7.84 2.94 3.63 5.78 3.8 

OVARC 100 1883 0.99 7.61 3.12 2.61 3.42 2.52 

OVARC1001900 1.11 7.07 4.03 2.57 3.61 2.89 

OVARC1001901 0.54 1.84 1.21 2.42 1.37 2.43 

OVARC1001911 0.59 1.57 1.66 1.51 1.39 1.55 

OVARC1001916 1.86 3.13 3.35 4.16 4.61 3.51 

OVARC1001928 1.45 3.53 1.55 1.58 1.62 1.72 

OVARC1001937 5.12 11.69 8.13 17.41 11.63 15.16 

OVARC1001940 1.1 4.51 3.13 3.72 3.14 2.78 

OVARC1001942 3.85 7.4 8.03 11.47 13.91 12.77 * 

OVARC1001943 7.16 10.07 11.08 9.62 13.85 11.87 

OVARC1001949 1.69 3.34 4.15 5.35 4.01 5.55 

OVARC1001950 1.53 2.41 3.79 6.3 4.35 3.98 

OVARC1001952 11.3 11.38 53.57 52.33 78.84 38.05 

OVARC1001954 1.12 2.99 2.2 3.09 2.67 2.05 

OVARC1001963 1 4.91 2.89 4.5 3.39 3.21 

OVARC1001983 3.62 14.16 14.25 20.96 19.21 21.67 

OVARC1001987 3.12 6.54 5.94 6.08 8.39 8.02 

OVARC1001989 1.41 5.2 4.96 4.54 5.59 5.26 

OVARC1001991 1.74 3.27 4.08 4.57 3.86 3.27 

OVARC1002005 4.14 3.55 7.66 10.01 9.06 8.2 * 

OVARC1002044 3.73 3.94 6J7 6.57 8.32 6.99 * 

OVARC1002046 10.28 16.21 20.07 29.4 37.78 37.02 * 
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OVARC1 002050 1.7 5.6 2.43 3.96 3.82 2.53 
OVARC1002058 4.23 6.11 4.02 4.69 5.55 5.43 
OVARC1002066 11.47 13.5 25.49 26.02 28.69 22.63 
OVARC1002082 3.6 8.55 8.81 9.6 8.89 6.49 
OVARC1002091 3.17 5.67 8.37 9.49 5.49 7.64 
OVARC1002092 1.38 2.72 2.2 4 3.97 1.88 
OVARC1002093 1.79 3.1 4.51 5.01 4.44 3.88 
OVARC1002094 1.55 6.24 4.17 36.42 27.25 28.35 ** 
OVARC1002107 1.42 4.63 2.69 4.86 5.48 3.6 
OVARC1002112 6.17 11.59 8.5 13.47 17.48 11.92 
OVARC1002126 2.66 6.35 6.68 7.95 6.44 8.79 
OVARC1002127 0.73 5.04 1.86 1.92 2.61 1.52 
OVARC1002138 1.4 1.79 1.86 3.16 4.82 2.75 * + 
OVARC1002143 0.73 1.51 1.55 1.29 3.03 2.09 
OVARC1002156 2.42 3.87 4.19 4.43 3.9 3.65 
OVARCI002158 0.88 2.63 1.6 2.36 1.57 1.51 
OVARC1002165 4.85 6.3 9.83 10.73 14.03 10.87 
OVARC1002176 0.86 5.08 3.59 2.01 3.46 2.64 
OVARC1002178 0.83 5.35 3.12 3.8 5.02 4.25 
OVARC1002182 1.29 2.89 3.77 2.45 4.64 3.12 
OVARC1002185 11.45 13.19 62.79 43.91 53.43 55.56 
PLACE 1000004 1.42 3.23 2.35 3.87 4.25 4.05 * + 
PLACE1000005 1.18 3.06 3.3 5.27 5.31 4.83 * + 
PLACE1000006 2.01 8.33 3.23 4.2 5.44 4.67 
PLACE1000O07 0.97 5.13 2.89 3.03 2.47 2.56 
PLACE1000014 2.9 8.06 6.26 6.67 8.18 6.55 
PLACE1000031 0.88 4.81 0.45 2.61 2.71 2.79 
PLACE1000033 1.23 2.15 2.75 2.42 3.17 2.56 
PLACE1000040 3.08 4.43 6.18 7.11 5.54 7.37 
PLACE 1000048 1.83 3.24 2.14 3.32 3.96 3.74 
PLACE1000050 2.12 5.36 9.1 9 6.55 8.25 
PLACE1000061 138.29 147.36 249.77 165.55 233.98 230.37 
PLACE1000066 14.23 15 19.46 15.86 15.62 18.52 
PLACE1000075 3.03 6.24 9.08 4.98 6.93 7.11 
PLACE1000078 2.1 5.75 5 6.07 6.93 5.19 
PLACE1000081 1.08 1.88 1.52 1.13 1.89 1.27 
PLACE1000086 4.97 6.55 11.25 8.1 9.16 7.75 
PLACE1000094 0.7 4.18 1.72 1 3.44 2.96 
PLACE1000101 4.67 8.44 7.7 31.69 10.38 13.65 * 
PLACE1000121 0.87 6.29 2.02 1.95 2.85 2.39 
PLACE1000133 6.65 11.93 17.66 15.19 17.59 21.71 
PLACE1000142 1.79 6.03 5.66 2.64 4.77 4.24 
PLACE1000146 1.95 4.51 2.89 3.71 5.02 2.82 
PLACE1000163 4.52 5.99 10.71 16.27 10.95 13.78 
PLACE1000172 1.12 2.63 1.48 1.81 3.21 2.29 
PLACE1000181 1.06 3 2.98 2.63 3.75 2.86 
PLACE1000184 1.17 3.08 1.48 1.87 3.28 2.27 
PLACE1000185 2.99 6.52 8.47 9.53 9.99 12.03 
PLACE1000198 0.78 4.09 2.49 2.19 2.17 1.93 
PLACE1000213 3.3 5.87 7.36 4.35 5.38 8.09 
PLACE1000214 1.37 4.29 4.54 5.22 6.72 4.22 
PLACE1000220 9.61 7.84 16.78 7.48 5.77 4.1 
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PLACE1000231 2.48 4.1 4.92 4.57 4.65 3.91 
PLACE1000236 0.66 3.33 2.43 2.8 3.63 2.37 
PLACE1000245 2.92 5.88 6.34 9.34 11.24 10.55 * 
PLACE1000246 5.15 8.27 9.95 3.29 2.55 2.86 * 
PLACE1000258 5.4 12.61 13.52 14.88 16.7 14.95 
PLACE1000288 1.68 7.22 2.96 2.83 4.02 2.48 
PLACE1000292 3.72 9.02 8.85 10.23 20.58 9.21 
PLACE1000302 0.56 1.01 1.39 1.07 0.92 0.62 
PLACE1000304 1.13 3.26 3.17 3.75 2.32 3.05 
PLACE100O308 2.54 4.35 4.17 4.42 3.87 1.34 
PLACE 1000309 2.29 4.02 4 6.72 5.23 7.88 * 
PLACE1000312 1.33 3.44 2.48 2.74 3.99 2.5 
PLACE1000330 0.46 5.76 3.02 1.32 1.93 1.35 
PLACE 1000332 1.02 8.82 2.01 3.01 3.78 1.68 
PLACE1000347 2.3 9.48 3.89 2.59 5.81 3.22 
PLACE1000351 1.2 1.5 2.87 2.2 2.4 2 
PLACE1000374 2.01 3.03 7.02 8.89 6.55 6.85 
PLACE1000380 2.39 4.27 3.95 4.9 2.12 2.38 
PLACE1000383 1.03 2.62 1.9 2.53 3.64 2.4 
PLACE 1000397 0.63 4.06 1.89 2.82 3.34 3.47 
PLACE1000401 1.22 6.39 2.24 2.23 3.05 2.36 
PLACE1000406 1.08 8.76 3.4 3.72 4.08 3.64 
PLACE1000412 1.61 6.38 1.56 1.62 3.45 1.46 
PLACE1000420 2.59 3.51 4.6 8.95 7.28 5.6 * 
PLACE1000421 0.99 1.3 2.32 2.97 2 1.7 
PLACE1000423 16.6 23.29 32.85 10.67 8.02 8.09 * 
PLACE1000424 1.36 3.09 2.12 3.35 2.65 1.97 
PLACE10O0430 0.77 4.36 1.95 3.51 2.94 3.77 
PLACE1000433 1.06 5.9 1.65 1.89 2.6 1.8 
PLACE1000435 1.39 7.21 4.77 6.22 6.29 4.22 
PLACE1000437 6.06 10.65 10.14 17.29 20.07 18.79 
PLACE1000442 3.75 3.85 6.27 7.81 5.7 6.7 
PLACE1000444 2.14 3.94 8.96 11.14 11.55 9.8 
PLACE1000453 5.57 11.03 14.16 10.42 7.4 2.99 
PLACE1000456 1.25 2.21 1.97 1.33 2.18 1.07 
PLACE1000465 2.09 5.63 6.62 12.97 11.8 10.69 * 
PLACE1000481 2.32 8.1 3.73 6.89 6.64 6.45 
PLACE10O0492 1.15 4.45 2.95 3.27 3.06 2.81 
PLACE1000508 136 4.64 4 3.91 4.24 3.71 
PLACE1000512 4.91 4.29 6.39 8.12 7.8 4.6 
PLACE1000540 5.18 3.93 7.84 5.44 6.9 5.57 
PLACE1000541 13.59 15.07 48.84 60.62 81.24 41.96 
PLACE1000546 0.86 3.61 2.82 4.72 4.63 2.5 
PLACE1000547 2.16 4.61 3.83 6.31 5.64 5.92 * 
PLACE1000560 2.08 5.97 2.1 1.62 2.8 1.72 
PLACE1000562 2.8 6.23 6.04 8.86 11.26 8.61 * 
PLACE1000564 1.54 6.4 3.07 3.16 4.41 3.43 
PLACE1000583 3.75 3.28 6.32 6.78 11.53 6.8 
PLACE 1000587 8.52 9.32 12.99 13.64 14.69 9.43 
PLACE1000588 1.92 4.36 3.99 8.79 8.15 4.48 
PLACE1000596 1.99 5.34 4.39 7.8 6.74 4.51 
PLACE1000599 2.39 5.51 7.05 7.92 7.79 6.46 
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PLACE1000605 5.12 11.43 7.06 14.2 15.1 12.67 * 

PLACE1000610 2.01 6.08 3.54 5.26 4.48 2.94 

PLACE1000611 13.18 19.13 24.68 16.45 20.37 22.79 

PLACE1000626 3.19 4.04 8.04 5.71 9.93 8.12 

PLACE100O633 1.32 2.12 3.95 4.8 6.06 3.59 

PLACE1000636 1.15 2.54 1.43 2.72 4.25 2.94 

PLACE1000653 5.07 8.56 9.29 11.07 11.87 14.08 * 

PLACE1000656 4.2 12.9 25.22 16.66 16.71 12.92 
PLACE 1000663 2 6.43 3.59 2.39 6.61 4.03 
PLACE 1000706 2 6.3 5.04 5 3 7 7.27 6.26 

PLACE1000712 3.9 9.52 10.82 10.49 10.07 9.11 

PLACE1000716 0.98 2.75 3.44 2.44 3.2 2.82 

PLACE1000740 2.74 5.28 6.24 8.83 8.13 9.69 * 

PLACE1000748 3.35 3.51 6.81 3.12 5.02 4.23 

PLACE1000749 3.49 6.35 5.94 4.61 4.65 6.02 

PLACE1000751 2.71 5.34 4.07 7.81 8.32 8.36 ** 

PLACE1000755 1.39 6.14 1.93 2.55 5.1 2.96 

PLACE1000769 2.29 6.8 3.45 3.33 4.58 2.6 

PLACE1000778 0.87 1.48 1.99 2.05 2.94 2.38 

PLACE1000785 9.56 12.21 27.18 28 24.34 29.54 

PLACE1000786 2.68 4.22 3.63 3.09 3.77 3.7 

PLACE1000793 4.05 7.21 6.7 6.06 7.6 9.1 

PLACE1000795 2.15 5.5 3.99 4.44 5.29 4.31 

PLACE1000798 0.88 8.44 3.24 3.13 3.8 3.72 

PLACE1000812 2.13 5.08 4.46 5.06 5.16 6.03 

PLACE1000823 1.71 5.2 4.89 5.67 7.28 4.84 
PLACE1000825 1.6 2.86 2.02 3.77 3.96 3.76 * 
PLACE1000838 16 15.77 23.73 13.88 15.6 15.65 

PLACE1000841 1.22 3.78 3.31 3.97 10.65 3.77 

PLACE 1000843 2.14 6.2 5.68 5.79 7.7 5.38 

PLACE1000849 2.79 8.82 6.72 7.24 6.78 10.02 

PLACE1000856 2.01 5.3 3.59 3.42 4.79 4.19 
PLACE1000863 5.2 7.58 9.56 8.97 12.34 11.53 

PLACE1000876 3.65 7.6 6.02 6.7 9.95 9.06 

PLACE1000899 1.36 2.24 3.12 4.12 5.14 4.22 * 

PLACE 1000907 4.82 5.53 9.59 6.77 8.44 5.83 

PLACE1000909 1.18 3.31 2.45 3.65 3.88 3.44 

PLACE1000912 0.42 4.55 1.77 1.76 2.72 1.46 

PLACE1000914 1.05 4.41 3.5 3 6.09 4.22 

PLACE1000918 0.54 4.49 1.61 1.82 3.13 1.98 

PLACE1000927 10.48 12.41 16.9 20.91 23.21 25.47 

PLACE1000931 0.69 3.44 2.12 2.44 3.94 3.3 

PLACE1000944 2.55 2.24 4.78 3.84 3.32 2.09 

PLACE1000948 0.52 2.31 2.96 2.21 2.72 1.72 

PLACE1000958 0.12 2.2 1.73 1.11 1.77 2.27 

PLACE1000972 1.01 3.43 2.89 4.49 5.33 3.75 

PLACE1000977 2.33 5.67 4.42 2.71 5.33 5.25 

PLACE1000979 1.63 8.01 3.93 4.24 5.92 4.57 

PLACE1000986 3.37 16.51 6.63 6.97 8.75 7.69 

PLACE1000987 1.76 10.13 4.79 4.17 4.74 5.11 

PLACE1001000 4.85 4.62 7.76 6.02 4.25 3.02 
PLACE 100 1007 7 6.94 14.66 5.39 3.76 3.47 
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PLACE1001010 0.61 2.04 2.45 2.56 2.73 2.84 
PLACE1001015 0.88 2.55 1.84 2.36 1.72 2.42 
PLACE1001016 1.79 4.54 4.29 6.37 9 6.57 * 
PLACE10O1O22 0.68 6.5 2.45 1.9 2.39 1.29 
PLACE1001024 1.05 8.89 1.83 1.34 2.49 2.35 
PLACE1001036 2.63 10.55 5.42 3.62 5.49 5.43 
PLACE1001038 50.16 49.81 118.83 82.67 64.83 52.8 
PLACE1001048 1.07 1.82 0.92 2.39 2.09 1.21 
PLACE1001054 9.95 10.74 63.88 62.96 79.44 66.71 
PLACE1001062 1.45 4.19 3.71 3.12 4.17 3.05 
PLACE1001063 1.35 3.74 2.2 4.06 3.65 2.74 
PLACE1001076 0.46 6.48 1 1.86 2.18 1.62 
PLACE1001081 1.53 7.95 3.33 3.65 5.24 4.8 
PLACE1001088 1.32 5.24 1.22 1.42 2.81 1.37 
PLACE1001092 2.31 2.47 4.68 5.8 4.18 3.9 
PLACE1001098 0.93 2.62 4.53 5.49 4.05 3.17 
PLACE 1001 100 1.31 2.58 2.48 4.27 4.17 3.37 * 
PLACE1001104 1.95 4.09 4.54 3.39 3.42 4.47 
PLACE1001114 1.56 6.54 4.33 5.17 3.78 3.27 
PLACE1001118 2.52 5.77 6.12 6.21 6.14 5.1 
PLACE1001123 2.86 5.3 7.53 7.08 8.51 7.63 
PLACE1001136 1.58 4.39 5.13 5.29 5.95 5.85 
PLACE1001144 6.27 5.67 13.43 10.34 11 10.08 
PLACE1001147 2.11 2.98 6.03 6.13 5.15 4.83 
PLACE1001148 1.72 1.31 1.89 1.76 2.39 2.31 
PLACE1001159 0.86 2.37 2.05 2.27 3.73 1.43 
PLACE1001168 8.87 14.52 15.09 25.46 23.18 30.79 
PLACE1001171 0.69 3.89 1.23 2.53 1.42 1.53 
PLACE1001183 0.24 3.61 1.81 L57 2.78 1.38 
PLACE1001185 3.13 7.43 3.76 5 6.4 5.64 
PLACE1001201 1.77 2.8 3.29 6.32 6.94 6.32 ** 
PLACE1001229 7.51 8.56 12.64 15.24 11.45 10.42 
PLACE1001231 1.83 2.73 3.07 4.09 5.1 2.3 
PLACE1001238 1.52 4.35 3.74 3.65 4.52 4.57 
PLACE1001241 1.63 5.58 2.92 5.73 8.13 7.04 
PLACE1001242 22.28 29.54 30.28 46.43 48.89 62.65 
PLACE1001247 2.43 7.02 4.07 5.03 5.91 4.52 
PLACE1001250 1.01 5.36 3.61 4.68 4.39 4.81 
PLACE1001257 2.99 3.06 7.06 7.89 9.21 7.69 
PLACE1001272 3.19 4.27 5.68 7.13 6.43 5.14 
PLACE1001279 0.96 3.12 2.74 308 3.81 3.29 
PLACE 1001280 1.08 4.75 2.68 4.98 4.45 2.86 
PLACE1001294 1.91 7.23 6.91 4.88 5.57 6.18 
PLACE1001295 4.16 9.94 7.53 8.55 11.85 8.43 
PLACE1001300 2.46 7.9 4.31 4.65 14.73 4.95 
PLACE1001304 3 8.27 10.47 8.57 10.81 10.64 
PLACE1001311 3.95 3.34 5.67 6.85 9.14 7.6 * 
PLACE1001323 2.17 2.95 5.32 5.66 8.43 5.5 
PLACE1001325 0.88 1.95 3.71 2.84 3.56 3.27 
PLACE1001340 5.18 6.99 9.8 8.69 12.02 10.48 
PLACE1001344 1.52 3.49 1.77 2.34 2.06 1.75 
PLACE1001351 3.23 6.39 8.39 6.4 8.62 6.1 
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PLACE1O01366 1 4.49 4.02 4.19 4.6 3.72 
PLACE1O01377 3.02 4.97 5.1 7.91 7.28 5.83 * 
PLACE1001383 231 4.13 3.53 2.62 5.5 5.72 
PLACE1001384 1.81 3.23 2.89 2.05 3.43 3.15 
PLACE1001387 1.65 3.64 3.7 3.03 4.83 3 
PLACE1001395 3.72 6.64 6.54 7.01 7.61 7.73 
PLACE1001399 3.71 6.58 9.31 7.37 8.61 9.22 
PLACE1001401 0.83 5.25 2.33 L55 1.76 0.87 
PLACE1001407 11.65 21.8 24.47 22.63 18.09 26.24 
PLACE1001412 1.6 4.98 4.53 4.08 4.42 3.83 
PLACE1001414 2.3 3.02 5.86 7.57 5.13 6.83 
PLACE1001416 2.99 4.71 3.29 5.62 4.04 7.08 
PLACE1001433 33.62 33.05 51.64 49.1 58.33 55.88 
PLACE1001440 1.95 3.99 3.96 3.6 3.53 2.1 
PLACE1001456 1.64 5.5 4.26 4.15 4.87 4.49 
PLACE1001464 32.76 28.05 47.41 53.22 68.42 61.32 
PLACE1001468 0.85 5.04 1.17 1.56 2.55 2.27 
PLACE1001484 1.31 4.85 2.96 4.25 5.8 3.04 
PLACE1001500 0.92 2.22 2.14 2.72 3.34 3.26 * 
PLACE1001502 1.36 3.6 3.9 3.54 5.9 4.54 
PLACE1001503 1.7 4.58 6.72 7.47 8.2 8.05 
PLACE1001505 6.34 14.13 16.16 39.97 27.14 46.65 
PLACE1001513 4.09 10.82 8.17 5.87 8.53 14.61 
PLACE1001516 0.61 4.33 1.33 r 1.71 3.49 1.99 
PLACE1001517 5.56 8.58 14.77 14.14 14.96 14.28 
PLACE1001523 12.83 14.09 20.42 22.79 19.74 32.9 
PLACE1001526 5.12 4.89 8.42 9.51 9.11 6.89 
PLACE1001534 2.12 5.12 3.58 3.62 5.55 3.99 
PLACE1001536 0.61 2.5 1.52 2.11 3.2 1.9 
PLACE1001545 17.97 23.9 38.46 33.78 45.13 66.08 
PLACE1001551 2.55 6.26 6.15 4.72 6.59 6.71 
PLACE1001564 1.37 4.87 2.88 4.01 3.57 3.7 
PLACE1001570 2.62 5.95 4.18 2.19 3.82 4.32 
PLACE1001571 2.04 4.51 6.07 5.69 6.27 5.81 
PLACE1001595 4.73 4.64 10.04 11.6 8.27 5.28 
PLACE1001602 7.23 8.39 18.65 20.38 18.68 19.71 
PLACE1 001603 2.01 3.83 5.37 6.86 5.86 4.56 
PLACE 1001608 3.44 7.22 5.9 5.82 7.73 8.7 
PLACE 1001610 3.77 8.4 8.22 9.26 9.49 9.85 
PLACE1001611 1.94 7.34 3.65 2.28 3.85 1.88 
PLACE1001629 0.78 6.77 2.24 3.62 3.36 3.52 
PLACE1001632 1.66 8.26 4.04 4.3 4.14 4.37 
PLACE 1001 634 7.4 9.92 39.12 23.85 32.41 18.38 
PLACE1001637 0.84 2.16 1.25 1.41 2.4. 1.1 
PLACE1001640 1.33 3.27 4.66 2.68 4.85 4.49 
PLACE1001655 0.83 2.93 2.06 2.82 2.14 2.02 
PLACE1001672 1.84 7.04 4.01 3.3 4.41 4.09 
PLACE1001676 1.38 8.49 3.54 4.63 4.77 3.85 
PLACE1001683 12.79 23.62 24.61 25.33 30.22 27.13 
PLACE 1001691 3.41 12.29 6.72 9.03 8.96 9.83 
PLACE1001692 1.47 2.96 5.25 5.87 5.6 5.13 
PLACE1001705 3.02 3.75 9.88 10.06 9.21 8.32 
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PLACE1001716 1.68 3 2.61 2.24 3.79 3.58 
PLACE1001720 1.49 2.62 2.21 1.56 2.45 1.71 
PLACE1001728 1.43 6.19 4.24 1.96 2.04 2.51 
PLACE1001729 2.12 8.13 4.44 3.8 4.52 4.36 
PLACE1001739 2.61 9.55 4.04 4.95 7.24 6.16 
PLACE1001740 0.92 5.36 2.09 1.92 2.1 1.69 
PLACE1001745 1.15 0.98 3.22 1.87 2.48 2.31 
PLACE1001746 1.04 2.25 2.55 4.64 3.4 2.82 
PLACE1001748 4.74 7.01 8.18 8.19 6.58 5.96 
PLACE 1001753 2.06 3.54 3.29 7.44 5.57 5.82 * 
PLACE 1001 756 5.6 11.31 38.07 31.78 44.99 35.99 
PLACE1001760 6.54 12.23 12.85 16.36 16.96 16.66 * 
PLACE1001767 11.26 14.98 59.72 45.37 61.46 45.39 
PLACE1001771 1.96 6.64 4.03 4.32 5.22 4.54 
PLACE1001775 2.23 2.81 6.72 5.1 3.11 4.79 
PLACE1001777 83.34 145.9 190.82 142.92 71.27 59.69 
PLACE1001781 1.9 3.86 4.91 8.72 3.39 2.3 
PLACE1001783 0.76 3.21 2.06 4.84 2.09 1.54 
PLACE1001786 1.77 6.61 2.72 3.7 : 3.32 "2.6 
PLACE1001788 5.16 9.07 7.14 10.52 8.74 9.32 
PLACE1001795 1.92 4.4 4.82 5.42 4.61 5.42 
PLACE1001799 0.69 3.62 2.11 1.86 2.83 1.97 
PLACE1001810 0.89 1.52 1.76 2.73 3.91 1.73 
PLACE1001817 5.53 6.12 10.88 10.56 9.4 6.38 
PLACE1001821 4.68 6.07 7.11 8.37 9.92 4.99 
PLACE1001836 0.91 3.12 2.38 2.69 4.12 2.63 
PLACE1001844 1.55 5.1 3.48 4.42 4.36 4.09 
PLACE 100 1845 3.62 8.38 7.39 7.88 7.55 9.93 
PLACE1001858 2.56 6.58 3.52 5.26 7.48 6.05 
PLACE1001869 3.13 7.15 4.85 6.09 6.46 5.66 
PLACE1001890 11.74 11.92 21.45 173.44 255.31 125.13 
PLACE1001897 9.19 13.85 16.44 22.22 23.13 12.95 
PLACE1001902 10.13 12.6 21.53 22.74 27.67 12.77 
PLACE1001904 1.38 3.72 1.51 2.45 2.53 2.35 
PLACE1001907 3.36 6.76 5.71 7.67 5.67 5.59 
PLACE1001910 83.6 82.16 135.34 301.29 325.42 244.59 
PLACE1001912 1.53 6.6 3.36 5.54 5.48 4.85 
PLACE1001918 17.31 22.95 30.16 31.14 40.44 40.02 
PLACE1001920 2.07 3.51 5.43 11.97 13.8 11.4 ** 
PLACE 1001928 3.06 2.96 4.67 5.29 9.7 5.31 
PLACE1001930 1.17 3.92 2.2 2.9 4.73 3.22 
PLACE1001949 1.16 3.67 1.78 3.84 4.24 3.18 
PLACE1001959 1.36 4.7 3.16 2.63 3.17 2.26 
PLACE1001969 2.09 7.83 7.21 6.56 30.73 6.57 
PLACE1001974 7.39 11.98 11.87 11.43 16.09 16.06 
PLACE1001981' 0.77 4.38 3.22 1.77 3.88 2.36 
PLACE1001983 3.81 4.12 5.32 5.92 6.16 5.72 * 
PLACE1001989 2.34 4.15 5.02 4.37 5.91 3.72 
PLACE1002004 3.07 4.06 8.05 9.22 9.69 7.18 
PLACE 1002008 8.4 11.76 17 23.36 22.19 22.42 * 
PLACE1002015 26.96 30.92 67.62 105.75 88.42 94.15 
PLACE1002044 3.79 8.07 5.86 4.64 6.39 6.4 
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PLACE1002046 1.78 5.68 1.9 4.3 5.79 4.97 
PLACE1002052 1.09 4.98 2.26 1.38 2.41 2.32 
PLACE1002066 4.79 6.3 8.29 10.24 10.77 9.93 * 
PLACE 1002072 2.55 3.91 4.86 6 5.48 6 * 
PLACE1002073 0.51 2.83 2.29 2.35 4.06 2.91 
PLACE1002080 1.81 6.49 6.13 4.76 6.82 5.72 
PLACE1002081 1.66 6.13 4.06 3.74 4.86 4.3 
PLACE1002090 7.74 16.55 13.87 12.53 14.4 19.41 
PLACE1002095 2.97 6.22 8.45 10.01 10.18 11.32 
PLACE1002102 4.26 8.56 8.81 9.47 9.56 10.67 
PLACE1002109 2.57 5.08 3.81 4.66 6.17 6.32 
PLACE1002115 1.75 3.57 2.48 2.78 4.26 2.59 
PLACE1002119 15.65 15.3 35.78 37.28 32.59 38.23 
PLACE1002140 5.25 8.45 14.05 19.93 17.14 17.19 
PLACE1002150 1.54 8.26 4.25 3.23 5.36 4.12 
PLACE1002153 1.6 5.75 2.58 3.47 5.76 4.48 
PLACE1002157 0.87 2.96 1.72 1.76 3.28 3.73 
PLACE1002163 2.13 4.67 4.55 6.21 8.81 6.03 
PLACE1002168 2.39 4.04 4.42 4.68 6.28 3.22 
PLACE1002170 2.73 3.53 7.35 4.89 5.33 3.74 
PLACE1002171 3.09 6.11 10.02 18.44 14.63 13.93 
PLACE1002180 3.16 6.23 6.77 4.63 8.54 8.39 
PLACE1002184 9.2 15.58 18.42 124.63 250.27 333.14 
PLACE1002200 1.35 5.67 2.38 2.97 2.89 2.26 
PLACE1002205 3.3 6.47 18.07 17.08 18.38 14.61 
PLACE1002213 2.2 4.16 4.93 5.52 8.03 6.03 
PLACE1002219 1.05 1.91 2.23 3.33 3.53 1.96 
PLACE1002227 0.68 2.65 1.7 1.5 3.03 1.67 
PLACE1002253 0.32 2.67 1.28 1.47 0.76 0.43 
PLACE1002256 1.16 4.78 3.31 3.54 3.01 4.79 
PLACE 1002259 1.46 5.69 4.48 3.22 2.98 2.31 
PLACE1002285 1.16 10.74 2.29 1.55 2.38 1.24 
PLACE1002301 9.42 17.5 14.68 12.7 10.48 11.7 
PLACE1002310 4.28 10.16 9.86 8.82 7.87 9.94 
PLACE1002311 1.84 2.94 3.87 2.96 2.87 2.03 
PLACE1002319 2.31 2.64 2.94 3.21 3.23 3.92 * 
PLACE1002329 0.56 2.54 2.5 4.07 3.58 3.07 
PLACE 1002333 1.34 3.1 1.96 1.22 2.44 2 
PLACE1002342 4.19 9.04 9.44 5.06 8.52 8.17 
PLACE1002343 0.49 6.98 2.94 2.08 1.9 2.52 
PLACE1002355 1.31 9.39 2.36 3.33 4.35 2.63 
PLACE1002358 1.15 7.94 3.3 2.6 2.65 2.13 
PLACE1002359 1.91 2.17 3.47 4.7 3.91 3.42 
PLACE 1002374 29.69 28.18 54.19 53.9 34.73 36.14 
PLACE1002376 3.58 5.91 7.86 6.23 6.82 6.56 
PLACE1002379 6.24 7.66 6.63 10.13 9.68 10.9 ** 
PLACE1 002386 0.86 5.32 1.35 1.87 2.05 1.51 
PLACE1002395 3.69 9.97 17.13 16.43 20.62 16.16 
PLACE1002399 2.38 11.09 3.42 5.31 10.38 7.39 
PLACE1002407 1.09 5.22 2.31 2.3 4.01 3.66 
PLACE1002433 1.63 2.17 2.97 2.96 4.35 3.66 
PLACE1002437 0.79 1.4 1.47 1.41 3.28 1.35 
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PLACE1002438 0.74 2.38 1.96 1.8 2.43 3.38 
PLACE1002446 4.64 8.42 5.95 10.27 8.88 11.99 * 
PLACE1002447 1.26 6.06 2.05 3.92 3,14 4.32 
PLACE1002450 1.19 5.92 3.24 4.32 4.21 5.05 
PLACE1002462 0.81 4.02 2.94 3.51 2.99 3.13 
PLACE1002465 0.96 4.69 2.2 2.69 4.31 2.24 
PLACE1002474 1.61 2.26 3.23 3.85 4.41 3.6 * + 
PLACE1002477 11.11 14.51 32.39 44.06 41.42 26.68 
PLACE1002493 3.39 4.1 10.1 14.39 16.66 9.49 
PLACE 1002497 0.68 2.81 0.67 1.45 0.93 0.99 
PLACE1002499 2.12 4.73 3 5.98 6.44 5.28 * + 
PLACE1002500 2.61 6.52 7.36 7.58 10.45 7.25 
PLACE1002514 0.3 4.49 1.84 1.74 2.47 1.75 
PLACE 10025 18 2.86 7.65 6.9 5.62 7.55 4.67 
PLACE1002529 1.14 1.56 2.21 3.19 3.4 1.44 
PLACE1002532 1.31 1.82 3.18 5.75 4.94 5.59 ** - 
PLACE1002536 3.59 3.75 3.44 5.84 6.07 3.85 
PLACE1002537 1.63 4.06 2.7 2.69 4.07 3.08 
PLACE1O02539 1.86 5.68 2.75 4.53 5.29 4.78 
PLACE1002547 6.09 8.06 7.3 12.32 11.02 11.26 ** 
PLACE1002571 2.84 6.85 5.19 6.84 8.65 6.23 
PLACE1002578 3.57 8.34 8.35 11.11 12.19 8.11 
PLACE1002583 1.33 1.61 2.32 3.18 4.02. 2.46 
PLACE1002591 0.82 1.62 2.34 3.25 4.43 1.92 
PLACE1002598 6.56 10.95 12.39 11.93 9.04 7.74 
PLACE1O02604 1.73 3.57 2.69 3.75 5.38 3.51 
PLACE1002612 2.89 8.47 5.95 11.25 10.88 8.06 
PLACE1002625 1.25 4.79 3.18 2.7 3.25 1.82 
PLACE1002638 2.94 8.01 6.66 7.78 6.81 7.29 
PLACE1002655 1.39 6.51 5.57 7.19 7.62 6.46 
PLACE1002665 4.57 3.88 5.4 7.47 12.16 10.75 * + 
PLACE1002685 0.58 1.12 1.3 0.67 2.43 0.98 
PLACE1002692 7.42 8.56 16.7 19.27 22.67 16.29 
PLACE1002714 1.8 3 2.11 2.43 3.14 2.24 
PLACE1002721 2.94 4.37 3.88 5.88 7.1 4.28 
PLACE1002722 0.92 5.42 1.97 1.37 3.28 1.85 
PLACE1002726 1.6 6.24 3.66 4.6 5.7 5.26 
PLACE1002756 L57 4.5 7.04 5.92 9.63 7.78 
PLACE1002768 1.05 3.72 2.16 2.1 2.34 1.71 
PLACE1002772 0.54 2.15 1.32 2.49 2.86 2.3 
PLACE1002775 4.33 4.71 9.15 7.05 7.08 8.67 
PLACE1002780 185.63 218.72 325.36 272.21 244.38 305.38 
PLACE1002782 0.4 3.76 1.1 1.62 1.69 1.14 
PLACE 1002794 1.5 6.71 3.27 2.26 4.59 4.36 
PLACE1002795 1.92 6.45 0.81 2.37 3.63 2.77 
PLACE 10028 11 0.6 1.57 1.34 1.9 1.46 1.16 
PLACE1002815 6.39 7 10.49 7.24 3.16 9.21 
PLACE1002816 8.5 9.72 9.05 7.22 8.2 7.97 * - 
PLACE1002822 0.58 2.51 2.06 2.2 2.87 1.94 
PLACE1002833 9.98 15.11 16.78 15.42 15.99 16.56 
PLACE1002834 3.2 8.08 6.57 6.23 6.79 8.41 
PLACE1002835 0.62 4.14 1.72 0.85 1.83 1.79 
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PLACE1 002839 1.13 5.75 2.72 2.89 4.72 2.81 
PLACE1002851 1.52 1.87 1.41 1..98 2.15 2.7 
PLACE1O02853 4.18 6.23 9.15 6.26 5.6 7 
PLACE1002881 3.42 5.2 11.04 8.35 11.57 10.26 
PLACE1002901 9.66 12.66 20.09 24.14 25.51 30.67 
PLACE1002904 0.89 7.35 1.41 1.98 1.95 3.09 
PLACE1002905 1.36 5.46 3.26 4.04 4.46 3.4 
PLACE1002908 1.6 5.19 3.18 3.84 5.27 3.81 
PLACE1002911 3.91 6.96 6.9 4.66 7.89 6.75 
PLACE1002941 1.57 2.2 2.48 3.94 2.02 2.31 
PLACE1002950 9.59 9.15 14.74 5.31 8.02 14.51 
PLACE1002955 47.83 40.69 72.7 82.17 62.5 84.64 
PLACE1002958 19.36 26.92 35.27 35.6 35.35 59.02 
PLACE1002962 1.03 4.03 2.2 1.41 2.63 1.67 
PLACE1002967 1.34 4.83 3.19 4.37 3.52 2.81 
PLACE1002968 1.2 5.14 2.7 2.55 3.05 1.81 
PLACE1002976 8.94 12.08 24.23 24.5 36.89 30.05 
PLACE1002991 2.68 3.05 6.66 3.49 4.56 3.6 
PLACE1002993 2.72 3.86 5.52 4.21 6.92 5.56 
PLACE1002996 2.02 3.03 3.43 5.54 3.52 3.01 
PLACE100301O 1.91 3.69 4.27 4.31 3.86 3.32 
PLACE1003025 2.85 7.01 6.1 8.57 11.37 10.11 * 
PLACE1003027 5.02 13.08 9.31 8.55 12.45 12.76 
PLACE1003044 1.95 8.24 2.61 3.64 4.16 2.74 
PLACE1003045 t.41 7.75 1.77 1.88 2.64 1.01 
PLACE1003052 2.19 3.16 5.74 4.44 3.6 1.99 
PLACE 1003083 1.59 3.04 3.23 3.06 1.61 2.25 
PLACE1003085 3.91 6.19 5.6 9.46 5.89 3.33 
PLACE1003092 3.94 4.87 6.25 7 5.6 6.17 
PLACE1003097 0.37 3.06 1.44 2.12 1.88 1.63 
PLACE 1003 100 1.65 7.1 4.2 3.88 4.74 4.29 
PLACE1003108 1.26 10.37 2.91 3.32 4.44 2.39 
PLACE1003115 11.39 18.3 58.59 73.64 99.24 69.1 
PLACE1003120 3.1 3.08 9.71 11.34 8.32 10.19 
PLACE10O3135 0.72 2.04 1.09 1.56 2.89 1.08 
PLACE1003136 3.95 5.82 6.05 9.03 6.55 7.34 
PLACE1003141 2.04 2.97 2.1 1.97 2.49 1.8 
PLACE1003145 1.21 4.17 2.52 6.24 6.88 7.67 * 
PLACE1003147 2.87 7.85 5.71 5.02 5.25 6.28 
PLACE1003153 0.54 7.63 2.14 1.66 3.2 1.82 
PLACE1003163 6.09 13.55 8.19 8.39 14.09 12.26 
PLACE1003172 23.21 21.74 44.19 47.78 43.17 39.52 
PLACE 1003 174 2.31 2.49 3.75 4.3 3.55 1.68 
PLACE1003176 0.47 2 1.89 2.88 1.27 1.46 
PLACE1003181 1.72 4.19 2.72 2.5 2.76 2.36 
PLACE1003184 0.76 3.92 1.53 1.91 1.49 2.06 
PLACE1003190 2.39 9.81 8.67 10.73 7.98 10.34 
PLACE1003200 0.29 4.48 1.84 0.72 1.92 1.16 
PLACE1003205 3.94 7.07 9.68 6.82 10.38 7.2 
PLACE1003209 1.43 2.18 2.62 2.28 1.82 2.89 
PLACE 10032 14 0.83 1.3 2 2.15 2.44 1.81 
PLACE 1003229 2.08 2.78 2.9 2.78 3.35 3.48 
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PLACE1003238 0.46 2.34 1.24 1.35 2 0.75 
PLACE1003249 1.87 5.04 4.7 7.33 7.56 5.89 
PLACE10O3256 3.47 7.69 7.94 8.82 7.68 6.08 
PLACE1003258 1.03 3.81 3.48 2.42 2.19 0.87 
PLACE1003279 3.09 7.19 9.02 11.15 13.56 11.58 * 
PLACE1003294 0.95 1.54 1.59 1.57 1.25 2.64 
PLACE1003296 1.49 2.6 2.45 2.59 3.11 2.4 
PLACE1003297 7.52 10.15 31.88 23.01 23.49 19.3 
PLACE1003302 3.92 5.16 6.99 5.8 4.72 5.47 
PLACE1003334 1.51 4.41 1.91 2.4 3.59 3.09 
PLACE1003337 13.69 16.3 29.83 28.53 34.27 25.76 
PLACE1 003342 1.05 4.07 1.89 2.15 2.35 1.97 
PLACE1003343 1.07 4.98 1.61 2.02 2.75 2.12 
PLACE1003344 6.25 5.33 12.83 11.18 11.35 11.98 
PLACE1003353 19.67 16.04 40.09 37.78 42.55 40.26 
PLACE1003361 L82 3.64 3.72 5.85 5.31 4.6 * + 
PLACE 1003366 1.45 4.35 3.63 3.22 3.33 2.97 
PLACE1003369 2.75 4.51 3.49 3.29 3.25 4.62 
PLACE 1003372 2.08 5.73 2.68 5.45 4.72 3.39 
PLACE1003373 2.85 7.37 6.62 8.8 11.81 9.89 
PLACE1003375 1.42 4.91 1.92 2.59 2.95 3.21 
PLACE1003378 0.94 0.94 0.98 0.7 1.66 1.08 
PLACE1003383 0.87 1.55 2.33 1.59 3.15 1.57 
PLACE 1003394 10.55 12.49 24.08 11.75 22.99 17.27 
PLACE1003401 0.79 3.91 1.34 1.03 2.13 1.04 
PLACE1003405 1.5 3.97 2.22 2.54 2.46 2.04 
PLACE1003407 2.39 6.06 5.16 3.96 6.3 4.02 
PLACE1003420 3.26 7.69 6.19 6.8 10.92 8.7 
PLACE 1003428 0.63 3.3 2.62 2.07 2.94 1.96 
PLACE1003432 6.14 5.81 8.2 6.64 7.05 5.42 
PLACE1003438 0.45 2.66 0.93 2.41 2.34 1.99 
PLACE1003452 1.87 5.02 5.08 4.53 3.43 3.84 
PLACE1003454 2.49 5.59 7.34 7.31 6.95 5.61 
PLACE1003455 2.58 4.26 2.35 2.97 3.01 3.17 
PLACE1003456 3.22 7.74 8.62 6.9 7.2 7.79 
PLACE1003460 6.39 13.35 14.87 13.02 16.76 12.86 
PLACE1003478 1.15 1.71 0.86 2.33 2.07 1.24 
PLACE1003484 12.06 12.21 45.33 28.12 31.5 34.2 
PLACE1003493 1.61 4.72 4.9 3.84 5.96 5.08 
PLACE1003503 85.45 87.35 107.79 115.17 111.85 172.81 
PLACE 1003505 1.99 6.77 4.78 7.44 6.63 8.87 
PLACE1003516 0.86 6.78 2.7 2.8 3.95 2.39 
PLACE1O03519 17.58 26.29 50.41 45.77 36.97 58.75 
PLACE1003520 14.18 25.48 35.96 25.73 31.4 32.19 
PLACE1003521 2.71 3.64 4.93 5.97 4.71 7.4 
PLACE1003525 8.45 11.81 45.05 33.94 43.71 36.88 
PLACE1003528 39.18 44.68 136.4 106.04 122.76 127.22 
PLACE1003529 1.46 4.26 3.29 2.4 3.94 3.83 
PLACEIO03537 4.41 9.05 11.05 11.36 13.77 13.3 
PLACE1003549 1.1 5.02 4.59 5.61 6.01 5.93 
PLACE10O3553 1.6 5.89 3.88 4.02 4.17 4.23 
PLACE1003566 5.93 9.8 17.51 13.03 19.09 14.58 
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PLACE1003568 3.01 2.71 5.76 5.69 4.43 4.04 

PLACE1003573 0.98 2.43 1.19 2.16 1.87 1.48 

PLACE1003575 2.16 3.09 3.44 3.34 3.5 4.15 

PLACE1003583 0.97 3.45 3.34 2.29 4.16 2.23 

PLACE1003584 L23 4.46 4.01 3.56 3.8 2.65 

PLACE1003592 4.4 8.48 9.48 7.11 10.48 9.53 

PLACE1003593 0.84 5.55 2.4 2.23 3.02 1.55 

PLACE1003594 4.24 6.76 6.01 5.78 6.68 7.36 

PLACE1003596 13.77 11.31 22.53 15.68 17.69 8.25 

PLACE1003598 2.83 3.63 5.02 4.89 3.7 2.95 

PLACE 1003602 1.8 4.24 6.36 437 3.54 2.68 

PLACE1003605 17.43 21.72 45.86 94.65 95.6 91.55 

PLACE1003611 2.34 5.18 6.07 5.65 7.14 6 

PLACE1003618 0.67 7.39 2.09 1.58 2.4 1.32 

PLACE1003625 1.78 10.41 2.75 3.33 5.48 2.8 

PLACE1003626 8.77 15.99 17.14 10.87 14.46 13.19 

PLACE1003630 1.8 2.57 5.8 7.05 4.67 5.86 

PLACE1003635 2.15 1.83 3.19 2.96 2.82 2.44 

PLACE1O03638 1.3 2.58 3 5.21 4.19 3.13 

PLACE1003644 4.01 5.7 7.25 7.81 9.13 8.76 * 

PLACE1003654 2.56 6.14 4.04 3.54 6.96 6.4 

PLACE1003656 2.69 7.79 6.12 6.54 5.63 4.77 

PLACE1003660 0.26 9.54 3.5 3.08 4.92 4.11 

PLACE1003669 2.43 9.05 3.67 2.59 4.26 3.08 

PLACE1003670 5.37 5.7 9.44 11.01 8.26 8.76 

PLACE1003671 1.66 1.22 3.57 3.11 2.57 1.57 

PLACE1003697 7.27 7.99 9.8 8.23 6.06 6.42 

PLACE1003704 3.12 3.97 5.17 5.96 7.25 5.97 * 

PLACE1003709 0.89 2.63 0.8 1.19 1.24 2.44 

PLACE1003711 0.74 5.48 1.35 1.87 1.8 1.39 

PLACE1003723 1.07 6.99 4.7 4.2 5.31 4.16 

PLACE1003724 3.31 10.74 9.1 9.11 11.79 10.49 

PLACE1003737 2.14 2.21 4.72 3.35 3.1 3.29 

PLACE1003738 1.06 1.94 3.13 3.96 3.92 3.41 

PLACE1003742 2.25 3.58 5.71 6.81 6.18 2.85 

PLACE1003744 6.13 8.86 14.6 16.21 17.96 19.13 : 

PLACE1003758 0.85 4.55 0.96 2 1.46 1.16 

PLACE1003760 13.44 18.68 27.23 31.82 20.52 22.79 

PLACE1003762 1.45 4.97 3.7 3.77 3.78 3.49 

PLACE1003765 1.18 5.23 3.45 2.01 3.1 2.11 

PLACE 1003768 0.36 1.14 1.36 1.45 2.75 1.07 

PLACE1003771 1.28 1.94 2.07 1.84 3.13 1.43 

PLACE1003772 34.15 38.19 97.86 62.42 64.06 52.43 

PLACE1003783 1.48 3.02 2.22 18.65 19.53 16.61 

PLACE 1003784 0.69 3.92 0.87 2.09 2.19 2.68 

PLACE1003788 0.4 4.92 1.06 1.85 1.71 0.32 

PLACE1003795 1.01 4.1 3.57 4.73 4.38 3.54 

PLACE 1003827 13.83 20.46 20.72 22.48 30.84 25.92 

PLACE1003833 0.98 1.49 3.9 3.65 4.33 3.31 
PLACE1003839 22.55 19.18 52.95 50.39 56.11 43.86 
PLACE 1003845 6.09 6.88 11.72 24.98 19.99 10.6 
PLACE1003850 3.16 4.84 7.19 5.45 5.95 6.39 



818 



EP1 130 094 A2 



PLACE1003852 0.25 3.36 1.09 0.99 1.58 1.05 

PLACE1003858 1.34 4.42 1.99 2.04 1.85 2.92 

PLACE1003861 0.95 4.51 1.63 2.98 2.78 1.73 

PLACE1003864 0.94 5.5 2.74 2.88 3.86 2.69 

PLACE1003870 3.84 3.4 13.2 10.71 16.12 12.03 

PLACE1003885 1.33 1.42 1.59 3.07 3.76 2.38 * -f 

PLACE1003886 4.56 6.01 5.75 9.27 6.87 4.3 

PLACE1003888 0.75 3.79 1.96 2.87 3.42 2.68 

PLACE1003892 4.93 6.91 20.79 17.21 22.33 14.87 

PLACE1003900 2.27 5.92 7.17 6.34 9.75 6.6 

PLACE1003902 1.91 7.39 5.25 5.43 8.07 6.29 

PLACE 1003903 0.42 5.07 2.94 2.55 3.5 2.59 

PLACE 10039 15 8.15 7.04 10.78 8.31 9.79 9.84 

PLACE1003918 1.88 2.45 4.75 3.47 6.26 3.75 

PLACE1003923 2.06 3.73 5.63 2.7 5.54 3.32 

PLACE J003932 3.99 5.16 5.47 4.06 7.58 5.09 

PLACE 1003936 1.02 3.82 2.81 3.63 2.42 2.78 

PLACE1003966 3.11 7.43 7.76 4.89 7.32 4.21 

PLACE10O3968 1.68 5.68 5.94 3.33 4.26 4.57 

PLACE1004018 25.49 33.73 48.16 32.56 40.53 28.62 

PLACE1004020 8.91 10.18 13.26 11.42 18.03 24.15 

PLACE1004028 0.41 2.55 1.3 1.38 1.23 1.91 

PLACE1004034 3.56 4.53 5.22 8.42 9.03 13.04 * 
PLACE1004O42 17.25 20.19 68.35 79.51 93.32 79.44 * 

PLACE1004078 1.14 4.1 3.3 4.95 6.51 4.45 

PLACE1004103 5.54 10.93 13.98 13.77 15.09 14.14 

PLACE1004104 5.94 12.29 27.78 24.18 34.98 29.71 

PLACE1004113 1.37 3.7 3.28 2.75 3.27 1.29 

PLACE1004114 1.12 2.55 2.23 2.84 2.49 2.93 

PLACE1004118 1.58 3.52 2.09 2.74 3.64 2.5 

PLACE1004128 4.4 6.84 5.66 6.61 8.13 9.01 

PLACE1004130 2.25 4.83 8.35 6.86 9.26 6.73 

PLACE1004149 3.59 7.3 9.86 10.23 13.29 10.12 

PLACE1004156 3.61 7.91 10.12 11.66 17.62 13.31 

PLACE1004160 5.45 9.54 14.36 13.1 19.65 14.53 

PLACE1004161 2.2 4.86 3.54 4.85 5.73 7.48 

PLACE1004166 5.61 5.81 9.91 8.3 8.66 11.2 

PLACE1004168 3.35 4.97 3.73 4.73 6.65 6.79 

PLACE1004170 0.78 3.28 1.93 2.98 3.42 2.76 

PLACE 10041 78 0.83 5.23 2.37 2.4 2.59 2.36 

PLACE1004183 0.89 7.99 4.41 3.53 4.32 4.84 

PLACE1004197 0.64 5.14 1.55 1.73 3.54 1.65 

PLACE1004199 1.66 4.52 4.09 3.78 5.88 4.35 

PLACE1004203 1.8 3.57 4.17 2.43 3.62 2.83 

PLACE1004242 3.8 5.64 11.04 8.55 8.14 8.64 
PLACE1004249 31.4 56.31 117.88 127.93 152.54 151.22 

PLACE1004255 0.79 2.65 1.26 2.59 2.15 1.93 
PLACE1004256 9.06 11.68 13.63 14.66 14.18 23.37 

PLACE1004257 2.63 7.95 6.48 7.89 8.8 8.64 
PLACE1004258 1.87 5.21 3.13 4.59 3.15 3.11 
PLACE1004270 0.72 3.8 2.5 2.7 4.01 1.65 
PLACE1004272 1.34 3.68 3.73 3.86 5.38 6.15 
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PLACEI004273 92.91 89.59 212.62 212.05 129.56 99.82 
PLACE1004274 2.09 3.61 6.51 6.42 7.14 6.74 
PLACE1 004277 2.3 4.4 5.76 6.45 7.7 6.04 
PLACE1004279 0.54 3.39 2.23 3.16 2.64 2.02 
PLACE1004282 2.43 8.25 6.62 4.22 5.56 4.49 
PLACE1004284 4.59 11.31 7.84 7.38 8.16 7.15 
PLACE1004289 1.28 7.85 2.46 3.06 3.63 2.1 
PLACE1004299 0.33 6.41 1.38 1.54 2.67 1.83 
PLACE1004302 1.01 2.98 3.27 2.41 2.45 1.12 
PLACE1004305 1.11 2.09 1.9 1.9 1.82 1.78 
PLACE1004316 2.3 4.48 5.4 6.06 3.85 4.52 
PLACE1004322 2.49 3.41 5.25 6.35 7.14 5.75 * 
PLACE1004325 2.43 6.38 3.84 3.85 3.66 4 
PLACE1004332 1.21 7.18 2.8 3.72 3.46 3.01 
PLACE1004336 2.87 9.6 5.36 6.88 9.21 6.71 
PLACE 1004346 0.47 7.22 2.58 1.87 2.54 1.69 
PLACE1004358 1.3 2.41 2.41 2.46 2.09 2.03 
PLACE1004376 11.07 10.15 23.35 19.16 17.04 16.46 
PLACE1004384 0.65 3.46 1.46 1.92 2.48 2.1 
PLACE1004385 1.4 2.89 1.69 3.52 1.88 2.67 
PLACE1004388 1.79 5.73 4.27 3.44 4.87 3.04 
PLACE1004405 2.16 8.39 4.42 13.36 14.48 16.74 ** 
PLACE1004407 5.05 13.12 13.37 11.2 16.24 11.85 
PLACE1004424 0.37 5.78 0.85 1.7 1.81 1.58 
PLACE1004425 1.14 1.94 3.57 3.28 3.27 3.44 
PLACE1004427 1.96 3.31 4.56 4.67 4.22 3.24 
PLACE1004428 0.88 2.05 2.17 2.66 2.08 2.62 
PLACE1004433 5.7 8.3 10.82 12.94 15.67 12.05 * 
PLACE1004435 0.72 4.17 1.43 1.95 1.9 2.15 
PLACE1004437 4.05 7.68 14.2 11.07 13.01 12.37 
PLACE1 004441 7.82 11.68 34.06 30.75 43.19 26.41 
PLACE1004446 1.5 4.36 0.9 1.03 1.35 1.39 
PLACE1004450 0.33 1.46 1.34 2.57 1.71 0.7 
PLACE1004451 0.51 1.45 2.14 1.89 2.69 0.88 
PLACE1004456 8.22 9.7 10.97 16.68 10.4 4.18 
PLACE1004458 3.39 4.81 3.66 7.77 7.05 8.24 ** 
PLACE1004460 0.84 4.58 2.1 2.91 2.69 1.75 
PLACE1004467 5.31 6.81 10.65 7.67 10.14 10.48 
PLACE1004471 2.65 5.93 6.64 6.79 7.34 6.14 
PLACE1004473 1.16 4.66 3.5 3.18 3.23 3.21 
PLACE1004475 14.03 16.41 32.49 31.09 32.51 18.17 
PLACE1004482 8.37 6.7 10.79 10.04 9.76 9.15 
PLACE1004491 0.39 2.51 1.49 1.19 2.68 1.3 
PLACE 1004492 61.52 74.8 127.S4 129.92 127.64 123.82 
PLACE1004506 10.71 14.35 14.4 8.45 11.13 10.03 
PLACE1004507 2.9 7.37 5.09 7.15 6.87 6.18 
PLACE1004510 2.51 6.23 6.33 6.59 7.8 8.16 
PLACE1004516 0.98 7.36 2.12 2.79 3.78 2.22 
PLACE1004518 1.64 1.78 3.03 2.41 3.88 2.83 
PLACE1004519 0.17 0.82 0.62 1.43 2.79 1.51 * 
PLACE1004520 6.08 8.09 10.06 7.44 9.11 2.52 
PLACE1004530 33.19 43.86 68.33 41.86 27.72 38.09 
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PLACE1004545 1.13 3.83 2.12 3.03 3.31 3.65 
PLACE1004547 5 7.61 7.82 8.66 11.2 10.28 
PLACE1004548 1.69 6.73 4.43 6.93 8.48 6.5 
PLACE1004550 2.27 6.24 6.67 5.92 6.78 6.15 
PLACE1004551 0.8 2.16 1.62 2.14 2.21 1.95 
PLACE1004559 2.9 2.89 5.11 4.45 6.75 4.82 
PLACE1004562 8.67 11.27 16.07 13.01 14.38 13.34 
PLACE1004564 1.84 5.19 4.36 4.64 5.98 4.49 
PLACE1004604 1.69 4.21 9.88 2.49 4.34 1:97 
PLACE10O4611 2.73 5.87 4.89 3.86 4.17 3.99 
PLACE1004629 9.42 15.75 19.92 23.93 30.49 29.01 * 
PLACE1004630 16.66 20.82 35.1 16.76 23.04 19.17 
PLACE1004637 5.03 8.82 10.34 6.61 9.17 8.29 
PLACE1004645 36.5 39.28 92.04 85.16 87.94 74.59 
PLACE1004646 1.07 2.91 2.87 3.68 2.19 2.28 
PLACE1004648 0.8 3.42 2.52 2.53 3.15 1.22 
PLACE1004655 45.95 58.09 130.94 112.14 126.25 99.01 
PLACE1004658 2.4 7.34 6.31 6.64 8.37 6 
PLACE1004664 1.26 4.83 1.3 3.02 2.65 1.89 
PLACE1004672 2.32 6.79 8.02 6.3 7.51 7.14 
PLACE1004674 9.4 11.97 14.7 8.3 9.75 15.25 
PLACE 1004681 1.97 3.84 5.62 5.05 5.69 4.39 
PLACE1004686 2.74 4.33 7.46 9.22 10.77 8.59 * 
PLACE1004690 10.64 13.43 19.62 21.75 19.21 31.72 
PLACE1004691 1.14 6.71 3.71 2.92 4.13 2.75 
PLACE 1004693 1.34 7.54 4.89 3.91 4.59 5.97 
PLACE1004701 13.01 18.45 24.24 25.21 24.46 25.1 
PLACE1004705 1.29 3.33 2.27 1.8 1.96 1.47 
PLACE1004708 37.69 46.37 80.19 41.34 39.66 50.98 
PLACE1004716 6.37 8.81 11.08 4.22 12.55 14.26 
PLACE1004722 1.31 .3.05 2.6 2.26 3.28 2.51 
PLACE 1004736 5.25 7.71 7.6 9.16 8.89 11.63 
PLACE1004737 5.42 12.71 16.14 8.15 11.23 13.78 
PLACE 1004740 4.88 9.06 8.22 7.37 7.93 8.2 
PLACE1004743 1.31 4.04 3.1 1.97 4 3.55 
PLACE 1004751 0.98 2.89 2.88 2.75 3.74 3.06 
PLACE1004757 3.45 4.34 10.53 8.4 9.6 7.22 
PLACE1004761 6.41 7.32 12.59 9.99 10.44 9.72 
PLACE1004773 1.05 2.34 1.7 1.94 2.31 2.72 
PLACE1004775 0.35 3.26 1.37 1.29 2.14 1.07 
PLACE1004777 2.1 7.57 2.97 3.68 4.25 4.4 
PLACE 1004793 0.83 4.58 1.37 1.9 2.06 1.25 
PLACE1004796 6.65 8.7 13.08 7.79 8.57 7.88 
PLACE 1004804 0.99 4.46 3.25 2.44 2.38 3.22 
PLACE1004813 4.55 7.11 9.84 6.45 5.19 5.45 
PLACE1004814 7.16 11.76 17.62 15.83 11.39 10.1 
PLACE1004815 0.7 2.81 2.43 3.12 2.61 3.44 
PLACE1004816 1.16 2.63 2.04 2.36 2.26 1.84 
PLACE1004824 3.25 7.37 5.27 8.1 9.13 8.85 
PLACE1004827 1.4 10.89 3.17 2.57 3.05 1.3 
PLACE1004836 1.72 12.95 4.26 6.25 7.99 4.49 
PLACE1004838 1.35 8.81 2.2 2.49 2.34 1.68 
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PLACE1004840 1.59 2,06 2.21 1.85 2.08 1.37 

PLACE1004842 0.86 1.98 1.89 1.98 1.78 2.33 

PLACE1004850 0.81 2.35 1.63 1.83 2.76 2.36 

PLACE1004868 0.81 2.97 2.04 1.62 2.23 2 

PLACE1004885 1.5 7.09 3.51 3.4 6.03 4.77 

PLACE1004886 1.87 8.53 2.76 3.33 5.12 4.93 

PLACE1004887 18.14 34.01 58.51 36.9 38.66 30.33 

PLACE1004896 8.39 14.15 15.4 9.39 11.14 14.03 

PLACE1004900 1.75 2.7 6.69 5,66 5.74 4.44 

PLACE1004902 5.42 6.25 9.27 6.39 4.2 3.6 

PLACE1004904 1.7 4.66 2.52 6.49 4.78 3.03 

PLACE1004911 0.69 2.5 1.12 5.95 4.82 6.09 ** 

PLACE1004913 3.63 5.72 7.38 4.49 5.45 4.79 

PLACE1004918 1.3 6.69 2.05 2.39 3.24 2.64 

PLACE1004930 2.74 8.84 5.93 10.63 16.57 14.71 * 

PLACE1004934 1.14 4.3 3.34 2.97 2.03 2.5 

PLACE1004937 2.1 4.03 4.91 2.74 3.59 2.36 

PLACE1004949 4.32 4.98 7.67 8.53 8.48 6.04 

PLACE1004969 0.74 1.74 1.99 1.39 2.34 1.4 

PLACE1004970 0.45 2.18 1.2 1.43 1.31 1.01 

PLACE1004972 1.63 6.56 2.69 5.66 3.17 4.76 

PLACE1004974 1.27 5.21 4.2 5.6 5.7 5.62 

PLACE1004975 0.59 2.84 1.11 1.94 1.98 1.24 

PLACE1004979 1.58 4.06 4.26 4.91 5.69 4.75 

PLACE1004982 5.66 6.45 9.74 10.03 10.67 5.65 

PLACE1004985 1.4 1.47 1.46 2.5 2.17 1.2 

PLACE1005003 2.85 4.22 6 6.05 6.37 5.78 

PLACE1005004 0.47 3.36 0.92 1.5 0.73 0.85 

PLACE1005005 3.35 6.9 5.32 6.67 9.65 7.17 

PLACE1005011 6.03 11.12 35.8 37.66 56.97 36.62 

PLACE1005026 0.79 4.18 2.29 2.44 2.49 2.16 

PLACE1005027 2.46 6.72 6.69 5.36 6.92 5.68 

PLACE1005031 1.21 1.47 3.69 5.72 7.1 4.6 * 

PLACE1005036 2.27 3.6 6.83 9.08 8.91 7.53 * 

PLACE1005041 2.5 2.84 2.84 5.05 4.41 3.25 * 

PLACE1005046 2.23 4.11 4.56 6.04 3.92 4.33 

PLACE1005047 0.23 3.19 2.6 1.43 1.23 2.1 

PLACE1005052 4.24 8.53 6.36 8.08 8.15 8.1 

PLACE1005055 2.54 7.45 4.66 7.2 6.45 5.62 

PLACE1005066 4.33 8.26 7.58 12.9 14.14 16.49 ** 

PLACE1005077 1.17 0.68 1.2 2.1 2.43 1.54 * 

PLACE1005085 1.41 1.97 3.06 3.34 4.14 3.45 

PLACE1 005086 1.93 3.77 5.17 5.62 7.78 4.79 

PLACE1005088 24.66 32.47 46.03 43.45 31.47 27.46 

PLACE1005089 1.57 4.78 3.15 2.52 3.67 3.14 

PLACE1005101 3.37 8.11 5.46 6.11 8.96 6.39 

PLACE1005102 2.56 7.14 5.01 4.11 5.51 3.8 
PLACE1005108 2 6.08 5.87 6.58 6.19 5.09 

PLACE1005110 1.34 1.89 3.08 1.75 2.75 2.15 

PLACE1005111 1.31 1.34 1.23 1.45 2.17 1.54 

PLACE1005123 26.23 26.21 47.58 34.26 49.34 34.98 

PLACE1005124 3.2 4.66 4.18 4.2 6.91 5.44 
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PLACE1005128 9.54 8.89 18.22 16.37 16.36 16.13 
PLACE1005I30 2.65 6.57 5.54 2.84 4.98 3.58 
PLACE1005141 6.3 9.92 11.25 16.15 20.75 18.95 * 
PLACE1005146 1.3 2.71 3.03 2.17 2.53 2.29 
PLACE1O05152 1.85 3.9 4.56 4.13 4.23 4.79 
PLACE1005157 2.66 5.19 5.3 4.38 4.09 7.01 
PLACE 1005 162 2.79 3.72 9.31 6.57 7.45 7.1 
PLACE1005170 17.34 18.92 29.76 21.38 18.18 23.73 
PLACE10O5176 0.57 5.6 1.7 2.33 2.47 1.94 
PLACE1005181 0.53 5.14 0.96 0.89 1.36 0.37 
PLACE1005184 4.06 9.09 10.4 8.97 12.82 11.26 
PLACE1005186 3.5 3.41 8.56 3.05 5.79 5.73 
PLACE1005187 2.85 4 4.13 6.1 4.99 4.25 
PLACE1005189 6.12 7.71 5.34 10.84 10.65 12.22 * 
PLACE1005193 1.48 3.78 1.71 3.84 2.91 2.61 
PLACE1005200 1.35 4.68 2.61 2.47 3.75 3.1 
PLACE1005206 2.43 6.48 4.26 3.35 3.95 2.95 
PLACE1005216 1.53 5.46 4.44 5.6 6.51 4.12 
PLACE1005223 1.43 6.21 5 4.38 5.66 3.27 
PLACE1005225 1.36 3.01 3.49 3.33 3.32 4.65 
PLACE 1005232 1.86 3.31 4.87 5.63 6.19 3.88 
PLACE1005239 1.06 4.3 2.32 2.84 2.86 2.41 
PLACE1005243 4.35 7.32 5.41 8.48 7.49 10.75 
PLACE1005250 4.24 10.31 7.98 4.38 5.9 8.88 
PLACE 1005261 3.21 7.43 4.74 4.78 5.82 3.51 
PLACE1005266 1.05 4.47 2.82 2.28 4.43 2.76 
PLACE1005271 4.66 5.31 8.79 5.87 11.16 7.95 
PLACE1005277 2.06 3.48 2.35 2.62 L98 2.64 
PLACE 1005287 3.63 4.31 5.87 2.98 5.06 6.91 
PLACE 1005299 24.16 22.75 48.29 35.17 24.24 41.06 
PLACE1005305 6.81 8.46 11.13 10.67 11.85 16.25 
PLACE1005307 1.59 5.44 4.14 3.15 5.42 4.84 
PLACE1005308 2.41 4.96 3.95 5.32 5.99 5.79 
PLACE 10053 13 1.08 3.83 1.6 1.8 2.05 1.8 
PLACE1005320 1.36 3.65 3.34 3.39 4.05 2.26 
PLACE 1005327 10.78 8.74 16.8 10.36 7.95 4.43 
PLACE1005331 2.28 4.92 5.28 4.66 4.97 3.33 
PLACE 1005335 1.53 3.8 2.24 2.03 3.22 2.42 
PLACE1005336 9.12 12.58 16.58 -16.39 16.99 20.15 
PLACE1005351 2.62 8.18 10.17 9.28 8.66 9,52 
PLACE1005366 2.04 6.93 3 2.99 3.71 4.23 
PLACE1005373 1.77 6.34 4.44 3.91 5.36 3.37 
PLACE1005374 3.29 9.47 11.4 7.35 10.22 12.41 
PLACE1005383 8.16 7.54 12.81 7.21 5.93 4.03 
PLACE1005388 0.33 2.04 1.56 1.92 3.67 2.2 
PLACE1005409 2.97 5.02 4.99 3.9 4.23 2.97 
PLACE1005410 12.41 16.44 18.89 24.38 20.98 27.1 
PLACE1005426 5.16 7.48 9.06 5.51 7.67 5.45 
PLACE 1005431 12.6 15.65 22.53 19.64 26.25 23.75 
PLACE 1005453 1.4 10.38 3.93 4.85 4.45 3.28 
PLACE1005467 3.09 11.87 7 5.57 11.63 7.28 
PLACE1005471 1.6 1.94 1.66 2.29 1.52 1.28 
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PLACE1005476 0.42 1.73 1.24 1.6 1.57 1.46 

PLACE1005477 1.58 2.26 2.51 3 2.93 2.74 

PLACE 1005480 0.77 2.01 1.86 1.93 1.4 0.53 

PLACE1005481 0.44 4.81 2.3 2.77 3.62 2.44 

PLACE1005494 0.27 6.66 1.68 1.21 1.73 1.06 

PLACE1005495 3.86 12.83 8.31 6.85 9.25 7.62 

PLACE 1005497 2.27 7.72 3.95 4.24 5.68 5.91 

PLACE1005499 5.71 5.86 11.07 10.82 7.9 6.49 

PLACE 1005502 1.59 2.87 3.43 4.07 3.45 1.49 

PLACE1005513 1.77 4.14 3.35 1.86 2.85 1.98 

PLACE1005515 2.89 4.76 4.22 4.58 5.29 3.78 

PLACE1005519 1.04 4.53 3.29 2.85 2.85 2.83 

PLACE1005526 0.58 5.55 1.38 1.3 1.59 0.71 

PLACE1005528 2.08 7.71 5.57 5.94 7.12 5.33 

PLACE1 005530 2.16 7.09 4.32 5.17 8.23 4.67 

PLACE1005536 1.74 1 2.74 3.12 2.43 2.88 

PLACE1005539 10.1 11.64 23.77 8.65 8.66 5.22 

PLACE1005543 1.7 3.57 5.62 3.54 4.32 2.57 

PLACE1005544 0.86 3.26 3.15 2.49 2.68 2.27 

PLACE10O555O 4.32 7.61 7.85 10.16 7.25 6.86 

PLACE1005554 1.15 5.47 2.67 2.17 2.17 1.17 

PLACE1005557 1.76 7.21 4.95 8.22 7.64 7.7 

PLACE1005563 0.51 4 1.89 1.45 2.07 1.06 

PLACEI005569 0.6 0.5 1.56 1.59 1.81 1.09 

PLACE 1005574 1.07 1.88 2.49 2.48 4.43 2.22 

PLACE1005584 1.3 2.68 3.91 3.91 5.58 3.03 

PLACE1005590 4.28 5.14 8.4 9.87 10.73 8.02 

PLACE1005595 3.08 4.03 2.89 3.65 3.81 3.89 
PLACE1005601 2 5.66 4.22 3.77 4 4.02 

PLACE1005603 1.08 4.9 1.04 2.49 0.95 1.94 
PLACE1005604 1.2 6.71 2.42 3.6 4.2 3.46 

PLACE10O5611 2.22 2.3 3.98 5.15 5.65 2.89 

PLACE 1005622 0.65 1.71 L98 2.94 3.88 1.26 

PLACE1005623 1.42 3.08 3.27 3.71 3.65 1.61 

PLACE1005630 3.31 5.81 7.75 87.83 72.15 89.12 ! 

PLACE1005639 0.75 4.36 1.28 1.66 2.02 1.18 

PLACE 1005646 2.13 5.41 4.31 5.4 5.08 2.55 

PLACE 1005647 2.77 9.69 6.72 7.34 9.11 6.25 
PLACE1005648 3 8.11 9.21 8.34 10.59 8.22 

PLACE1005653 1.99 1.43 2.74 2.74 2.13 2.67 

PLACE1005656 0.92 2.48 2.24 1.68 2.78 1.58 

PLACE1005659 0.87 2.64 1.01 1.62 1.84 1.32 

PLACE1005660 3.91 8.03 5.77 8.87 8.88 8.34 

PLACE 1005664 2.69 6.57 6.14 3.39 4.27 3.19 

PLACE 1005666 0.89 5.91 3.55 4.63 4.93 3.97 

PLACE1005669 4.46 10.41 11.39 11.64 13.9 14.6 

PLACE 1005682 1.94 5.27 4.49 6.2 5.2 5.47 
PLACE1005698 0.6 2.7 2.92 2.01 2.67 2.38 

PLACE1005708 25.32 34.08 53.46 53.89 59.98 53.76 

PLACE1005725 3.25 3.75 6.41 5.64 5.82 7.29 

PLACE1005727 2.97 4.54 4.15 3.9 3.49 4 

PLACE 1005730 0.77 4.29 3.26 LI 1.54 1.28 
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PLACE1005736 5.37 7.55 5.73 9.25 12.55 10.19 * 
PLACE1005739 0.81 4.96 1.38 2.46 3.17 1.74 
PLACE1005745 8.03 7.11 11.52 11.98 6.97 11.44 
PLACE1005752 1.31 3.15 2.96 2.55 2.24 1.25 
PLACE1005755 0.8 2.79 3.02 1.72 3.28 2.27 
PLACE1005756 10.79 12.06 17.2 18.22 19.3 21.47 * 
PLACE1005760 10.22 15.24 68.06 49.69 68.81 53.09 
PLACE1005763 1.47 7.04 3.58 3.79 4.63 3.02 
PLACE1005768 1.25 5.63 3.69 4.58 5.13 4.19 
PLACE1005771 5.71 13.63 13.7 11.28 17.49 17.27 
PLACE1005783 1.82 2.44 3.64 3.05 3.71 3.47 
PLACE1005799 4.79 5.25 8.37 6.12 8.78 8.62 
PLACE 1005802 1.07 3.78 3.64 2.7 3.64 1.96 
PLACE1005803 3.06 6.15 4.78 5.6 4.94 7.36 
PLACE 1005804 0.92 8.41 1.33 2 1.91 2.44 
PLACE1005813 17.23 18.71 78.06 70.01 94.17 74.89 
PLACE1005815 1.43 5.6 4.38 3.8 5.01 4.1 
PLACE1005828 2.11 3.62 4.42 5.34 6.24 3.56 
PLACE1005833 119.17 92.82 182.22 122 114.37 107.96 
PLACE1005834 2.04 4.33 3.95 3.55 3.56 2.56 
PLACE1005835 22.7 19.1 51.52 7232 60.34 68.56 * 
PLACE1005836 2.39 4.21 4.97 2.61 3.83 2.55 
PLACE1005845 0.97 5.42 2.66 2.67 3.05 3.65 
PLACE1005850 1.82 3.91 3.04 2.84 2.85 2.15 
PLACE1005851 1.03 3.44 1.46 1.2 2.01 1.11 
PLACE1005856 0.92 4.01 2.42 2.24 3.37 3.37 
PLACE1005875 1.78 3.89 4.77 3.3 3.48 3.17 
PLACE1005876 1.33 3.99 4.76 6.87 6.34 6.9 * + 
PLACE1005878 1.3 2.67 2.08 3.54 4.46 2.79 
PLACE1005880 2.36 4.09 4.31 4.16 3.07 3.45 
PLACE1005884 1.6 4.87 1.89 2.48 2.21 2.73 
PLACE1005890 1.9 9.57 3.7 2.26 3.09 1.88 
PLACE1005898 3.29 10.87 5.34 7.36 8.12 6.36 
PLACE 10059 13 1.46 9.31 8.05 4.99 6.47 4.33 
PLACE1005921 0.99 1.92 2.03 1.49 2.22 0.79 
PLACE1005923 0.74 1.61 1.17 1.47 2.42 1.43 
PLACE1005925 0.83 2.67 3.18 2.19 2.14 1.68 
PLACE1005927 1.26 2.49 1.93 1.95 2.56 2.3 
PLACE1005932 2.04 5.66 2.44 2.53 2.32 2,52 
PLACE1005934 0.88 7.91 3.16 3.9 5.61 4.19 
PLACE1005936 1.31 8.96 3.02 2.02 2.84 2.3 
PLACE1005939 54.61 68.58 111.22 157.61 194.58 212.18 
PLACE1005951 2.36 3.39 4.98 5.56 4.48 2.35 
PLACE1005953 1.5 1.64 2.64 2.59 2.43 3.03 
PLACE1005955 1.64 2.01 3.8 4.07 3.43 2.55 
PLACE1005966 0.76 3.42 1.69 1.75 2 2.19 
PLACE1005968 1.52 4.96 3.2 4.71 5.15 6.12 
PLACE1005975 2.58 7.11 5.42 6.18 7.01 6.49 
PLACE1005990 0.7 7.7 1.54 2.1 1.87 0.88 
PLACE1005997 88.15 118.52 196.48 189.6 226.97 172.1 
PLACE1006OO2 3.38 3.97 8.87 8.4 7.71 9.18 
PLACE1006003 1.55 3.02 4.83 5.09 4.44 5.33 
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PLACE1006011 1.85 3.63 3.46 4.48 168 1.91 
PLACE1006017 0.84 2.74 2.81 3.4 3.4 3.58 
PLACE1006037 2.99 7.05 2.48 6.14 3.64 4.29 
PLACE1006O40 2.2 7.87 3.97 6.64 6.9 7.77 
PLACE1006063 0.94 4.64 2.59 2.11 3.15 2.25 
PLACE 1006071 3.06 6.52 4.97 5.36 4.03 4.47 
PLACE1006073 2.74 3.53 6.43 7.19 6.81 6.93 
PLACE1006074 1.4 2.22 3.34 2.62 3.23 1.69 
PLACE1006076 1.36 2.51 2.98 3.15 2.47 2.75 
PLACE1006079 1.38 4.32 1.78 2.1 1.1 1.11 
PLACE1006O93 0.49 3.76 1 3.56 3.85 1.83 
PLACE1006116 2.99 6.44 4.04 5.28 5.01 4.91 
PLACE1006119 3.15 6.81 7.07 9.22 L0.4 8.03 
PLACE1006129 2.12 5.6 3.98 6.59 7.62 5.65 
PLACE1006139 3.44 2.98 6.03 7.77 8.85 5.58 
PLACE1006143 0.5 1.48 1.87 3.18 4.13 3.17 * 
PLACE 1006 157 1.55 2.54 4.82 2.96 3.9 2.44 
PLACE1006159 0.69 3.61 0.94 2.68 1.98 1.04 
PLACE1006164 0.35 3.18 1.37 1.73 1.85 1.21 
PLACE1006167 2.18 6.5 3.37 3.95 4.52 3.13 
PLACE1006170 2.79 6.09 6.09 4.34 5.31 3.68 
PLACE1006181 2.75 7.34 2.84 5.8 5.51 5.22 
PLACE1006187 0.76 1.3 2.15 2.01 2.41 1.48 
PLACE1006195 0.11 1.24 1.73 1.93 1.93 0.87 
PLACE1006196 1.8 4.01 4.15 4.32 5.77 2.19 
PLACE1006197 2.12 5.6 5.24 4 3.47 3.39 
PLACE1006198 0.27 3.68 1.21 0.84 1.63 0.5 
PLACE 1006205 0.89 5.59 0.99 2.43 2.18 1.28 
PLACE1006208 7.28 13.32 13.46 14.09 14.99 12.5 
PLACE1006211 2.6 8.05 7.92 (5.07 9.08 9.35 
PLACE1006219 6.77 5.77 8.94 14.88 22.25 15.35 * 
PLACE1006223 1.55 1.46 3.19 1.39 3 1.64 
PLACE 1006225 0.56 2.27 1.3 1.04 2.3 0.99 
PLACE 1006236 1.53 3.2 2.92 3.06 5.01 2.29 
PLACE1006239 0.67 3.62 1.97 2.61 3.66 3.41 
PLACE1006245 3.86 7.13 5.45 4.43 7.44 3.28 
PLACE1006246 1.66 6.56 6.19 5.59 7.66 6.33 
PLACE 1006248 1.58 4.47 5.6 2.77 3.1 2.82 
PLACE1006262 0.93 2.24 1.49 2.08 1.61 1.4- 
PLACE 1006269 2.28 4.71 3.42 2.06 2.47 2.33 
PLACE1006275 1.6 3.57 3.37 4.12 3.68 3.53 
PLACE1006277 1.01 2.42 1.4 1.79 3.01 0.88 
PLACE1006288 9.32 13.59 22.49 26.85 18.4 25.21 
PLACE1006290 1.79 6.81 5.99 8.87 7.56 9.13 
PLACE1006298 1.93 5.52 2,47 3.87 5.08 4.55 • 
PLACE1006311 0.65 3.38 1.75 225.97 161.43 251.12 
PLACE1006318 3.52 4.03 4.17 4.04 3.17 4.01 
PLACE1006325 5.43 6.73 6.31 8.09 8.38 8.08 ** 
PLACE1006331 1.87 3.36 3.21 4.44 3.59 2.56 
PLACE1006335 1.76 3.64 2.55 4.45 2.98 2.92 
PLACE1006357 0.27 4.51 1.59 1.7 1.49 1.2 
PLACE 1006360 1.1 5.11 1.79 2.46 2.74 2.62 
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PLACE 1006364 


4.51 


8.06 


7.29 


7.37 


9.19 


5.75 


PLACE1006365 


1.68 


4.65 


1.97 


1.8 


2.12 


0.97 


PLACE 100636S 


L53 


3.11 


2.57 


3.01 


3.04 


4.27 


PLACE1006371 


1.38 


3.2 


L46 


1.68 


3.01 


1.67 


PLACE1006373 


2.21 


5.21 


5.75 


7.83 


8.02 


7.56 * + 


PLACE 1006382 


0.9 


4.67 


2.81 


3.3 


1.92 


2.95 


PLACE 1006385 


1.59 


6.33 


1.86 


2.68 


2.59 


2.71 


PLACE 1006391 


1.19 


5 


1.95 


1.96 


2.79 


1.63 


PLACE1006412 


1.88 


5.53 


5.92 


7.07 


9.93 


5.27 


PLACE 10064 14 


0.63 


3.42 


0.95 


1.22 


1.87 


1.6 


PLACE1006419 


7.79 


9.8 


11.93 


5.19 


7.29 


5.32 * - 


PLACE1006438 


0.99 


6.07 


3.42 


3.29 


4.56 


5.14 


PLACE1006443 


2.05 


5.01 


5.12 


5.01 


5.31 


6.44 


PLACE 1006445 


0.84 


5.76 


3.65 


3.53 


3.27 


3.55 


PLACE 1006447 


1.34 


5.81 


3.28 


2.95 


3.26 


3.96 


PLACE 1006466 


0.75 


4.38 


1.35 


1.49 


1.66 


1.08 


PLACE1006469 


0.67 


4.66 


2.31 


1.65 


2.26 


1.67 


PLACE 1006470 


2.47 


3.71 


3.74 


5.25 


7.02 


4.35 


PLACE1006472 


24.4 


23.44 


52M 


' 26.23 28.52 9.36 


PLACE 1006476 


2.52 


4.31 


8.67 


6.21 


7.23 


5.93 


PLACE 1006482 


1.64 


3.35 


4.43 


4.25 


4.67 


4.98 


PLACE 1006488 


14.12 


19.42 32.69 40.76 34.77 41.4 * 


PLACE 1006492 


2.03 


6.41 


4.38 


4.04 


4.98 


3.02 


PLACE 1006506 


1.78 


6.67 


4.04 


4.41 


5.71 


4.17 


PLACE 10065 15 


1.65 


5.7 


3.08 


3.19 


2.84 


4.08 


PLACE1006516 


LI 


7.32 


7.05 


4.89 


5.69 


7.28 


PLACE 1006520 


1.02 


2.74 


2.12 


1.19 


3 


1.54 


PLACE1006521 


2.4 


3.54 


6.38 


6.49 


6.86 


5.08 


PLACE 1006529 


5.96 


7.35 


6.96 


10.56 


8.2 


7.93 


PLACE 1006531 


1.01 


4.31 


3.33 


1.84 


2.05 


2.43 


PLACE 1006534 


1.68 


6.04 


2.59 


3.01 


3.86 


3.19 


PLACE1006540 


2.68 


9.7 


7.77 


8.71 


11.21 


4.46 


PLACE1006549 


0.6 


9.45 


2.09 


1.6 


2.28 


1.65 


PLACE 1006550 


1.76 


8.82 


4.07 


2.77 


2.94 


4.14 


PLACE 1006552 


1.3 


2.48 


2.14 


1.97 


1.3 


0.81 


PLACE 1006557 


2.38 


4.01 


3.79 


2.84 


2.51 


2.45 


PLACE 1006563 


2.49 


3.44 


5.7 


4.23 


4.15 


4.3 


PLACE1006579 


1.53 


7.5 


4.82 


4.88 


5.38 


5.78 


PLACE1006594 


236.53 241. 


11397 


.64 122.37 278.58 324.29 


PLACE 1006598 


0.72 


8.53 


2.4 


1.53 


1.58 


2.07 


PLACE 1006607 


1.47 


7.69 


4.18 


3.45 


5.86 


4.29 



PLACE1006610 9.46 13.73 38.26 27.65 32.76 22.64 

PLACE1006615 6.22 9.09 18.78 20.25 15.74 15.86 

PLACE1006617 0.91 1.54 2.66 1.87 2.49 2.09 

PLACE1006618 5.42 8.01 9.24 5.33 8.59 5.76 

PLACE 1006626 1.53 4.11 1.3 2.47 2.78 1.16 

PLACE1006629 0.99 5.05 1.36 2.22 2.56 1.76 

. PLACE1006637 1.29 6.54 3.97 3.77 4.23 4.87 

PLACE1006640 0.59 5.14 1.17 0.85 2.54 0.94 

PLACE1006644 1.66 4.46 2.12 2.79 2.49 2.39 

PLACE1006657 1.28 2.09 2.31 4.55 3.09 2.19 

PLACE1006673 2.29 4.73 10.34 11.06 10.89 6.45 
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PLACE1006678 2.54 2.98 1.44 1.37 1.96 1.39 

PLACE 1006682 3.5 5.93 2.58 15.44 20.96 23.99 ** + 

PLACE1006684 1.12 4.8 1.81 1.64 2.54 1.65 

PLACE1006698 1.54 5.86 4.52 2.15 3.57 1.9 

PLACE10067O4 1.81 5.41 2.71 2.93 2.92 2.97 

PLACE1006708 1.69 5.07 3.49 3.46 4.11 3.7 

PLACE1006711 14.21 16.18 29.77 24.34 26.25 22.42 

PLACE1006714 2.27 3.26 4.74 4.57 5.23 3.53 

PLACE1006716 1.51 2.75 3.7 6 7.05 3.99 

PLACE 1006731 1.65 3.77 2.83 2.71 4 3.09 

PLACE1006754 0.43 3.94 1.73 1.8 1.82 0.99 

PLACE1006760 7.56 10.98 10.08 8.58 8.89 11.31 

PLACE1006779 1.44 4.12 2.88 3.19 3.79 2.97 

PLACE1006782 0.44 5.17 2.42 2.95 1.57 1.15 

PLACE1006783 9.34 11.46 18.65 157.98 223.05 66.46 * 

PLACE1006786 3.31 4.08 6.07 5.9 6.24 3.34 

PLACE1006792 1.61 3.31 5.38 5.66 3.33 4.18 

PLACE1 006795 0.89 2.43 0.74 0.81 1.27 1.01 

PLACE1006800 1.62 4.94 2.53 4.7 4.56 3.93 

PLACE 1006805 3.94 7.79 5.5 10.83 9.8 8.79 * + 

PLACE1006809 3.55 5.7 5.94 9.58 10.61 8.97 ** + 

PLACE10O6815 1.7 7.57 4.1 5.12 5.23 5.8 

PLACE1006819 0.33 0.88 0.95 0.89 1.76 0.63 

PLACE1006820 2.35 2.01 4.91 4.84 6.72 4.18 

PLACE1006826 2.28 6.22 4.84 7.68 7.62 5.58 

PLACE1006829 3.76 5.51 6.54 9.49 8.66 8.69 * + 

PLACE1006853 1.2 4.21 1.97 2.25 2.93 2.88 
PLACE1006860 1 4.29 1.62 1.61 2.1 1 

PLACE1006867 5.65 9.36 11.34 7.04 8.33 7.63 

PLACE1006875 1.15 6.19 5.66 4.84 4.53 4.63 

PLACE1006878 1.59 2.84 3.09 2.99 3.22 2.39 

PLACE1006883 3.21 5.08 6.78 6.83 7.38 6.19 

PLACE1006898 1.67 4.23 3.67 3.54 4.77 4.59 

PLACE1006901 2.59 4.75 4.03 3.71 3.28 4.14 

PLACE1006904 0.91 3.59 2.7 3.26 2.92 2.04 

PLACE1O06917 3.63 7.13 6.1 5.8 7.21 7.03 

PLACE1006932 0.54 5.85 1.29 0.92 1.34 1.19 

PLACE1006935 1.3 5.46 2.54 1.59 4.03 1.6 

PLACE1006956 0.92 2.55 3.4 2.55 2.41 2.09 

PLACE1006958 0.78 2.41 1.35 1.76 4.2 3.39 

PLACE1006959 4.97 8.48 9.98 11.46 9.58 13.62 

PLACE1006961 8.03 9.85 14.42 13.73 11.57 14.2 

PLACE1006962 2.97 7.44 6,56 5.04 7.26 6.22 

PLACE1O06966 2.02 6.94 3.46 3.15 3.89 2.89 

PLACE 1006979 0.95 4.44 2.03 1.46 2.64 1.77 

PLACE1006989 2.19 5.05 3.02 3.27 3.9 5.06 

PLACE1007001 4.98 6.79 10.71 4.03 7.43 7.38 

PLACE1007014 1.37 3.03 3.45 1.79 2.18 2.2 

PLACE1007021 0.74 3.03 2.11 0.75 2.2 1.73 

PLACE1007026 2.1 9.23 3.93 4.15 4.27 5.42 

PLACE1007028 4.12 8.5 10.56 7.89 8.34 9.35 

PLACE1007038 237.33 267.91 446.14 406.27 622.67 671.17 
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PLACE1007040 1.55 3.14 2.85 1.57 3.31 2.45 
PLACE1007045 1.08 3.74 2.85 2.9 5.03 2.74 
PLACE1007048 147.06 149.67 259.53 121.61 211.26 109.43 
PLACE1007053 4.9 6.69 10 3.59 4.91 4.71 
PLACE1007068 7.56 10.33 62.76 39.52 45.9 36.69 
PLACE1007070 5.97 10.85 10.28 8.65 9.6 14.3 
PLACE1007076 8.22 14.4 14.19 16.53 23.62 24.67 * • 
PLACE1007077 2.65 6.45 4.01 5.2 5.28 5.43 
PLACE1007081 0.36 4.47 1.94 1.92 1.92 1.37 
PLACE1007082 1.23 4.66 4.95 4.32 4.5 3.99 
PLACE1 007092 2.49 4.12 7.26 4.77 5.22 4.34 
PLACE1007096 0.72 2.19 0.74 1.35 1.63 0.97 
PLACE1007097 0.54 2.49 1.35 1.61 1.28 1.04 
PLACE1007099 1.58 4.66 2.56 2.77 3.64 3.72 
PLACE1O071O5 1.18 6.51 3.44 2.65 4.13 2.21 
PLACE1007108 3.55 13.02 7.41 5.03 6.87 5.75 
PLACE1007111 1.33 9.51 1.52 1.74 2.37 1.52 
PLACE1007112 1.23 7.26 1.79 2.09 3.12 2.36 
PLACE1007130 0.54 2.02 1.92 0.87 1.47 0.33 
PLACE1007132 1.46 3.32 4.63 3.58 3.38 2.88 
PLACE1007140 0.61 2.58 2.41 1.98 1.98 1.32 
PLACE1007143 2.79 6.32 4.62 4.9 5.34 5.33 
PLACE1007169 2.21 8.59 3.46 5.44 8.46 7.99 
PLACE1007178 0.82 8.66 2.48 3.28 6.28 4.1 
PLACE1007190 3.31 10.9 6.7 10.51 13.57 11.14 
PLACE1007201 0.81 5.82 1.41 1.72 3.04 2.51 
PLACE10O7202 37.76 34.95 76.28 58.23 34.42 37.86 
PLACE1007226 2.01 2.39 2.73 1.89 3.14 2.29 
PLACE1007238 1.64 3.07 1.83 2.39 2.73 2.2 
PLACE1007239 1.81 3.68 2.99 1.76 2.72 2.44 
PLACE1007242 0.61 5.18 1.87 1.54 1.14 1.67 
PLACE 1007243 2.21 7.36 2.29 2.24 3.27 3.31 
PLACE1007247 0.36 6.17 1.71 1.11 1.36 1.34 
PLACE1007257 1.67 5.33 3.34 3.3 5.27 4.25 
PLACE1007274 1.46 2.18 4.43 4.38 4.03 4.06 
PLACE1007276 0.93 2.02 1.1 2.13 2.1 1.74 
PLACE1007282 2.51 4.2 5.72 4.28 3.62 4.66 
PLACE1007286 2.97 4.8 7.85 10.14 12.47 8.79 * + 
PLACE1007296 10.55 19.45 24.46 31.43 17.57 27.05 
PLACE 1007301 0.65 5.17 1.55 1.19 1.54 1.11 
PLACE1007314 3.11 6.61 8.64 7.98 8.96 10.24 
PLACE1007317 1.19 3.34 1.27 1.88 1.62 1.79 
PLACE1007329 0.89 0.73 1.78 2.38 2.35 2.09 * + 
PLACE1007338 3.96 6.47 9.58 11.59 8.93 2.32 
PLACE1007342 0.71 1.8 1.3 1.1 1.1 0.7 
PLACE 1007345 1.72 4.57 2.54 2.72 3.6 3.29 
PLACE1007346 1.43 4.61 3.89 5.77 4.53 4.1 
PLACE 1007359 0.74 4.55 2.16 2.59 2.44 3.53 
PLACE1007367 4.53 8.63 15.16 12.49 13.49 11.75 
PLACE 1007375 0.36 3.24 2.02 1.75 2.56 1.59 
PLACE1007377 1.49 2.01 3.18 3.29 3.96 2.36 
PLACE 1007386 1.55 1.75 1.47 2.37 1.68 1.36 
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PLACE1007392 1.57 2.99 2.49 2.79 4.48 3.51 

PLACE1007402 2.41 5.66 3.08 1.52 2.91 1.8 

PLACE1007409 1.05 4.57 1.04 2.51 2.68 2.02 

PLACE1007416 3.45 6.97 6.5 7.05 9.14 6.52 

PLACE1007420 12.12 12.66 20.8 25.26 23.9 22.88 

PLACE1007431 1.87 7.4 5.51 7.17 5.28 5.91 

PLACE 1007450 0.79 1.22 2.65 3 2.99 2.39 

PLACE1007452 0.42 2.36 1.76 2.09 2.98 1.45 

PLACE 1007454 23.74 28.02 76.56 59.97 75.95 46.61 

PLACE1007460 0.75 3.52 2.35 2.34 1.93 2.58 

PLACE1007478 0.41 3.07 1.33 1.35 2.18 1.92 

PLACE1007484 0.6 4.8 2.57 2.56 1.45 1.69 

PLACE 1007488 0.4 6.24 1.64 1.74 2.61 1.46 

PLACE1007507 2.91 6.36 4.49 5.31 8.29 8.11 

PLACE1007511 0.53 1.29 1.06 1.06 1.29 0.42 

PLACE1007513 10.57 10.43 24.05 12.24 16.88 16.9 

PLACE1007524 1.55 3.33 3.53 3.96 4.72 2.96 

PLACE1007525 1.24 2.95 3.14 2.38 2.85 2.24 

PLACE1007537 8.6 9.68 49.88 43.78 63.66 40.1 

PLACE 1007544 1.55 6.45 4.97 3.2 3.92 4.61 

PLACE1007547 1.36 5.03 4.15 2.37 2.84 2.4 

PLACE1007557 L12 3.16 3.14 3.07 3.9 3.41 

PLACE1007560 9.38 8.86 12.57 11.03 9.62 17.59 

PLACE1007565 0.37 2.27 3 1 1.16 0.91 

PLACE1007580 1.06 3.71 3.06 10.8 11.15 13.74 * 

PLACE1007583 0.76 3.88 1.78 2.51 2.37 1.09 

PLACE1007591 0.79 4.62 1.7 2.2 2.53 2.07 

PLACE1007598 1.13 6.98 3.86 2.71 3.46 4.71 

PLACE1007610 0.41 5.63 1.28 1.33 3.18 1.5 

PLACE1007618 1.57 1.91 2.01 1.75 2.2 2.41 

PLACE1007621 1.78 2.83 3.64 3.33 3.57 4.38 

PLACE1007626 23.99 25.61 32.78 30.53 30.94 13.53 

PLACE1007632 2.03 3.26 2.52 2.65 3.81 4.63 

PLACE1007635 1.61 4.62 6.42 2.8 4.19 3.37 

PLACE1007645 10.59 11.55 15.06 9.99 11.58 11.95 
PLACE1007649 1.7 5.88 3.47 2.78 4.95 3.13 

PLACE1007659 1.33 5.85 3.61 4.88 6.22 4.9 

PLACE1007669 2.01 2.1 3.74 2.97 4.63 4.4 

PLACE1007677 1.25 2.29 2.81 2.68 3.07 2.91 
PLACE1007688 3.4 5.69 5.43 1.98 4.53 4.98 
PLACE1007690 1.4 4.03 2.12 3.74 3.37 4.61 

PLACE1007697 0.69 7.13 1.37 1.84 2.56 1.8 

PLACE1007702 2.03 7.08 5.7 4.03 3.91 4.08 

PLACE1007705 1.38 3.93 1.59 1.74 4.45 2.75 

PLACE1007706 3.11 6.08 4.69 5.25 8.84 7.49 

PLACE 1007725 3.41 4.69 6.65 5.1 3.29 5.39 

PLACE1007729 0.98 2.65 1.8 2.7 3.11 1.99 

PLACE 1007730 1.25 4.29 3.07 3.66 3.75 4.32 

PLACE 1007737 1.43 4.79 3.39 3.79 4.7 4.17 

PLACE1007743 1.38 4.26 2.29 2.3 2.83 2.03 

PLACE1007746 6.56 9.02 10.42 9.65 13.29 12.97 

PLACE 1007753 0.53 4.48- 1.71 1.35 2.86 1.94 
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PLACE1007769 1.31 4.31 3.5 3.27 4.51 4.58 

PLACE10O778O 5.77 4.63 7.11 6.51 3.75 2.17 

PLACE1007791 1.82 3.29 3.38 3.16 3.69 2.87 

PLACE1007807 0.67 2.79 1.72 2.33 1.76 1.29 

PLACE10O781O 0.39 4.45 2.63 4.11 4.08 3.27 

PLACE1007814 3.57 5.98 5.04 4.2 4.62 6.3 

PLACE1007828 2.01 .7.64 3.34 2,69 4.64 3.44 

PLACE1007829 1.32 6.9 2.88 2.87 4.87 3.06 

PLACE1007841 1.64 7.26 1.87 2.25 3.14 3.39 

PLACE1007842 1.1 3.32 2.44 2.09 3.96 1.39 

PLACE1007843 1.2 1.92 1.43 2.13 1.48 1.86 

PLACE1007845 1.76 3 4.11 3.45 3.42 2.36 

PLACE 1007846 0.99 3.26 1.64 2.02 2.73 1.5 

PLACE1007848 1.09 3.51 2.23 2.39 2.62 2.25 

PLACE1007852 2.26 7.88 3.82 2.94 4.61 3.24 

PLACE1007858 3.65 11.57 5.81 61.71 80.46 57.09 

PLACE1007866 19.42 25.98 40.48 43 80.39 56.73 

PLACE1007871 8.1 7.9 15.45 16.17 12.35 11.08 

PLACE1007877 1.09 2.09 1.45 1.4 2.39 1.53 

PLACEI007878 5.98 9.75 14.61 13.65 7.49 8.9 

PLACE1007881 0.43 2.66 1.34 1.59 1.94 1.93 

PLACE 1007885 4.35 7.85 6.76 5.57 6.53 7.01 

PLACE 1007897 0.27 6.51 1.85 1.72 1.53 1.41 

PLACE1007908 3.14 12.29 5.73 5.96 7.9 8.24 

PLACE1007922 6.08 31.75 8.75 5.24 7.15 4.54 

PLACE1007946 1.07 2.03 1.86 2.71 2.28 1.94 

PLACE1007950 6.98 7.6 18.21 16.17 19.34 12,63 

PLACE1007954 -0.03 2.45 1.15 2.46 1.57 1.51 

PLACE1007955 0.92 4.01 2.17 2.05 2.52 3.05 

PLACE1007956 0.6 3.61 2.91 2.35 2.1 2.22 

PLACE1007958 0.75 6.31 1.34 0.79 1.21 0.8 

PLACE1007965 0.64 5.88 3.25 3.38 2.91 2.17 

PLACE1007969 1.09 6.37 3.06 2.35 3.29 2.21 

PLACE1007971 2.73 4.17 5.21 6.1 4.41 5.92 

PLACE1007990 1.95 2.33 2.31 3.22 3.09 1.88 

PLACE1008000 0.32 2.16 1.98 1.85 1.27 0.66 

PLACE1008002 0.99 3.38 1.7 1.81 2.04 0.51 

PLACE1008037 0.57 4.19 1.7 4.59 2.86 2.02 

PLACE1008044 1.42 5.81 2.46 4.18 4.93 4.16 

PLACE1008045 0.4 4.07 1.54 1.75 2 1.65 

PLACE1008080 2.05 6.08 3.22 4.23 4.03 4.78 

PLACE1008092 1.56 1.56 1.48 1.48 2.98 1.86 

PLACE 1008095 0.59 2.14 1.48 2.38 2.73 1.23 

PLACE1008105 0.95 1.76 1.71 2.24 2.71 0.74 

PLACE1008107 0.27 2.33 0.7 1.72 1.44 1.68 

PLACE1008111 1.73 5.01 2.12 4.57 5.4 4.04 

PLACE1008113 5.88 9.24 12.48 16.57 20.29 19.24 

PLACE1008122 1.22 5.54 2.55 1.61 1.57 1.5 

PLACE1008129 1.5 5.64 2.8 2.43 5.36 2.91 

PLACE1008132 5.51 4.47 8.34 6.61 11.2 7.63 

PLACE1008137 0.96 1.82 1.02 2.12 3.88 0.8 

PLACE1008174 0.77 3.16 2.43 5.12 4.39 2.46 
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PLACE1008177 1.62 4.87 3.09 3.79 3.26 3.77 

PLACE1008181 1.76 3.87 1.6 2.06 2.43 1.43 

PLACE! 008195 2.66 6.08 2.97 4.34 4.14 3.9 

PLACE1008198 1.06 5.56 2.52 2.55 3.31 1.54 

PLACE1008201 1.22 4.45 3.58 5.92 7.69 5.64 * 

PLACE1008209 2.35 2.29 4.46 2.51 5.31 4.44 

PLACE1008226 1.8 2.35 5.25 4.72 5.68 7.08 

PLACE1008227 0.77 2.67 3.02 2.38 4.6 3.54 

PLACE1008231 1.26 3.85 1.85 1.05 1.83 0.78 

PLACE 1008238 1.22 3.21 2.9 2.47 2 1.72 

PLACE1008244 1.01 4.69 1.56 1.68 3.2 L56 

PLACE 1008249 0.8 4.94 2.55 1.22 2.17 2.01 

PLACE1008266 11.31 18.61 43.04 60.04 82.48 59.04 

PLACE1008273 1.47 3.95 3.81 3.53 3.8 4.47 

PLACE1008275 1.59 3.67 2.17 2.62 2.57 2.34 

PLACE1008280 0.85 2.6 1.84 2.42 2.48 2.36 

PLACE1008282 4.71 8.19 6.89 7;27 9.02 6.38 

PLACEI008297 2.32 4.7 3.36 2.89 3.42 3.21 

PLACE1008303 1.65 6.68 1.24 4.12 3.83 2.65 

PLACE1008309 0.43 6.52 0.82 1.77 1.5 1.29 

PLACE1008315 5.3 5.93 8.61 4.92 4.79 9.83 

PLACE1 008329 0.47 2.23 2.06 2.32 2.8 2.49 

PLACE 1008330 0.72 4.06 3.16 2.48 3.36 2.96 

PLACE1008331 0.84 5.01 2.1 4.5 2.17 2.91 

PLACE1008351 4.34 8.66 7.41 7.91 7.31 7.1 

PLACE1008356 1.56 8.23 1.93 2.86 4.16 3.35 

PLACE1008359 1.57 4.11 2.89 2 2.97 2.94 

PLACE1008368 2.27 6.38 7.43 5.72 7.33 6.95 

PLACE1008369 0.57 2.46 1.45 1.12 1.59 1.68 

PLACE1008392 0.8 3.09 2.54 2.44 3.22 3.24 

PLACE1008394 2.08 4.84 3.75 3.98 5.03 4.76 

PLACE1008398 5.32 9.36 11.44 11.36 11.3 12.33 

PLACE1008401 1.19 7.06 3.21 2.82 3.43 3.33 

PLACE1008402 3.21 6.45 7.2 7.23 10.15 9.26 

PLACE1O08405 10.3 10.95 18.42 17.17 18.82 20.4 

PLACE1008409 1.88 5.19 5.69 4.97 5.41 5.65 

PLACE1008420 1.4 1.87 L96 2.67 2.69 2.27 * 

PLACE1008424 0.88 2.69 2.54 1.69 2.34 1.71 

PLACE1008426 0.98 2.58 1.58 1.7 2.66 2.32 

PLACE1008429 0.92 3.17 2.14 1.91 3.4 1.84 

PLACE 1008430 1.63 4.85 3.04 2.93 3.52 3 

PLACE1008437 0.87 3.64 3.01 2.83 1.82 1.57 

PLACE1008453 1.16 4.8 1.02 1.64 2.06 1.17 

PLACE1008454 2.14 6.46 9.23 5.46 9.02 5.92 

PLACE1008455 2.06 4.33 7.2 5.26 6.68 4.87 

PLACE10O8457 0.51 2.6 2.01 2.28 2.43 2.47 

PLACE1008465 0.49 2.41 1.72 1.56 2.13 0.48 

PLACE1008469 2.42 4.36 5.32 5.16 4.75 7.1 

PLACE1008488 0.81 5.48 1.97 2.44 2.03 1.8 

PLACE1008519 1.48 10.85 6.17 4.41 4.99 4.51 

PLACE1008524 1.04 11.09 1.72 2 3.22 2.02 

PLACE1008531 0.64 8.37 1.92 .1.33 2.05 1.72 
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PLACE 1008 569 


3.94 
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0.64 
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0.9 
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0.55 


6.06 


0.9 


1.03 


0.83 


0.95 


PLACE 1008627 


0.46 


8.32 


1.86 


1.87 


3.34 


2.7 


PLACE 1008629 


3.22 


9.18 


5.84 
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6.75 


4.41 


PLACE 1008630 


1.68 


3.39 
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4.21 


3.01 


3.51 


PLACE 1008643 


1.31 


0.93 


1.98 


1.72 


2.34 


1.94 


PLACE 1008650 


0.25 


3.05 


1.62 


2.23 


1.63 


1.24 


PLACE1008657 


1.17 


2.39 
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2.34 
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2.91 
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0.91 
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1.13 


PLACE 1008693 


0.97 
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3.81 


2.2 


PLACE1008696 


0.88 
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PLACE1008715 


1.05 


4.71 


2.11 
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2.65 


PLACE 10087 16 
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3.94 


4.19 


5.75 


6.9 
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4.39 


2.75 


2.44 


1.67 


1.61 


PLACE 1008757 


0.99 


4.74 


4.51 


2.77 


5.74 


2.17 


PLACE1008766 


2.66 


6.75 


3.77 


3.51 


6.47 


4.06 


PLACE 1008785 


1.39 


1.68 


2.6 


3.26 


3.8 


3.89 * 


PLACE 1008790 


1.57 


1.8 


2.29 


3.5 


5.39 


2.96 


PLACE1008798 


1.71 


3.82 


4.45 


6 


5.93 


3.32 


PLACE1 008807 


1.34 


3.95 


1.61 


2.54 


2.62 


1.8 


PLACE 1008808 


1.6 


4.53 


3.01 


4.24 


3.69 


5.04 


PLACE 10088 13 


1.38 


4.85 


1.97 


1.9 


1.95 


2.3 


PLACE 1008836 


1.34 


5.81 


3.68 


3.89 


6.17 


4.1 


PLACE 1008851 


1.21 


6.65 


3.94 


4.85 


10.04 


4.54 


PLACE 1008 854 


0.56 


0.48 


1.14 


1.16 


1.41 


1.6 


PLACE 1008864 


1.98 


1.92 


2.96 


2.73 


2.65 


2.49 


PLACE 1008867 


1.2 


6.57 


6.22 


6.43 


5.71 


4.82 


PLACE 1008876 


11.7 


16.5 


27.29 


• 26.74 20.94 23.24 


PLACE 1008887 


1.37 


4.31 


1.44 


3.26 


2.07 


3.28 


PLACE1008902 


1.33 


5.62 


2.93 


3.17 


4.58 


2.06 


PLACE 1008911 


4.04 


8.56 


10.48 


11.31 13.99 15.66 


PLACE10089t7 


0.6 


4.53 


2.72 


1.7 


2.9 


1.71 


PLACE1008920 


0.75 


0.77 


0.87 


0.61 


1.58 


1.44 


PLACE1008925 


0.25 


0.9 


1.04 


0.94 


1.91 


0.84 


PLACE 1008930 


4.12 


7.32 


9.83 


5.11 


10.36 


7.17 


PLACE 1008934 


0.9 


3.42 


2.9 


2.39 


2.28 


1.7 
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PLACE1008941 1.57 4.14 2.8 2.06 2.59 4.05 
PLACE1008947 2.3 5.41 5.51 3.96 5.84 5.16 
PLACE1008984 1.26 6.31 3.25 3.1 3.93 3.19 
PLACE 1008985 0.94 2.75 2.74 2.84 2.43 2.7 
PLACE1008994 0.27 1.72 0.65 1.11 0.78 0.68 
PLACE100902O 0.46 3.49 2.42 2.49 3.1 2.16 
PLACE1009027 0.89 2.7 1.59 2.24 1.75 2.09 
PLACE1009039 -0.06 3.31 3.42 2.39 1.59 1.49 
PLACE1009045 1.53 6.33 6.05 23.13 20.76 22.2 * 
PLACE1009048 0.41 5.97 2.3 0.61 1.04 0.54 
PLACE1009050 0.97 4.9 1.68 1.07 1.47 1.55 
PLACE1009060 5.61 8.4 9.51 10.74 8.55 11.96 
PLACE1009067 1.14 2.8 2.03 1.6 2.34 3.4 
PLACE10O9071 1.44 4.05 3.9 3.79 7.24 9.82 
PLACE1009090 1.27 6.46 2.35 3.11 4.73 2.86 
PLACE1009091 5.58 10.22 38.11 38.77 49.35 36.29 
PLACE1009094 0.26 5.68 1.88 1.67 5.04 1.71 
PLACE 1009099 1 5.52 3.47 3.49 3.36 3.84 
PLACE1009110 1.59 5.82 1.16 1.68 4.3 4.39 
PLACE1009111 1.88 5.24 2.65 3.95 3.77 2.88 
PLACE1009113 2.24 3.52 3.62 6.14 4.87 7.29 * 
PLACE10O9130 4.46 6.8 7.84 6.68 9.36 10.47 
PLACE1009150 0.88 3.54 1.95 3.23 3.3 3.01 
PLACE1009155 1.11 5.06 2.98 4.46 4.43 3.87 
PLACE 1009 158 1.06 5.77 1.95 1.77 2.35 2.88 
PLACE1009166 0.76 4.8 1.53 1.59 2.16 1.3 
PLACE1009172 1.43 3.96 2.45 2.26 5.85 2.61 
PLACE1009174 1.13 3.45 2.42 1.67 3.02 2.38 
PLACE10O9183 1.62 3.54 4.47 4.1 6.33 8.06 
PLACE1009186 1.04 5.07 2.3 2.46 2.86 2.91 
PLACE1009190 0.75 2.32 1.44 1.53 1.9 1.65 
PLACE1009196 0.81 4.01 2.73 2.24 2.38 1.99 
PLACE 1009200 1.01 4.44 2.94 2.84 4.39 2.91 
PLACE1009217 2.55 4,91 3.43 4.46 7.29 7.23 
PLACE1009230 1.9 5.55 6.63 5.63 9.16 9.46 
PLACE1009236 4.97 7.07 12.6 8.21 10.79 7.13 
PLACE 1009246 11.71 11.96 24.75 14.59 16.36 9.05 
PLACE1009265 6.95 7.82 14.01 15.61 5.19 12.17 
PLACE1009279 0.67 2.07 2.46 1.93 2.54 1.63 
PLACE1009298 5.54 9.92 9.52 10.21 11.25 17.55 
PLACE1009308 1.13 6.82 2.04 2.48 2.48 2.34 
PLACE1009319 2.04 9.25 3.15 2.92 3.54 2.5 
PLACE1009328 1.04 5.78 1.81 2.98 339 2.17 
PLACE1009335 1.38 6.55 4.72 2.24 3.21 3.01 
PLACE1009338 2.56 4.14 5.1 3.24 43 1.57 
PLACE1009344 0.73 2.45 1.08 131 1.55 0.84 
PLACE1009355 5.41 7.37 9.95 13.44 10.76 13.55 
PLACE 1009368 13 2.56 2.41 2.43 2.32 2.19 
PLACE1009375 1.21 6.41 3.05 3.04 4.46 2.53 
PLACE1009388 1.18 8.68 3.01 3.46 4.53 2.72 
PLACE1009398 1.19 9.2 3.74 3.17 4.28 3.96 
PLACE1009404 2.78 9.18 4.51 5.33 6.73 6.94 
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PLACE1009410 1.27 2.35 2.33 2.51 2.31 1.44 

PLACE1009417 0.95 2.25 4.34 2.55 3.08 1.71 

PLACE1009424 1.88 3.61 3.18 2.85 3.24 ,3.93 

PLACE1009434 0.84 3.94 2.91 1.29 1.82 2.19 

PLACE1009443 1.21 7.2 2.55 2.42 3.43 3.17 

PLACE1009444 1.33 7.71 4.05 2.51 3.17 3.79 

PLACE1009459 0.23 7.99 1.55 1.71 1.83 0.86 

PLACE1009460 1.75 6.84 3.26 5.15 4.31 4.08 

PLACE1009468 0,99 2.83 3.42 4.43 4.42 2.97 

PLACE1009476 0.21 1.21 0.73 1.05 0.67 1.33 
PLACE1009477 1.35 3.13 2.67 3.06 2.35 2.2 

PLACE1009493 0.87 3.35 0.94 1 1.87 1.41 

PLACE1009502 0.76 4.64 2.13 1.19 1.89 1.66 
PLACE1009524 1.32 4.22 1.63 0.94 2.14 1.6 

PLACE1009527 0.95 4.51 2.11 1.64 2.55 1.28 
PLACE1009531 20.82 28.24 41.52 46.25 43.25 49.96 

PLACE 1009535 1.1 1.56 2.68 2.42 2.15 1.11 

PLACE1009539 2.15 3.41 4.18 3.88 2.65 2.57 

PLACE 1009540 5.89 8 11.66 14.8 4.47 3.84 
PLACE1009542 Lll 3.37 1.42 1.51 2.06 1.44 

PLACE 1009546 0.62 5.27 0.97 2.24 1.64 1.25 

PLACE1009556 0.35 4.46 3.46 3.36 2.86 3.16 

PLACE 1009569 0.05 3.93 2.46 3.34 2.7 3.11 

PLACE 1009571 1.67 4.27 2.52 3.04 2.85 2.67 

PLACE1009573 3.81 2.97 6.73 6.92 8.12 6.49 

PLACE1009576 1.92 2.51 4.3 2.73 3.66 2.08 

PLACE1009580 L42 1.81 L74 2.73 3.47 2.33 * 

PLACE1009581 0.89 4.25 2.03 2.91 4.38 2.74 

PLACE1009587 0.96 4.91 2.29 2.43 3.2 1.99 

PLACE1009593 2.71 6.73 4.37 4.94 6.85 5.03 

PLACE1009595 1.81 5.44 2.66 2.67 5 2.79 
PLACE1009596 1.57 6.83 2.6 3.44 3.97 2.7 

PLACE1009600 3.03 4.27 4.48 5.48 9.14 4.42 
PLACE1009604 2.32 4.64 5.02 4.22 6.11 3.23 
PLACE1009607 1.29 2.48 3.18 3.19 4.17 3.18 
PLACE1009613 1.94 5.23 2.94 2.65 3.08 2.23 
PLACE1009621 1.66 6.72 3.32 8.21 8.67 8.06 * 

PLACE1009622 1.78 5.93 3.78 3.9 4.1 3.9 
PLACE1009624 1.16 5.77 3.42 3.2 3.65 3.5 

PLACE1009637 2 6.88 3.36 3.07 4.59 3.91 
PLACE1009639 1.94 1.76 4.15 3.44 3.67 4.99 
PLACE1009654 20.88 17.13 34.95 14.94 24.53 20.64 
PLACE1009659 2.77 6.78 7.45 6.38 8.38 6.55 
PLACE1009665 1.04 4.21 1.93 1.19 2.72 1.93 
PLACE1009669 7.73 9.64 14.54 9.85 16.89 8.82 
PLACE1009670 1.76 5.36 2.54 2.77 4.47 4.01 

PLACE10O9708 2.1 5.57 5.09 3.64 6.54 5.84 
PLACE1009721 1.34 4.28 3.56 5.78 5.81 3.01 
PLACE1009731 1.36 3.59 3 3.58 6.53 5 
PLACE1009735 1.94 3.94 3.21 5.16 7.52 4.78 
PLACE1009737 1.89 4.29 2.95 4.83 5.61 5.47 * 

PLACE 1009741 1.3 4.32 3.45 2.09 5.03 3.07 
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PLACE1009752 1.34 5.64 2.65 2.3 3.33 1.68 
PLACE10O9763 3.95 9.73 6.82 7.13 7.44 8.39 
PLACE1009766 1.46 6-98 3.32 3.07 5.19 3.75 
PLACE1009772 0.48 5.19 0.6 1.01 2.46 0.89 
PLACE1009782 0.91 2.39 2.03 2.88 2.91 3.74 
PLACE1009794 2.58 4.45 5.11 3.54 3.66 5.03 
PLACE1009798 1.59 5.37 4 6.26 5.57 5.67 
PLACE1009845 1.05 6.02 2.92 2.79 3.39 3.92 
PLACE1009849 0.96 6.61 2.35 1.79 3.41 2.59 
PLACE1009857 0.79 4.86 1.45 1.19 1.27 1.56 
PLACE 1009861 1.43 4.67 3.87 4.1 3.47 3.11 
PLACE1009872 53.53 52.43 88.5 74.95 49.47 81.73 
PLACE1009877 5.45 7.59 12.08 10.03 10.3 12.32 
PLACE1009879 0.82 3.28 1.59 1.55 2.99 1.34 
PLACE 1009886 0.68 4.04 1.53 1.62 3.04 1.72 
PLACE1009888 1.03 7.4 3.23 5.34 5.84 7.94 
PLACE1009908 1.56 7.63 8.64 3.37 6.71 5.9 
PLACE1009919 4.5 7.53 8.26 5.84 10.72 10.15 
PLACE1009921 0.96 3.94 3.32 1.63 4.28 2.47 
PLACE1009923 3.82 5.56 6.85 6.32 8.13 5.57 
PLACE1009924 3.01 2.49 4.53 4.43 4.31 1.04 
PLACE1009925 0.61 2.77 1.84 2.51 2.2 2.5 
PLACE1009931 2.78 5.21 9 8.71 6.93 8.09 
PLACE1009935 0.74 3.71 2.1 1.19 1.08 1.5 
PLACE1009947 0.47 3.83 1.64 1.51 2.46 2.03 
PLACE1009961 0.43 4.08 1.39 1.69 2.18 1.9 
PLACE1009971 0.92 4.9 1.98 1.35 1.74 1.45 
PLACE 1009982 40.34 48.71 89.8 53.8 57.87 66.96 
PLACE1009992 0.94 1.9 2.59 L47 2.52 0.68 
PLACE1009995 6.47 10.83 15.72 7.79 9.03 11.23 
PLACE1009997 0.55 3.7 3.03 2.76 3.2 2.64 
PLACE1010002 1.4 4.14 2.82 2.89 3.04 3.46 
PLACE1010011 2.09 8.13 3.85 4.4 5.21 4.68 
PLACE1010013 0.18 12.85 1.74 0.92 1.81 0.68 
PLACE1010021 3.18 11.98 5.42 4.12 4.13 6.06 
PLACE1010023 2.15 8.45 5.16 5.62 6.52 6.14 
PLACE1010031 4.6 4.35 7.23 6.79 4.91 1.82 
PLACE1010039 1.17 3.3 1.45 1.28 1.23 1.19 
PLACE1010045 1.1 2.83 3.66 2.52 3.55 2.64 
PLACE1010053 1.42 3.56 1.65 2.21 2.76 2.37 
PLACE1010060 1.63 6.1 4.13 4.11 4.6 4.05 
PLACE1010069 0.41 7.96 2.32 1.48 2.91 1.3 
PLACE1010070 0.92 8.04 1.5 0.45 1.78 1.09 
PLACE1010074 5.25 11.67 11.8 12.32 9.51 11.22 
PLACE1010076 12.75 11.95 29.01 19.58 15.88 16.82 
PLACE1010078 2.96 2.42 4.36 4.64 4.39 3.85 
PLACE1010081 2.74 4.1 3.7 6.85 7.81 4.59 * 
PLACE1010083 0.69 2.53 1.51 1.22 1.86 2.26 
PLACE1010089 1.86 4.89 3.35 3.45 3.47 3.48 
PLACE1010096 2.17 7.73 2.91 3.43 4.19 3.2 
PLACE1010102 3.89 10.9 5.33 7.1 9.64 7.57 
PLACE1010105 2.98 7.46 4.93 7.31 9.04 9.82 
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15 



PLACE1010106 2.46 2.95 4.48 5.47 4.88 5.8 * + 
PLACE1010130 0.53 1.79 1.17 2.27 2.55 1.23 
PLACE 1010132 2.49 4.65 5.3 5.07 4.39 4.19 
5 PLACE1010134 0.8 3.32 1.15 1.97 2.31 1.67 

PLACE1010139 6.67 10.51 12.98 14.99 16.1 14.58 
PLACE1010148 0.96 5.07 1.62 1.48 1.9 1.97 
PLACE1010152 3.11 5.68 5.16 6.33 6.64 5.76 
PLACE1010155 3.8 6.17 6.52 16.85 20.56 20.32 ** + 
10 PLACE1010156 13.71 15.43 32.21 132.45 85.59 134.99 ** 

PLACE1010161 1.9 2.81 5.05 3.29 2.92 1.97 
PLACE1010181 0.73 2.22 1.51 2.58 1.99 2.53 
PLACE1010194 0.64 3.35 1.03 2.26 2.14 1.64 
PLACE1010202 0.4 4.14 1.2 2.91 1.65 2.16 
PLACE1010231 1.1 3.78 2.39 1.31 2.99 2.73 
PLACE1010235 1.26 4.24 1.94 2.68 2.42 3.16 
PLACE1010237 1.01 3.4 2.1 1.14 1.97 0.87 
PLACE1010251 0.59 0.98 1.95 2.57 3.18 1.62 
20 PLACE1010261 0.97 2.63 2.07 2.69 1.69 1.55 

PLACE1010270 0.76 2.7 1.3 L39 2.33 1.42 
PLACE1010273 0.97 3.27 0.46 1.48 2.25 1.5 
PLACE1010274 6.28 9.23 9.66 10.49 12.18 14.28 
PLACE1010277 6.03 10.14 12.68 14.6 16.06 15.84 * + 
25 PLACE1010293 1.8 5.68 3.55 3.65 3.37 3.96 

PLACE1010297 5.17 11.37 21 24.84 32.59 22.06 
PLACE1010300 4.18 4.78 8.22 8 9.95 6.87 
PLACE 10103 10 16.52 14.75 49.45 70.74 71 77.01 * + 
PLACE 1010321 2.03 4.92 2.46 3.37 4.99 2.73 
so PLACE1010324 0.88 3.49 1.56 1.12 1.54 1.2 

PLACE1010329 0.73 4.64 1.95 2.56 3.37 1.96 
PLACE 1010330 3.78 9.09 7.29 2.42 10.45 7.67 
PLACE1010335 6.43 11.15 7.43 13.15 17.89 19.1 * + 
PLACE1010341 0.19 4.81 1.24 1.07 3.13 1.54 
35 PLACE1010342 0.77 0.9 0.75 0.48 2.12 0.8 

PLACE1010346 1.47 1.73 3.61 2.96 4.47 1.71 
PLACE1010362 1.31 2.69 2.22 2.38 3.49 3.31 
PLACE 10 10364 0.78 2.56 1.65 1.19 2.32 1.49 
PLACE1010368 .1.66 5.44 3.51 3.41 3.87 4.48 
40 PLACE1010373 9.05 10.48 16.82 12.13 15.45 12.28 

PLACE1010383 1.91 5.52 5.13 5.58 6.39 4.9 
PLACE1010385 0.3 3.01 1.07 0.04 0.6 0.9 
PLACE1010389 6.28 7.98 13.24 22.3 13.64 22.94 * + 
PLACE1010401 0.73 2.72 1.32 1.99 2.87 2.21 
PLACE1010410 3.15 4.83 6.71 4.78 7.55 7.32 
PLACE1010418 1.88 4.73 4.2 4.71 5.14 4.66 
PLACE1010425 0.93 4.78 1.43 1.78 1.96 2.15 
PLACE1010443 6.98 13.83 51.39 36.22 63.67 48.93 
PLACE1010445 0.95 5.02 0.68 2.69 3.81 2.44 
PLACE1010481 1.19 2.06 2.46 1.75 2 1.85 
PLACE1010482 28.99 29.39 53.06 31.75 19.63 40.44 
PLACE1010491 3.36 6.4 5.38 4.96 5.98 3.26 
PLACE1010492 4 4.75 5.95 5.57^8.15 7.77 
5 5 PLACE1010509 0.8 4.32 3.15 3.09 3.01 2.99 
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PLACE1010616 


1.84 


3.72 


5.49 


4.09 


8.09 


6.81 


PLACE1010622 


2.1 


3.43 


3.91 


5.07 


4.74 


4.69 * 


PLACE1010624 


1.43 


3.35 


3.98 


4.21 


6.17 


5.22 


PLACE101D628 


1.37 


3.97 


2.83 


2.14 


3.63 


4.22 


PLACE1010629 


1.08 


4.64 


2.24 


3.01 


3.3 


3.5 


PLACE1010630 


1.64 


4.77 


3.69 


4.22 


4.78 


5.29 


PLACE1010631 


0.5 


5.35 


2.64 


1.55 


1.66 


2.67 



PLACE1010651 14.24 15.75 24.44 37.62 40.09 52.12 
PLACE1010661 1.62 4.09 2.28 3.56 6.43 3.22 
PLACE 1010662 1.32 2.48 1.6 2.98 2.3 1.61 
PLACE1010668 12.87 15.91 27.82 37.63 30.53 28.75 
PLACE1010702 1.46 2.34 4.24 3.59 3.6 3.2 
PLACE1010709 79.16 78.33 115.91 107.07 96.3 133.25 
PLACE1010713 7 10.81 14.7 9.14 8.16 15.14 
PLACE1010714 0.82 7.41 1.58 1.75 2.04 1.47 
PLACE1010716 0.71 6.19 4.31 2.08 2.3 1.93 
PLACE1010717 0.9 6.49 2.13 2.17 3.9 2.61 
PLACE1010720 14.03 17.05 53.79 46.72 50.7 41.49 
PLACE1010739 0.9 1.2 1.11 1.73 1.21 1.93 
PLACE1010743 1.09 2.3 1.99 2.63 2.05 2.21 
PLACE1010752 0.87 2.92 1.85 1.76 2.05 1.53 
PLACE1010761 3.6 8.83 13.51 12.07 16.4 17.08 
PLACE 1010771 1.41 6.89 5.03 6.13 10.3 5.42 
PLACE1010784 0.9 9.66 1.97 2.07 1.72 1.34 
PLACE1010786 1.21 8.77 2.83 2.91 3.68 2.21 
PLACE1010789 0.6 1.16 1.52 1.8 1.89 1.17 
PLACE1010800 2.18 2.86 3.25 3.95 3.24 2.93 
PLACE1010802 2.97 4.63 5.31 5.72 4.27 3.3 
PLACE1010811 0.89 2.19 1.96 1.83 1.75 2.18 
PLACE1010813 8.89 13.3 55.85 48.82 72.26 46.7 
PLACE1010827 1.54 6.43 3.94 4.3 5.52 4.81 
PLACE1010833 0.93 8.13 2.63 2.68 3.64 2.09 
PLACE1010839 1.57 6.22 3.21 4.22 6.72 4.13 
PLACE1010856 7.58 8.94 12.34 8.02 6.53 8.59 
PLACE1 010857 3.41 3.81 7.63 8.24 5.98 4.56 
PLACE1010870 1.3 2.24 2.05 1.62 2.38 1.94 
PLACE 1010877 1.67 4.66 2.69 2.77 3.92 2.62 
PLACE1010882 0.49 4.8 0.99 1.74 1.27 0.51 
PLACE1010891 1.1 7.73 1.12 1.85 1.73 0.95 
PLACE1010896 1.19 5.29 3.18 3.98 3.05 3.47 
PLACE1010900 7.41 13.29 27.9 23.88 20.99 18.85 
PLACE1010916 1.55 1.18 2.06 1.89 1.9 2.2 
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PLACE1010917 -0.04 0.82 0.36 1.05 2.25 0.56 

PLACE1010924 1.15 2.31 1.55 1.11 1.88 0.92 

PLACE1010925 2.76 5.36 2.17 4.92 6.32 4.16 

PLACE1010926 1.8 5.73 4.31 5.37 4.35 4.45 

PLACE1010942 1.7 6.25 5.63 5.53 7.88 7.69 

PLACE1010943 7.38 L0.43 17.12 24.62 29.5 31.96 

PLACE1010944 4.33 7.39 9.3 13.11 11.44 15.58 * 

PLACE1010947 1.43 0.9 2.41 2.57 2.8 2.25 

PLACE1010954 3.56 2.92 7.4 7.92 8.55 7.64 

PLACE1010960 2.06 3.44 6.07 4.23 7.89 2.6 

PLACE1010965 2.33 3.81 3.54 6.09 4.92 5.03 * 

PLACE1010968 1.55 4.69 L38 4.95 6.51 3.68 

PLACE1010978 3.63 6.12 7.05 9 8.94 6.45 

PLACE1010982 2.23 5.77 5.6 4.74 5.66 4.88 

PLACE1010990 0.88 5.4 2.04 3.11 3.03 2.19 

PLACE1011017 5.6 3.78 22.57 25.64 35.47 20.97 

PLACE1011019 1.1 1.5 2.48 3.78 4.42 0.88 

PLACE1011026 4.17 4.93 6.23 6 5.19 2.74 

PLACE1011032 0.89 3.95 2.03 1.44 1.58 0.56 

PLACE1011041 1.07 4.13 1.03 1.69 1.22 1.43 

PLACE1011045 1.49 5.62 2.36 3.26 3.67 4.45 

PLACE1011046 0.83 5.25 1.79 2.57 3.17 1.87 

PLACE1011054 2.33 5.33 6.64 5.26 7.29 5.05 

PLACE1011056 5.78 5.43 16.22 14.56 19.78 15.67 
PLACE1011057 2 2.18 3.5 3.29 5.68 3.9 

PLACE1011059 0.93 1.37 1.56 1.74 2.96 1.79 

PLACE1011066 4.49 5.74 6.76 5.38 7.72 5.49 

PLACE1011087 7.6 7.04 16.48 12.43 17.42 9.79 

PLACE1011090 2.98 6.14 6.74 3.36 4.13 3.26 

PLACE1011109 1.99 7.29 4.29 4.08 7.96 3.83 

PLACE1011114 1.62 4.4 3.13 3.33 4.68 3.29 

PLACE1011116 4.89 5.94 6.66 7.43 6.81 8.98 

PLACE1011122 0.93 2.52 1.84 2.1 1.61 1.64 

PLACE1011133 0.83 2.22 3.03 3.48 3.52 2.77 

PLACE1011I34 12.47 15.29 66.86 44.95 68.68 51.65 

PLACE1011143 0.68 4.53 1.48 1.84 2.62 1.41 

PLACE1011146 0.91 5.93 1.74 .1.97 3.23 2.36 

PLACE1011160 1.67 7.36 3.81 3.42 4.53 4.24 

PLACE10I1165 1.77 2.34 3.39 2.15 3.39 3.8 

PLACE1011181 5.25 8.31 37,21 29.38 38.44 30.55 

PLACE1011185 2.47 4 3.57 4.66 5.15 4.8 * 

PLACE1011186 13.16 12.8 16.45 21.18 25.69 28.83 

PLACE1011203 1.08 4.64 2.19 1.75 2.94 1.96 

PLACE1011214 9.02 16.55 59.24 46.39 62.58 47.89 

PLACE1011219 1.41 4.91 3.6 3.26 4.96 2.9 

PLACE1011221 2.68 5.47 6.15 6.23 8.57 7.51 

PLACE1011229 1.38 4.2 2.69 2,43 2.43 3.09 

PLACE1011231 0.53 1.5 1.62 L84 2.59 2.4 

PLACE1011236 5.69 7.9 43.53 33.48 56.77 44.25 

PLACE1011247 8.36 10.08 19.16 24.17 26.33 29.74 

PLACE1011263 0.57 6.43 4.23 2.62 4.11 5.09 

PLACE1011273 0.72 3.62 1.17 2.01 1.64 1.72 
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PLACE1011278 2.42 5 6.12 3.98 4.84 4.31 
PLACE1011289 2.73 5.84 7.57 6.34 6.13 6.08 
PLACE1011291 3.2 5.19 8.31 7.32 8.04 7.95 
PLACE1011296 0.93 2.45 1.94 1.76 2.63 2.05 
PLACE1011310 1.72 2.64 3.36 4.51 2.77 4.48 
PLACE1011311 1.8 3.97 6.33 7.8 9.34 6.73 
PLACE1011321 1.29 4.77 3.5 3.3 2.63 3.33 
PLACE1011325 0.63 4.2 1.84 2 2.74 1.59 
PLACE1011332 5.65 10.55 9.4 14.8 14.57 15.04 * 
PLACE1011340 0.86 4.88 3.38 3.81 4.71 3.47 
PLACE1011353 5.39 5.53 8.39 10.06 8.58 4.43 
PLACE1011360 1.09 3.29 2.18 2.11 3.06 2.41 
PLACE1011364 4.88 5.69 7.92 6.34 4.57 4.57 
PLACE1011365 0.92 3.36 2.95 3.01 3.6 2.06 
PLACE 101 1371 9.37 10.69 63.06 56.51 87.51 64.33 
PLACE1011375 1.62 9.37 3.35 2.61 2.74 1.62 
PLACE1011386 3.91 12.96 4.18 6.88 5.51 5.93 
PLACE1011399 1.52 10.14 4.27 2.12 4.22 3.77 
PLACE1011406 1.25 2.05 1.81 5.03 3.26 2.38 
PLACE1011407 0.64 2.05 2.58 2.08 2.19 2.02 
PLACE1011419 2.83 3.2 6.02 6.23 4.18 3.72 
PLACE1011433 3.09 4.43 6.13 3.41 4.74 4.99 
PLACE1011440 0.77 5.81 2.48 2.1 2.24 2.27 
PLACE1011452 1.06 8.86 2.43 2.87 2.71 2.68 
PLACE 101 1465 0.09 8.53 1.96 1.04 1.68 0.85 
PLACE 101 1472 1.52 7.67 3.98 0.97 2.87 1.59 
PLACE 101 1477 11.18 12.29 54.35 31.86 55.86 45.67 
PLACE1011478 1.24 1.64 3.11 5.03 3.02 3.01 
PLACE1011492 2.24 3.54 5.01 5.45 6.74 5.27 
PLACE1011498 0.57 2.77 0.98 1.18 1.69 1.15 
PLACE1011501 0.49 4.67 1.8 4.87 5.63 7.5 
PLACE1011503 0.44 5.37 0.79 0.5 0.82 0.35 
PLACE1011509 1.1 7.8 3.38 4.62 5.08 5.74 
PLACE1011514 5.86 11.61 11.98 13 17.7 13.17 
PLACE1011516 10.37 13.29 18.32 18.32 8.08 3.63 
PLACE1011520 0.34 0.95 1.34 1.3 1.73 1.01 
PLACE1011538 52.87 99.27 185.04 129.45 86.87 63.9 
PLACE1011555 0.87 2.88 2.83 1.55 2.03 1.48 
PLACE1011561 3.2 4.53 1.98 6.81 5.31.3.08 
PLACE1011563 1.35 4.74 3.49 2.52 2.64 2.87 
PLACE1011567 1.04 4.94 3.36 2.75 4.19 2.77 
PLACE1011569 0.32 4.35 2.77 2.38 2.46 2.28 
PLACE1011576 3.25 1.88 7.94 7.85 9.1 8.03 
PLACE1011586 3.24 2.5 6.22 4.43 4.35 2.94 
PLACE1011635 1.85 2.56 4.53 9.96 12.43 8.71 * : 
PLACE1011641 0.43 2.9 0.9 1.71 1.18 1.19 
PLACE1011642 5.05 6.96 10.37 12.13 10.86 10.09 
PLACE1011643 1.29 3.69 1.14 2.38 2.28 2.14 
PLACE1011646 8.68 12.8 30.53 39.05 54.16 37.76 
PLACE1011649 1.35 5.7 3.88 4.5 4.61 5.46 
PLACE1011650 1.15 1.45 2.54 2.47 3.24 3.75 
PLACE1011661 1.02 2.26 2.8 3.95 5.92 3.46 
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PLACE1011664 2.21 3.18 3.99 5.31 3.93 1.73 
PLACE1011672 0.88 4.14 0.72 2.69 3.57 2.04 
PLACE1011675 0.51 2.31 1.32 1.66 0.99 0.83 
PLACE1011682 2.04 4.56 2.23 2.22 4.03 2.12 
PLACE1011708 1.1 5.89 3.8 5.5 8.12 4.66 
PLACE1011719 1.07 4.58 1.66 3.55 3.88 3.03 
PLACE1011725 1.23 1.19 2.72 3.73 5.19 4-3 * 
PLACE1011729 0.86 1.03 1.8 2.38 3.26 1.22 
PLACE1011741 2.36 3.67 3.64 4.16 2.52 4.23 
PLACE1011749 1.58 3.89 4.09 3.49 4.85 3.27 
PLACE1011757 20.92 30.53 55.88 56.6 55.88 49.59 
PLACE1011762 0.4 4.34 2.69 3.91 2.14 2.3 
PLACE1011778 0.51 4.39 1.99 1.34 2.02 1.34 
PLACE1011783 2.59 4.63 5.46 4.8 8.41 5.55 
PLACE1011795 0.74 1.28 2.24 1.47 1.8 1.22 
PLACE1011810 9.28 10.82 19.51 13.32 17.73 15.47 
PLACE1011824 5.38 8.17 38.05 25.52 42.89 16.75 
PLACE1011825 10.61 16.39 22.6 17.63 18.92 16.07 
PLACE1011835 24.64 32.67 47.67 32.09 26.75 37.23 
PLACE1011836 18.11 18.97 31.43 33.14 47.23 13.95 
PLACE1011847 2.67 6.74 6.42 5.34 7.18 5.84 
PLACE1011855 0.9 6.06 3.53 3.23 4.47 3.49 
PLACE1011858 5.83 7.44 9.37 6.88 6.25 8.35 
PLACE1011874 1.35 3.14 3.55 4.18 5.28 4.65 
PLACE1011875 0.57 2.29 1.11 2.66 2.48 2.64 
PLACE1011877 3.8 5.03 4.4 7.67 6.8 9.97 * 
PLACE1011891 0.17 3.81 1.31 1.13 1.34 1.26 
PLACE1011896 -0.1 5.22 1.45 -0.19 1.07 0.32 
PLACE1011920 0.21 5.87 1.04 1.1 1.92 1.76 
PLACE1011922 2.4 4.18 4.72 3.72 2.88 3.98 
PLACE1011923 3.42 4.82 7.51 8.09 5.38 12.28 
PLACE1011937 3.16 2.24 3.76 3.81 5.58 4.64 
PLACE1011939 14.93 17.81 26.01 41.75 45.05 47.88 
PLACE1011940 6.13 7.58 12.68 5.73 7 7.23 
PLACE1011962 3.28 7.83 7.35 6.39 8.38 8.01 
PLACE1011964 0.39 5.05 1.66 1.04 1.95 1.46 
PLACE1011978 1.55 4.65 3.35 4.48 5.91 5.14 
PLACE1011980 2.1 4.62 6.07 3.95 4.91 5.35 
PLACE1011981 5.77 7.28 38.2 27.22 35.24 34.99 
PLACE1011982 0.83 3.1 2.23 1.82 2.59 1.57 
PLACE1011995 0.81 3.4 3.73 2.51 3.59 2.86 
PLACE1012023 1.38 5.37 1.87 2.09 2.46 1.91 
PLACE1012026 1.95 5.72 4.23 6.08 9.51 9.8 
PLACE1012031 2.49 5.81 4.54 4.34 6.35 4.03 
PLACE2000003 1.18 3.64 6.86 7.38 8.12 8.92 
PLACE2000005 1.16 2.41 2.16 2.76 2.03 1.89 
PLACE2000006 2.52 4.13 15.6 11.34 16.58 13.4 
PLACE2000007 0.96 4.85 4.24 3.94 5.13 3.33 
PLACE2000011 1.72 3.27 3.34 4.3 5.06 3.62 
PLACE2000014 4.04 5.93 23.94 27.19 30.87 30.97 
PLACE2000015 1.27 4.79 3.52 2.77 3.31 2.69 
PLACE2000017 0.48 4.78 2.15 2.65 2.56 2.45 
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PLACE2000021 1.99 5.06 4.09 3.72 6.24 5.61 
PLACE2000022 1.8 2.8 4.31 3.35 4.64 2.71 
PLACE2O00O30 9.37 11.08 71.38 55.43 60.32 35.97 
PLACE2000032 1.23 2.89 3.51 3.53 3.24 2.32 
PLACE200OO33 3.29 6.3 12.11 12.49 14.25 9.37 
PLACE2000034 0.6 4.3 1.92 1.79 2.19 2.44 
PLACE2000039 2.75 8.06 3.92 6.27 8.01 4.8 i 
PLACE2000043 7 11.08 22.94 19.27 26.58 17.38 
PLACE2000044 0.63 6.92 1.12 1.8 1.71 1.29 
PLACE2000047 0.84 5.25 5.15 5.4 6.46 7.32 
PLACE2000O5O 1.48 2.68 4.78 2.92 2.98 1.2 
PLACE2000061 0.47 2.07 1.17 0.95 1.34 0.25 
PLACE2000062 1.99 2.83 4.12 4.89 4.4 3.09 
PLACE2000072 0.78 2.45 1.57 1.85 1.62 1.69 
PLACE2000073 0.89 5.86 2.86 2.8 2.61 3.07 
PLACE2000097 8.54 19.93 23.93 27.69 35.36 26.36 
PLACE2000100 1.87 7.79 3.53 4.23 6.29 4.22 
PLACE2000103 1.03 7.44 2.25 3.51 5.17 4.38 
PLACE2000106 1.53 2.42 4.19 5.71 3.29 4.01 
PLACE2000111 2.05 3.17 4.37 4.07 6.6 4.75 
PLACE2000115 0.3 2.06 0.75 0.31 1.29 0.97 
PLACE2000118 10.15 17.04 21.09 13.73 15.21 22.01 
PLACE2000124 10.14 17.83 62.13 53.2 98.37 62.96 
PLACE2000132 0.06 6.26 1.48 0.99 1.5 1.56 
PLACE2000136 0.55 7.94 0.91 1.47 1.37 1.02 
PLACE2000137 0.96 4.46 2.4 2.65 4.12 3.14 
PLACE2000140 2.91 5.24 14.34 13.2 12.08 9.43 
PLACE2000147 1.49 1.52 2.83 1.06 0.97 1.12 
PLACE2000153 0.3 3.44 2.15 1.69 2.45 1.95 
PLACE2000164 0.66 2.78 1.13 2.66 1.62 1.62 
PLACE2000170 1.54 6.18 4.69 5.26 9.09 6.24 
PLACE2000172 0.33 4.34 2.15 1.25 1.93 2.43 
PLACE2000173 0.92 4.97 3.37 3.33 3.71 2.74 
PLACE2000174 1.17 4.68 2.43 1.85 2.89 2.05 
PLACE2000176 1.22 1.57 2.58 3.28 2.27 1.42 
PLACE2000187 1.01 2.08 2.55 3.45 3.66 2.19 
PLACE2000216 7.03 9.28 11.47 14.09 9.13 3.68 
PLACE2000219 0.69 4:02 2.72 3.55 3.58 2.3 
PLACE2000221 2.49 6.81 6.53 7.22 9.33 8.56 
PLACE2000223 0.72 3.2 1.71 1.16 1.05 0.48 
PLACE2000231 1.02 3.97 3.11 3.43 2.61 2.47 
PLACE2000235 1.82 5.27 6.17 6.02 7.45 6.97 
PLACE2000246 1.93 2 6.06 4,58 5.09 3.93 
PLACE2000264 0.67 1.39 1.85 2.45 3.74 3 * 
PLACE2000274 0.65 2.4 2.12 3.09 4.11 2.1 
PLACE2000287 0.81 4.44 1.49 2 2.59 1.34 
PLACE2000296 1.01 4.56 1.55 2.5 3.16 1.69 
PLACE2000302 1.34 4.67 2.86 3.52 3.35 3.45 
PLACE2000305 3.09 6.65 5.42 6.3 7.15 5.02 
PLACE2000317 0.92 6.34 2.26 3.15 2.95 2.4 
PLACE2000324 1.19 1.25 3.09 4.2 5.84 3.3 
PLACE2000334 3.52 5 6.6 7.33 8.12 5.88 
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PLACE2000335 1.47 4.35 4.24 5.68 6.25 4.76 

PLACE2000340 0.64 3.47 1.63 1.58 1.52 1.65 

PLACE2000341 4.21 7.87 28.81 18.94 32.45 19.16 

PLACE2000342 2.07 5.11 4.32 4.84 5.82 4.49 

PLACE2000347 1.24 5.26 5.58 7.83 6.22 7.55 

PLACE2000357 8.49 13.56 15.35 17.83 18.98 21.24 * 

PLACE2000358 2.87 3.65 8.67 4.88 7.63 4.37 

PLACE2000359 1.27 1.79 4.45 3.28 6.65 3.61 

PLACE2000366 1.93 3.14 3.22 3.99 5.6 4.17 

PLACE2000371 4.29 5.2 6.08 5.95 9.06 7.32 

PLACE2000373 1.91 4.8 5.98 5.69 6.29 4.19 

PLACE2000374 1.86 5.17 2.78 1.62 2.79 1.49 

PLACE2000379 0.34 4.85 1.32 1.28 0.92 0.04 



PLACE2000386 39.29 43.92 84.66 87.53 104.55 76.56 



PLACE2000388 


1.96 


3.35 


3.89 


2.78 


3.48 


3.49 


PLACE2000392 


33.29 


39.2 


59.56 


i 42.5 


; 52.12 


: 58.24 


PLACE2000394 


1.26 


3.27 


3.01 


5.69 


4.35 


4.34 * 


PLACE2000398 


0.73 


3.88 


2.36 


2.03 


3.59 


1.35 


PLACE2000399 


3.7 


6.82 


7.01 


7.15 


7 ( 


5.79 


PLACE2000402 


2.15 


6.88 


3.84 


2.86 


3.68 


3.9 


PLACE2000404 


5.2 


9.96 


10.67 


10.03 


11.04 


6.47 


PLACE200041 1 


3.21 


7.2 


5.21 


5.27 


5.73 


6.68 


PLACE2000418 


0.73 


2.28 


2.41 


2.22 


3.07 


2.37 


PLACE2000419 


0.99 


2.32 


2.54 


4.95 


4.55 


3.29 * 


PLACE2000425 


L26 


3.98 


3.11 


4.28 


4.81 


5.2 


PLACE2000427 


0.7 


5.13 


3.27 


2.54 


3.04 


2.47 


PLACE2000433 


0.77 


7.05 


2.6 


2.33 


3.09 


2.46 


PLACE2000435 


0.48 


5.19 


1.49 


1.69 


1.63 


1.5 


PLACE2000438 


1.61 


4.74 


3.66 


2.33 


2.81 


3.15 


PLACE2000450 


3.01 


4.38 


5.67 


6.51 


7.39 


5.63 


PLACE2000455 


0.24 


2.62 


1.24 


1.65 


2 


1.82 


PLACE2000458 


0.38 


3.3 


1.81 


1.06 


2.7 


1.24 


PLACE2000464 


2.15 


4.91 


5.3 


7.43 


9.68 


8.83 * 


PLACE2000465 


1.43 


6.72 


6 


6.51 


8.27 


6.31 


PLACE200O473 


120.94 179.35 328.3 214.7 297.75 279. 


PLACE200O477 


0.43 


3.87 


1.34 


1.13 


2.22 


0.97 


PLACE300O0O4 


2.22 


4.63 


6.39 


5.27 


7.51 


5.2 



PLACE3000009 19.91 19.71 105.63 77.3 140.99 92.95 

PLACE3000020 10.03 9.03 49.6 36.74 46.52 23.82 

PLACE3000029 6.59 9.63 24.88 14.88 18.47 20.04 

PLACE3000038 0.52 2.37 2.47 1.44 2.4 2.05 

PLACE3000052 5.13 7.95 23.92 25.01 29.61 24.94 

PLACE3000059 0.57 5 2.42 0.75 2.8 1.27 

PLACE3000067 2.51 5.79 7.44 5.66 8.53 7.75 . 

PLACE3000069 1.95 5.61 3.5S 5.24 3.79 4.55 

PLACE3000070 2.57 5.57 9.04 9.5 .10.42 10.57 

PLACE3000103 3.85 7.84 11.87 6.6 8.32 4.37 

PLACE3000119 1.59 2.74 3.15 3.24 3.67 2.95 

PLACE3000121 7.58 8.44 38.1 30.63 42.28 32.64 

PLACE3000124 1.53 4.54 5.95 6.35 7.75 7.18 

PLACE3000135 0.69 5.46 1.1 0.76 0.9 0.59 

PLACE3000136 0.77 10.46 4.46 2.12 2.77 2.01 



843 



EP1 130 094 A2 



PLACE3000142 0.7 9.94 1.75 1.53 2.76 1.13 
PLACE3000145 8.69 17.55 55.33 42.85 49.12 39.96 
PLACE3000147 15.7 12.92 39.97 64.96 54.76 30.34 
PLACE3000148 0.7 2.08 1.48 0.82 1.4 1.38 
PLACE3000154 0.48 1.86 0.67 1.5 0.87 0.44 
PLACE3000155 1.28 4.26 2.53 3.97 4.76 3.04 
PLACE3000156 1.11 7.96 2.07 1.96 3.4 2.81 
PLACE3000157 0.92 8.37 1.75 2.06 3.02 2.72 
PLACE3000158 1.73 8.82 5.05 3.81 5.63 4.77 
PLACE3000160 8.11 15.22 19.5 33.66 34.71 33.78 
PLACE3000169 2.15 2.65 6.87 4.3 5.11 5.12 
PLACE3000181 1.06 2.14 3.94 3.22 2.62 3 
PLACE3000194 0.31 2.83 1.77 1.89 2.58 2.42 
PLACE3000197 1.18 2.66 2.09 2.42 2.46 2.21 
PLACE3000199 0.22 4.8 1.63 0.55 0.86 0.43 
PLACE3000205 11.79 17.95 57.49 51.4 63.83 42.63 
PLACE3000207 3.37 6.91 7.13 6.7 8.92 6.23 
PLACE3000208 2.26 4.96 2.66 5.28 5.97 5.84 
PLACE3000213 4.79 5.55 10.8 5.12 5.16 5.05 
PLACE3000215 1.88 5.02 5.71 4.74 5 3.03 
PLACE3000218 0 1.63 1.18 0.97 0.62 0.31 
PLACE3000220 1.96 3.55 4.58 6.74 7.52 6.69 * 
PLACE3000221 14.42 25.34 40.15 43.8 51.16 36.99 
PLACE3000225 1.15 4.68 3.11 2.11 2.67 1.28 
PLACE3000226 1.37 5.65 5.16 3.78 7.42 3.68 
PLACE3O0023O 0.83 3.46 1.36 2 2.8 1.73 
PLACE3O00231 1.31 1.97 2.37 4.86 3.95 4.12 ** 
PLACE3000235 1.12 1.75 3.89 3.95 4.21 3.39 
PJLACE3O00242 2.6 5.11 9.24 9.46 10.97 8.29 
PLACE3000244 1.05 3.2 1.81 1.85 1.81 0.64 
PLACE3000253 0.7 3.75 1.64 2.67 2.11 1.27 
PLACE3000254 2.5 4.75 4.04 6.19 6.09 5.75 * 
PLACE3000271 2.67 6.06 6.81 10.96 10.99 9.5 * 
PLACE3000276 1.1 5.78 2.27 1.48 1.9 1.78 
PLACE3000304 5,55 4.69 10.81 11.19 11.49 10.5 
PLACE300O309 0.43 1.67 1.87 2.43 2.94 2.78 * 
PLACE3000310 2.19 2.19 3.73 4.84 4.81 3.4 
PLACE3000320 1.02 3.65 1.8 2.54 2.37 2.32 
PLACE3000322 1.31 4.23 6.63 7.5 7.8 6.09 
PLACE3000330 24.05 24.44 41.08 31.87 35.83 29.17 
PLACE3000331 1.21 5.86 4.14 4.34 5.7 4.31 
PLACE3000336 2.61 6.99 4.42 4.24 5.72 5.11 
PLACE3000339 7.36 5.1 11.41 16.25 18.28 .17.37 
PLACE3000341 1.65 1.32 2.41 4.08 4.35 3.65 * 
PLACE3000350 5.88 6.4 12.86 15.45 18.5 15.41 
PLACE3000352 1.54 3.88 2.13 2.37 2.25 1.71 
PLACE3000353 5.38 9.72 11.8 19.12 22.98 15.5 
PLACE3000362 0.62 4.92 4.72 3.61 5.33 3.39 
PLACE3000363 2.19 5.13 2.32 1.89 3.28 2.07 
PLACE3000365 1.34 6.11 3.37 3.34 4.05 2.12 
PLACE3000373 0.89 1.52 3.66 2.93 6.08 2.3 
PLACE3000374 1.07 1.85 2.91 2.72 2.99 2.15 
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PLACE3000387 0.31 3.32 1.04 1.24 1.65 1.29 
PLACE300O388 1.18 3.22 1.94 2.76 3.49 2.22 
PLACE3000399 2.12 4.66 6.28 7.42 9.84 6.05 
PLACE3000400 3.08 5.44 11.87 7.97 10.77 7.82 
PLACE3000401 7.52 11.42 18.59 22.61 29.55 23.4 < 
PLACE3000402 1.79 3.21 3.4 2.19 1.74 1.79 
PLACE3000405 3.37 3.74 5.82 5.54 7.22 6,01 
PLACE3000406 2.1 2.91 3.11 3.48 3.68 2.42 
PLACE3000413 1.18 2.72 2.69 1.71 2.06 1.52 
PLACE300O416 1.05 4.03 4.04 3.43 2.67 2.72 
PLACE3000425 L.21 6.27 4.33 3.98 6.36 3.92 
PLACE3000437 4.79 10.85 29.89 16.69 25.26 19.14 
PLACE3000455 2.97 8.07 10.62 8.97 10.39 7.91 
PLACE3000475 16.52 19.2 47.35 40.22 39.77 34.21 
PLACE3000477 5.44 4.79 5.56 8.05 5.52 8.42 
PLACE4000003 0.38 2.97 1.61 3.14 2.33 2.31 
PLACE40O0008 15.19 11.38 16.76 13.05 14.26 8.84 
PLACE4000009 1,17 6.19 3.39 3.93 3.37 1.82 
PLACE4000014 1.31 5.12 1.77 2.16 3.03 2.19 
PLACE4000029 6.33 8.48 35.37 23.93 32.21 24.25 
PLACE4000034 2.27 6.24 5.22 6.46 6.52 4.91 
PLACE4000049 3.39 3.35 5.21 3.85 5.82 4.86 
PLACE4000052 1.41 3.36 2.2 2.62 2.64 2.02 
PLACE4000062 1.6 4.94 5.06 4.25 5.06 3.71 
PLACE4000063 2.59 6.87 5.19 4.86 4.81 3.73 
PLACE4000089 1.52 6.31 3.35 2.81 3.91 2.84 
PLACE4000093 0.44 5.6 1.61 1.28 1.65 1.98 
PLACE4000100 2.72 6.13 4.75 4.33 3.62 3.94 
PLACE4000103 0.63 4.48 5.64 4.4 5.67 2.9 
PLACE4000106 3.2 5.33 6.63 7.1 5.13 7.21 
PLACE4000128 1.93 3.97 4.88 4.15 4.96 4.4 
PLACE4000129 0.74 3.26 1.64 1.57 2.11 1.78 
PLACE40OO131 7.14 10.85 41.43 32.45 41.08 31.22 
PLACE4000147 0.34 3.65 0.54 0.45 0.93 0.61 
PLACE4000156 2.47 6.08 8.06 7.83 13.47 9.07 
PLACE4000175 0.72 4.08 1.48 0.98 0.91 0.84 
PLACE4000190 14.55 18.47 70.34 49.15 74.82 60.76 
PLACE4000192 1.3 2.27 3.6 2.36 2 1.25 
PLACE4000206 5.35 6.65 12.44 7.13 7.1 6.02 
PLACE4000211 3.34 4.64 22.23 11.68 12.35 13.44 
PLACE4000214 0.86 3.61 2.68 2.08 2.53 1.69 
PLACE4000222 0.93 5.28 4.36 4.13 4.75 3.5 
PLACE4000223 0.46 4.5 L 1.79 1.37 1.22 0.38 
PLACE4000229 1.9 5.79 2.11 2.81 3.36 3.48 
PLACE4000230 1.11 5.89 6.51 3.61 6.81 5.15 
PLACE4000233 1.26 3.02 5.66 2.92 2.98 3.51 
PLACE4000239 2.35 3.68 4.17 4.19 3.97 3.35 
PLACE4000247 0.52 2.37 3.38 2.64 3.1 2.35 
PLACE4000250 1.18 3.24 2.35 3.33 3.68 2.8 
PLACE4000252 1.06 4.99 2.25 1.92 1.75 1.64 
PLACE4000259 4.42 11.95 38.1 14.47 22.09 14.02 
PLACE4000261 0.87 10.29 1.07 2.03 1.9 1.12 
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PLACE4000264 15.86 24.96 36.9 11.96 21.82 22.51 
PLACE4000269 3.48 3.71 7.95 4.62 4.55 2.85 
PLACE4000270 0.43 1.42 1.87 1.75 1.83 0.59 
PLACE4000281 17.84 20.97 44.05 32.93 28.37 28.87 
PLACE400030O 0.67 2.06 2.04 3.21 2.88 3.58 * + 
PLACE4000320 1.33 5.86 3.1 2.84 5.32 3.21 
PLACE4000323 1.63 7.43 5.13 4.03 4.65 4.82 
PLACE4000326 1.8 10.98 5.67 5.72 8.73 5.59 
PLACE4000344 0.22 5.75 2.62 1.66 1.6 1.18 
PLACE4000347 4.7 3.82 13.93 16.83 16.75 17.36 * 
PLACE4000354 3.18 6.29 10.68 5.17 2.81 2.79 
PLACE4000367 0.79 2.97 1.71 0.87 1.3 1.38 
PLACE4000369 1.35 3.97 2.36 1.99 1.96 0.82 
PLACE4000379 2.44 6.66 5.44 5.94 7.55 5.07 
PLACE4000387 0.88 5.86 2.11 1.28 0.84 1.12 
PLACE4O00392 0.42 5.58 L32 1.81 1.02 1.63 
PLACE4000399 10.99 17.08 75.17 59.11 80.22 58 
PLACE4000401 0.72 0.7 1.53 1.17 0.83 1.4 
PLACE4000403 3.15 4.13 8.51 5.29 6.38 5.87 
PLACE4000411 2.22 2.28 4 2.27 2.6 1.82 
PLACE4000415 0.7 3.55 2.8 1.16 1.86 0.78 
PLACE4000416 25.49 29.13 33.54 23.65 21.92 24.83 
PLACE4000424 1.61 5.59 3.33 3.27 3.92 2.51 
PLACE4000431 3.89 7.39 21.01 17.68 28.21 16.79 
PLACE4000443 0.07 4.33 2.15 1.52 2.83 1.14 
PLACE4000445 3.94 5.43 9.98 7.62 6.99 6.27 
PLACE4000450 2.99 3.65 23.28 15.51 24.53 16.04 
PLACE4000455 5.18 7.39 9.55 8 7.21 4.63 
PLACE4000465 1.39 4.34 3.26 4.15 6.07 4.34 
PLACE4000466 120.96 98.04 201.25 113.83 170.96 145.31 
PLACE4000472 3.12 9.6 10.17 10.92 13.21 9.22 
PLACE4000487 3.18 7.83 16.5 14.66 16.62 15.05 
PLACE4000489 0.93 4.69 3.41 1.95 3.88 1.69 
PLACE4000494 1.15 1.6 4.07 2.74 3.1 2.08 
PLACE4000502 6.3 5.39 10.92 11.65 15.08 6.37 
PLACE4000521 2.5 3.44 16.06 12.78 20.63 11.2 
PLACE4000522 5.07 6.17 9.07 12.43 8.68 14.11 
PLACE4000537 0.98 4.28 1.27 1.67 1.61 1.22 
PLACE4000548 1.99 5.69 2.46 3.04 3.68 2.32 
PLACE4000558 0.87 6.72 1.97 3.15 2.41 2.15 
PLACE4000581 2.1 7.22 7.04 3.9 5.96 5.44 
PLACE4000590 0.4 0.61 0.15 0.4 0.81 -0.25 
PLACE4000593 2.94 2.98 5.22 4.44 5.82 3.83 
PLACE4000612 0.68 3.33 3.33 1.5 3.02 2.74 
PLACE4000638 1.25 4.24 0.84 1.2 1.44 1.58 
PLACE4000650 0.82 4.67 1.02 1.43 1. 11 1.16 
PLACE4000651 2.42 6.4 7.48 5 7.01 6.07 
PLACE4000654 0.98 5.7 2.47 1.35 2.48 1.47 
PLACE4000670 0.5 4.06 2.92 0.76 1.29 0.67 
PLACE4000685 6.35 8.68 13.83 13.46 14.26 13.77 
PLACE4000687 0.37 3.02 1.11 2.2 1.4 1.12 
PLACE5000003 1.1 2.74 3.31 3.21 3.55 3.07 
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PLACE5000005 12.43 16.53 27.36 24.54 24.57 24.76 
PLACE5000019 0.4 4.15 1.13 0.59 1.89 0.79 
PLACE5000021 0.74 4.59 1.61 0.39 0.93 0.32 
PLACE5000022 1.2 6.11 2.25 3.17 2.76 2.09 
PLACE5000024 1.77 2.58 2.27 2.92 3.39 3.84 * 
PLACE5000036 1.81 3.24 3.11 2.41 3.19 2.84 
PLACE5000059 14.41 17.79 26.55 25.98 30.03 34.87 
PLACE5000076 1.41 3.61 2.22 4.04 3.96 2.54 
PLACE5000117 7.44 12.48 15.66 16.87 18.78 20.64 
PLACE5000143 0.85 6.45 2.11 L67 2.85 2.73 
PLACE5000152 0.42 4.49 1.23 1.61 1.95 1.57 
PLACE5000154 18.23 23.5 45.06 21.81 25.65 31.8 
PLACE5000155 3.35 2.81 5.51 3.94 2.78 4.87 
PLACE5000165 3.78 4.4 6.67 4.51 5.99 5.82 
SKNMC1000004 9.7 11.62 16.77 10.19 12.16 13.96 
SKNMC1000011 1.82 8.58 4.12 5.89 3.95 6.77 
SKNMC1000013 0.51 6.69 1.13 1.21 2.14 1.44 
SKNMC1000014 1.28 4.18 3.22 3.77 6.37 3.96 
SKNMC1000018 3.42 5.19 5.25 5.51 5.68 3.44 
SKNMC1000020 0.95 4.03 3.46 3.6 4.68 4.56 
SKNMC 1000046 2 3.17 3.48 3.95 3.26 2.55 
SKNMC1000050 4.99 8.04 10.32 5.4 6.28 6.12 
SKNMC1000062 9.79 12.6 20.18 19.2 15.42 18.73 
SKNMC1000075 1.45 4.3 2.01 1.98 1.89 2.92 
SKNMC1000082 1.12 4.39 2.13 1.85 1.78 2.39 
SKNMC1000091 4.54 7.52 7.95 11.74 12.86 12.77 
SKNMC1000099 0.33 4.29 1.98 1.32 0.65 1.18 
SKNMC1000104 1.13 4.24 3.45 1.47 3.14 2.43 
SKNMC1000113 0.97 1.83 1.2 1.74 2.63 0.89 
SKNMC1000119 1.73 2.64 5.07 4.48 5.34 4.67 
SKNMC1000142 0.04 2.87 0.99 1.27 0.75 1 
SKNMC1000170 0.91 4.75 2.34 1.71 1.49 1.11 
SKNMC1000178 3.02 8.39 7.08 5.77 9.65 9.02 
SKNMC1000194 0.63 9.82 1.51 0.61 1.73 1.3 
SKNMC1000198 1.35 11.01 3.33 2.65 2.1 2.88 
SKNMC1000225 1.35 6.44 2.97 2.39 3.4 3.26 
SKNMC1000249 0.49 2.14 0.75 0.57 0.51 0.52 
SPLEN1000007 0.74 2.15 2.11 1.7 2.26 1.99 
SPLEN1000012 0.39 1.9 1.72 1.19 0.8 0.84 
SPLEN 1000014 1.78 4.4 4.9 5.75 4.33 3.99 
SPLEN1000036 4.95 11.64 24.32 20.56 27.73 21.68 
SPLEN1000059 0.04 6.69 1.06 0.91 1.79 1.47 
SPLEN1000068 1.68 10.81 5.71 5.79 5.17 5.64 
SPLEN1000072 1 8.5 4.7 2.82 3 2.21 
SPLEN1000101 20.01 18.4 45.64 29.93 25.24 12.63 
SPLEN1000108 0.56 1.54 0.98 0.75 1.11 0.76 
SPLEN1000113 1.33 2.27 3.04 2.72 4.13 3.04 
SPLEN1000114 2.97 4.19 6.03 3.59 4.76 6.32 
SPLEN 10001 32 0.85 4 1.72 2.25 2.67 1.99 
SPLEN1000135 3.13 8.76 14.93 11.12 15.28 10.52 
SPLEN1000136 12.41 21.47 15.14 20.24 27.48 21.8 
SPLEN1000141 2.26 7.07 10.79 4.03 5.41 4.51 
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SPLEN1000164 2.49 3.79 8.58 3.98 5.88 7.61 
SPLEN1000166 0.4 2.9 2.96 1.67 1.19 1.68 
SPLEN1000175 2.16 4.48 6.1 5.65 4.12 4.15 
SPLEN1000182 0.98 2.66 0.23 0.83 0.6 0.67 
SPLEN1000185 3.41 8.49 8.54 11.38 10.43 11.95 
THYMU1000004 10.22 14.07 20.43 22.34 22.76 23.6 
THYMU1000009 9.48 10.13 14.9 13.48 23.86 22.1 
THYMU1000015 8.87 10.42 16.18 19.25 22.21 20.8 * 
THYMU1000016 6.24 5.96 13.03 10.3 8.45 9.38 
THYMU1000023 0.77 1.86 3.6 5.22 3.68 3.6 
THYMU1000034 0.16 1.77 1.8 0.79 0.88 0.14 
THYMU1000035 0.62 2.8 0.97 1.17 0.95 1.31 
THYMU1000037 1.53 4.15 2.11 2.06 2.81 1.45 
THYMU1000042 5.97 10.24 12.23 12.03 13.98 13.28 
THYMU1000047 2.72 6.03 6.72 6.04 7.77 7.23 
THYMU1000080 0.56 4.31 2.6 3.26 1.85 2.11 
THYMU1000094 2.77 3.47 7.91 9.17 8.35 4.55 
THYMU1000109 17.28 14.34 111.37 98.05 142.29 93.04 
THYMU1000127 2.75 5.95 10.76 8.18 9.98 6.74 
THYMU1000130 2.5 4.4 4.55 6.69 6.07 4.94 
THYMU1000137 3.53 7.18 10.26 12.67 18.55 13.05 * 
THYMU1000146 4.37 8.38 6.52 8.29 7.46 7.74 
THYMU1000159 5.43 9.51 16.37 12.4 15.15 13.27 
THYMU1000163 5.85 12.26 37.58 45.53 58.37 36.93 
THYMU1000167 2.39 3.02 4.73 4.89 6.79 3.97 
THYMU1000186 0.69 1.05 1.45 1.31 2.45 0.66 
THYRO1000017 0.94 3.45 2.54 2.02 3.54 2.11 
THYROl 000026 1.56 5.63 4.02 3.96 4.82 3.36 
THYRO1000034 0.49 4.16 1.59 1.99 2 1.82 
THYRO1000035 0.86 4.84 1.34 2.29 2.48 2.11 
THYRO1000036 0.93 8.32 4 3.08 4.36 5.59 
THYRO1000040 2.58 7.02 4.76 4.66 4.83 4.93 
THYRO1000061 2.01 1.91 3.07 3.53 3.8 2.61 
THYRO1000067 1.98 2.8 5.12 3.37 4.14 3.3 
THYRO1000070 1.26 2.09 3.59 2.65 3.85 3.45 
THYRO1000072 1.33 3.37 4.22 2.54 4.08 2.06 
THYRO1000084 8.07 12.69 22.39 2.99 5.61 4.42 
THYRO1000085 1.44 5.66 3.99 2.42 3.86 2.85 
THYROl 000086 -0.05 5.46 1.74 0.89 1.18 1.15 
THYRO1000087 0.72 3.86 1.01 0 0.58 0.17 
THYRO1000092 2.32 5.1 4.66 3.75 4.43 4.5 
THYRO1000093 0.35 3.24 0.83 1.54 1.27 0.95 
THYRO1000099 0.45 2.53 2.73 2.8 1.67 2.39 
THYROl 000107 0.5 2.95 2.7 2.86 3.22 2 
THYRO1000111 0.85 4.58 1.78 1.4 2.06 2.36 
THYRO1000121 1.33 5.72 2.52 1.94 2.4 2.95 
THYRO 1000124 0.27 5.55 0.64 0.86 0.89 0.64 
THYRO1000129 0.36 2.1 0.11 0.94,1.11 0.92 
THYRO1000130 1.82 3.11 3.13 3.85 3.01 2.39 
THYRO1000132 2.4 3.62 9.43 11.14 6.99 6.26 
THYRO1000134 1.5 4.07 3.22 4.06 3.65 3.73 
THYRO1000144 1.72 4.78 3.15 7.87 7.09 2.33 
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7 14 
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1.78 
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THYROI 000773 
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0 6 


4 S4 
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0.85 


THYR 0 1 0007 14 
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1.49 
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1.07 


THYR0 1 000748 
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0 08 


S SI 
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S 73 


2.35 


3.85 


3.18 


THYRO 10007*55 
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1 74 
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4.33 


3.47 


4.38 


THYRO 1000756 
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3 74 


3.46 
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3.41 


THYRO 1000776 

x x x x x\. x vvv / / v 


0 48 
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3.36 


3.99 


3.34 


THYRO 1000777 
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1.38 


THYRO1000815 


2.54 
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9.48 


7.61 
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7.87 


THYRO1000829 


5.55 


7.83 


10.57 


3.78 


8.32 


10.01 


THYRO1000835 
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1.93 


1.07 


2.36 


1.8 


THYRO1000843 


1.09 


11.48 


3.56 


3.69 


4.41 


3.62 



850 



EP1 130 094 A2 



THYRO1000846 0.76 
THYRO 1000852 1.59 
THYRO1000855 3.14 
THYRO1000865 1.86 
THYRO1000866 7.47 
THYRO1000881 5.62 
THYRO1000894 0.33 
THYRO1000895 0.58 
THYRO1000916 1.22 
THYRO1000917 16.19 
THYRO1000926 0.78 
THYRO1000934 0.08 
THYRO1000951 0.52 
THYRO 1000952 2.25 
THYRO1000956 0.06 
THYRO1000960 0.5 
THYRO100096I 1.67 
THYRO 1000964 0.42 
THYROl 000971 1.82 
THYRO1000974 2.87 
THYRO 1000975 1.5 
THYRO1000983 6.42 
THYRO1000984 2.4 
THYRO1000988 1.36 
THYRO 1000991 1.22 
THYRO 1000999 0.87 
THYRO1001003 2.97 
THYRO1001015 0.6 
THYRO1001016 1.73 
THYRO1001022 0.9 
THYRO1001031 4.65 
THYRO1001033 1.18 
THYRO1001062 1.21 
THYROl 001063 0.5 
THYRO1001071 0.12 
THYRO1001080 2.56 
THYRO1001093 0.77 
THYRO1001100 0.52 
THYRO1001102 2.61 
THYRO1001104 3.67 
THYRO1001109 1.81 
THYRO1001113 11.41 
THYRO1001120 1.65 
THYRO1001121 1.57 
THYRO1001128 1.64 
THYRO1001133 1.14 
THYRO1001134 2.97 
THYRO1001142 0.3 
THYRO1001173 8.37 
THYRO1001175 3.26 
THYRO1001177 1.36 
THYRO1001189 2.74 



5.71 1.32 2.67 1.62 1.26 
6.02 5.63 2.8 4.7 3.32 

5.02 6.63 9.03 15.1 10.07 * 

4.3 11.97 10.01 11.47 8.95 
6.29 12.66 4.49 7.87 6.01 

7.3 10.93 15.65 26.64 29.58 * 
3.95 1.36 1.75 1.48 I 
4.43 1.42 1.62 1.46 0.82 
5.49 3.43 2.43 3.13 2.29 
25.26 34.11 30.37 37.42 35.89 

3.13 1.27 1.76 1.57 0.82 

3.1 1.34 0.43 138 1.46 
2.46 1.26 2.33 2.11 1.9 
3.81 6.01 2.38 2.53 2.24 
2.55 1.81 1.16 1.5 0.87 

6.72 2.89 1.85 2.79 1.48 
7.77 3.56 4.73 5.26 4.64 
11.59 0.76 1 1.27 1.06 

9.9 3.56 3.29 3.33 2.19 
8.83 7.53 9.87 11.79 8.71 

2.19 3.8 4.02 3.68 3.68 
8.31 11.63 12.67 8.49 7.12 

2.83 3.03 3.29 2.98 3.26 

4.14 3.23 3.48 3.68 2.67 
4.71 2.05 1.76 2.22 3.2 
9.64 3.26 1.96 3.14 2.26 
8.43 4.42 3.1 4.52 3.56 
6.29 2.04 2.22 1.79 1.66 
2.26 3.34 2.06 1.85 1.24 
1.86 0.86 1.68 1.25 1.41 
3.97 4.55 5.03 7.03 6.16 
3.34 2.46 2.86 3.45 2.02 

5.4 4.14 2.9 4.31 2.62 

8.74 2.38 2.37 2.09 2.84 
7.45 0.88 1.33 0.68 0.76 

6.75 5.11 4.96 4.31 4.78 
1.63 3.24 5.11 1.74 1.5 
1.89 2.05 1.89 1.21 0.78 
3.6 5.7 4.4 4.95 6.93 
6.54 6.55 8.77 8.01 11.18 

6.02 2.68 3.06 2.58 1.99 
17.42 32 21.81 26.65 18.72 
6.22 5.27 4.78 5.8 3.72 
4.28 4.19 3.92 2.72 3 

2.77 5.86 3.52 3.19 5.09 
3.02 7.23 6.54 4.54 4.12 

4.78 1.63 3.14 2.83 1.38 
2.69 0.63 1.3 1.71 0.22 
12.87 7.72 11.14 9.92 10.62 
6.63 5.51 3.46 4.62 3.52 
5.85 5.93 4.66 7.27 7.97 
6.93 11.42 7.84 7.27 9.94 



851 



EP 1 130 094 A2 



THYRO1001194 1.05 2.62 4.96 4.89 4.57 2.31 
THYRO1001204 2.17 3.58 4.27 4.03 4.74 4 
THYRO1001205 5.76 10.65 20.23 18.54 19.57 20.9 
THYRO1001213 1.21 4.69 4.44 3.12 3.21 2.33 
THYRO1001224 3.59 8.25 6.37 9.92 12.69 10.55 * 
THYRO1001237 2.82 6.25 4.99 3.61 4.53 4.46 
THYRO1001242 9.74 11.65 19.04 20.02 19.98 20.46 
THYRO1001258 2.08 5.45 3.58 3.33 2.05 2.66 
THYRO1001262 0.86 2.64 3.38 2.36 3.61 2.69 
THYRO1001266 0.15 2.39 1.02 0.97 1.64 0.66 
THYRO1001271 1.85 4.12 4.12 2.46 2.77 2.97 
THYRO1001287 7.3 8.3 39.26 30.14 43.68 26.2 
THYRO1001290 0.38 3.25 1.14 1.15 1.35 0.36 
THYRO1001291 0.96 7.17 4.38 4.31 4.97 3.5 
THYRO1001297 3.05 8.04 6.14 6.85 7.47 9.18 
THYRO1001302 1.72 5.59 5.17 3.8 3.71 3.5 
THYRO1001313 1.61 2.33 2.91 2.91 2.62 1.48 
THYRO1001320 1.76 2.52 5.31 5.07 5.74 4.83 
THYRO1001321 2.25 2.65 4.3 2.48 4.23 4.23 
THYRO1001322 1.34 3.93 3.34 1.75 2.67 2.01 
THYRO1001327 1.29 6.01 4.18 1.4 3.89 2.49 
THYRO1001336 1.89 6.84 6.72 4.62 4.43 4.18 
THYRO1001347 0.43 4.12 3.35 1.85 2.81 0.65 
THYRO1001358 2.57 5.74 4.52 4.3 5.75 5.1 
THYRO1001363 0.8 2.15 1.52 2.09 2.24 2.28 
THYRO1001365 0.86 3 1.6 2.19 2.6 1.96 
THYRO1001374 1.85 4.45 12.86 9.4 13.01 6.21 
THYRO1001401 1.76 5.33 4.89 5.39 7.86 6.29 
THYRO1001403 1.26 5.15 3.22 3.22 4.42 3.94 
THYRO1001405 6.99 12.5 10.86 6.69 8.56 10.63 
THYRO1001406 15.73 14.87 27.69 21.36 22.77 21.36 
THYRO1001411 4.49 5.46 10.08 8.93 12.44 8.12 
THYRO1001420 11.55 15.25 47.52 42.01 44.49 49.87 
THYRO1001426 3.42 5.56 8.83 9.32 12.77 11.18 
THYRO1001430 6.97 6.54 10.84 11.13 11.7 13.81 
THYRO1001434 0.68 5.19 2.11 2.08 4.23 1.73 
THYRO1001456 1.74 6.05 2.63 2.89 2.66 2.4 
THYRO1001457 1.71 4.72 2.04 2.95 4.7 2.67 
THYRO1001458 0.95 5.44 6.11 6.13 9.17 7.23 
THYRO1001459 4.54 5.07 9.42 7.18 9.87 14.21 
THYRO1001471 0.91 2.07 1.93 2.36 2.91 1.64 
THYRO1001478 0.58 3.09 1.34 0.95 2.61 2.75 
THYRO1001480 5.4 10.53 13.62 14.79 15.94 15.57 
THYRO1001481 2.95 8.64 7.24 4.91 7.76 7.13 
THYRO1001487 1.36 5.51 3.52 4.1 2.67 3.48 
THYRO1001495 2.06 5.57 5.43 5.06 9.4 7.55 
THYRO1001498 5.39 8.08 13.42 11.59 16.38 19.6 
THYRO1001510 1.67 2.88 1.59 1.65 2.57 3.35 
THYRO1001512 26.7 26.97 110.28 56.03 90.95 68.54 
THYRO1001519 5.92 7.77 11.05 8.91 5.75 10.38 
THYRO1001522 2.02 4.7 5.79 4.15 4.69 5.51 
THYRO1001523 1.83 4.92 3.73 4.38 4.07 4.26 



852 



EP1 130 094 A2 



THYRO1001526 26.21 28.22 44.73 34.28.47.64 46.52 
THYRO1001529 1.64 5.27 .2.8 2.32 2.42 2.98 
THYRO1001534 1.41 4.01 4.96 5.1 5.9 4.54 
THYRO1001537 7.4 5.17 12.33 5.97 7.42 7.23 
THYRO1001541 2.14 3.88 8.27 7.76 8.7 6.73 
THYRO1001545 1.26 3.84 2.9 4.95 3.57 3.16 
THYRO1001559 4.52 6.34 8.04 9.06 10.5 10.54 * 
THYRO1001563 9.49 14.06 15.89 10 15.49 22.09 
THYRO1001570 2.01 8.2 3.85 4.25 5.17 3.41 
THYRO1001573 1.15 5.77 2.22 1.47 2.87 2.67 
THYRO1001584 2.47 8.54 8.38 5.14 7.81 7.29 
THYRO1001593 4.27 5.67 11.17 9.5 10.93 9.52 
THYRO1001595 3.14 4.53 7.06 5.97 6.35 7.29 
THYRO1001596 4.71 5.48 7.44 6.45 5.86 2.51 
THYRO1001602 1.49 3.26 3.52 4.95 5.22 3.41 
THYRO1001605 1.58 4.48 3.22 3.2 3.43 2.42 
THYRO1001608 1.87 9.45 5.1 5.04 8.23 4.7 
THYRO1001617 6.06 13.68 11.47 9.75 10.87 9.61 
THYRO1001634 1.87 9.08 3.46 2.93 5.59 2.05 
THYRO1001637 3.51 3.13 9.65 8.72 7.94 9.07 
THYRO1001641 2.57 3.73 5.09 4.03 3.08 2.94 
THYRO1001656 1.59 2.94 4.16 2.82 5.36 2.33 
THYRO1001658 22.34 29.19 40.11 34.98 33.16 42.01 
THYRO1001661 1.4 5.83 2.31 2.93 3.31 2.05 
THYRO1001671 0.67 7.36 2.68 1.89 1.34 1.8 
THYRO1001672 1.1 9.24 2.1 1.14 1.52 1.66 
THYRO1001673 1.59 7.6 3.49 2.86 4.74 2.16 
THYRO1001677 1.6 2.27 3.87 3.03 3.54 3.36 
THYRO1001683 12.71 17.66 29.06 24.4 15.4 16.72 
THYRO1001700 1.39 2.52 2.67 2.09 1.58 1.37 
THYRO1001702 11.83 15.98 16.19 15.63 14.35 14.29 
THYRO1001703 1.63 6.74 4.25 4.72 3.27 4.21 
THYRO1001706 1.7 6.47 3.01 2.96 5.6 3.53 
THYRO1001721 1.84 5.66 3.2 2.73 6.37 2.77 
THYRO1001725 5.3 6.55 9.69 8.97 8.65 8.29 
THYRO1001730 17.72 20.4 40.1 30.61 26.56 34.8 
THYROI001738 1.35 3.18 4.65 3.52 2.82 1.78 
THYRO1001743 0.19 2.13 1.85 1.8 1.64 1.06 
THYRO1001745 0.47 2.88 1.55 1.05 1.2 1.27 
THYRO1001746 1.9 6.25 4.04 6.12 4.01 3.88 
THYRO1001770 15.49 20.38 35.39 41.65 44.42 40.17 
THYRO1001772 1.12 4.88 3.64 4.78 4.24 3.06 
THYRO1001778 3.89 6.68 9.89 14.67 13.47 14.25 * 
THYRO1001793 3.85 3.77 9.43 10.3 10.42 4.92 
THYRO1001796 1.35 2.28 2.28 3.45 4.22 3.24 * 
THYRO1001800 1.82 2.99 2.75 4.17 5.12 2.09 
THYRO1001803 3.42 6.03 5.21 4.31 4.14 3.42 
THYRO1001809 1.6 4.26 3.4 5.9 4.23 3.39 
THYRO1001817 8.69 18.33 24.88 22.11 22.77 25.27 
THYRO1001819 4.68 8.46 9.01 7.84 10.46 6.77 
THYRO1001828 21.89 24.53 104.32 106.68 121.95 68.55 
THYRO1001854 6.67 6.12 12.45 13.43 15.86 13.31 



853 



EP1 130 094 A2 



THYRO1001895 0.85 1.31 2.52 3.54 4.31 1.28 
THYRO1001907 2.16 3.08 3.37 3.9 4.53 2.74 
TRACH1000006 2.51 5.87 6.63 4.34 3.46 3.22 
TRACH10000I3 1.53 4.65 3.68 2.55 3.33 2.65 
TRACH1000074 2.65 6.75 6.09 7.5 7.26 4.77 
TRACH1OOO095 0.28 5.66 2.23 2.46 1.48 1.11 
TRACH1000102 2.42 6.66 4.09 5.79 5.04 3.65 
TRACH1000108 1.1 1.01 2.05 1.75 2.49 1.09 
TRACH1000126 0.96 1.75 2.71 1.82 3.79 2.54 
TRACH1000146 1.3 2.67 2.31 3.02 5.18 3.75 
TRACH1000160 0.61 4.06 1.5 1.47 1.76 0.72 
TRACH1000184 4.45 7.16 10.16 7.47 8.73 5.69 
VESEN1000004 0.69 5.55 3.19 2.56 2.95 2.02 
VESEN1000007 0.93 5.32 2.94 2.38 3.45 2.94 
VESEN1000013 5.96 10.11 16.7:? 10.76 11.25 13.88 
VESEN 1000028 5.2 7.5 9.88 13.18 11.71 14.08 * + 
VESEN1000059 1.55 2.88 2.1 3.38 2.82 2.27 
VESEN1000100 1.96 3.22 3.35 3.49 4.58 3.59 
VESEN1000107 0.88 4.84 2.88 3.12 2.9 2.48 
VESEN1000117 1.63 6.43 2.46 2.16 2.7 1.79 
VESEN1000122 1.52 5.34 1.24 4.79 4.51 4.5 
VESEN1000137 0.76 5.47 1.92 1.75 3.33 1.65 
VESEN1000195 7.79 7.93 11.67 8.42 7.51 10.27 
VESEN1000215 1.48 3.03 2.06 2.67 3.84 1.87 
VESEN1000279 8.71 11.32 18.49 22.93 23.38 34.68 * 
VESEN1000363 3.52 6.07 9.99 7.2 9.06 4.59 
VESEN1000388 2.55 6.48 3.31 4.17 3.75 6.7 
VESEN1000394 0.44 7.11 2.33 2.37 2.55 2.36 
VESEN1000410 1.11 5 1.78 2.36 2.71 3.69 
VESEN1000411 2.37 4.95 5.08 6.76 7.55 9 * + 
VESEN1000415 1.54 2.64 4.03 5.57 3.92 5.29 
VESEN1000440 7 5.53 7.81 3.79 9.4 12.22 
VESEN1000452 1.22 3.65 2.33 2.91 3.97 4.11 
VESEN1000539 191.54 185.28 334.6 389.84 403.89 547.31 
VESEN1000554 0.67 6.47 1.43 1.47 2.55 1.58 
VESEN1000557 4.22 7.94 7.73 6.55 9.07 10 
VESEN10O0575 7.49 9.75 16.33 11.95 11.73 14.8 
VESEN1000585 1.69 4.49 3.37 2.53 2.93 3.08 
VESEN1000592 1.58 2.31 1.58 2.02 1.83 1.46 
VESEN1000658 1.96 3.56 4.45 5.86 3.91 4.91 
VESEN1000669 8.43 10.02 16.35 15.06 14.17 15.51 
VESEN1000743 0.97 3.3 2.52 1.99 3.37 3.21 
VESEN1000752 37.43 51.51 72.35 49.32 57.03 57.96 
VESEN1000761 13.48 18.17 19.37 24.6 33.21 31.28 * 
VESEN2000039 10.45 15.98 15.56 13.56 18.3 20.1 
VESEN2000102 0.4 3.99 1.6 1.21 1.51 1.61 
VESEN2000164 2.45 3.52 4.8 5.55 4.36 3.66 
VESEN2000175 0.57 2.64 1.94 3.03 2.05 2.59 
VESEN2000186 3.77 5.53 6.53 6.68 3.87 2.47 
VESEN2000199 8.94 13.26 21.75 19.58 24.45 24.12 
VESEN2000200 0.5 4.97 2.78 3.03 3.1 1.6 
VESEN2000204 0.48 12.7 1.02 0.98 1.2 0.33 



854 
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VESEN2000218 6.66 20.26 19.48 21.37 20.75 18.86 
VESEN2000230 0.84 7.4 1.45 2.74 1.7 2.41 
VESEN2000272 2.29 4 8.92 7 8.31 5.88 
VESEN2000299 1.99 2.97 3.2 3.3 3.77 3.31 
VESEN2000323 4.51 8.12 8.37 8.91 9.5 9.36 
VESEN2000327 3.16 5.8 4.42 3.62 7.66 5.07 
VESEN2000328 5.44 8.02 11.88 8.73 15.35 14.36 
VESEN2000330 6.39 15.42 14.7 14.59 27.73 18.86 
VESEN2000336 0.82 8.97 2.54 3,46 3.83 2.88 
VESEN2000354 1.56 8.24 2.48 1.53 2.71 2.1 
VESEN2000378 7.17 8.87 14.57 13.23 11.14 10.3 
VESEN2000379 19.87 23.02 44.55 49.13 42.81 32.61 
VESEN2000397 0.72 2.38 1.24 1.36 2.06 1.54 
VESEN2000416 2.83 3.88 4.41 5.74 5.31 5.71 * + 
VESEN2000420 1.08 3.58 1.94 0.95 1.21 1.13 
VESEN2000430 0.51 6.68 1.53 2.06 1.79 1.8 
VESEN2000448 0.51 6.87 1.73 2.12 2.69 1.5 
VESEN2000449 2.43 8.07 6.59 8.3 11.31 8.21 
VESEN2000456 0.74 0.87 2.11 1.54 1.22 0.87 
VESEN2000562 4.07 3.42 17.42 13.67 22.82 14.47 
VESEN2000573 0.18 1.75 1.75 1.04 1,21 1.13 
VESEN2000604 1.73 3.44 2.24 2.04 1.67 2.15 
VESEN2000614 4.16 9.02 14.64 13.54 16.27 12.27 
VESEN2000638 0.48 5.92 1.98 1.33 1.91 1.68 
VESEN2000641 0.83 3.69 1.34 1.95 2.21 1.43 
VESEN2000645 2.18 5.29 5.38 5.91 5.73 5.5 
Y79AA1000013 2.57 2.7 4.33 3.45 3.8 3.94 
Y79AA1000030 1.79 4.06 4.52 3.24 3.85 2.47 
Y79AA1000033 2.87 6 8.4 8.37 10.17 5.83 
Y79AA1000037 1.38 3.36 5.71 4.84 6.82 4.49 
Y79AA1000041 1.05 5.16 3.79 4.73 3.65 2.06 
Y79AA1000059 1.69 5 4.09 3.88 4.51 2.82 
Y79AA10O0065 24.06 28.99 52.25 82.48 101.48 98.73 ** 
Y79AA1000081 39.47 49.78 73.62 113.19 114.49 98.22 ** 
Y79AA1000127 4.08 4.21 5.8 8.42 10.03 7.39 * + 
Y79AA1000130 2.24 2.48 5.76 6.61 8.1 8.03 * + 
Y79AA1000131 507.64 569.21 946.04 769.75 725.35 342.07 
Y79AA1000134 1.99 4.93 4.21 5.63 4.75 5.38 
Y79AA1000143 3.58 8.79 4.83 9.98 10.98 11.04 * + 
Y79AA1000144 4.63 10.79 10.59 11.02 11.62 11 
Y79AA1000150 18.39 22.18 84.69 93.5 117.62 78.89 
Y79AA1000153 183.67 191.4 436.64 423.46 442.52 386.45 
Y79AA1000166 2.13 2.25 4.15 3.52 4.97 3.6 
Y79AA1000179 2.58 3.76 4.2 6.85 7.58 3.89 
Y79AA1000181 1.96 3.92 4.2 4.82 5.66 3.79 
Y79AA1000202 22.93 24.47 55.57 91.68 86.86 83.22 ** 
Y79AA1000207 5.22 7.51 9.82 14.95 16.24 12.62 * + 
Y79AA1000214 14.94 22.18 33.76 50.43 60.78 41.96 * 
Y79AA1000222 11.8 14.89 21.69 49.21 58.01 68.86 ** 
Y79AA1000226 11.04 14.94 34.41 22.86 33.54 30.03 
Y79AA1000227 5.95 4.52 7.25 8.98 9.51 9.62 * + 
Y79AA1000230 1.09 1.49 2.02 2.07 2.88 2.59 
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Y79AA1000231 5.99 9.04 15.81 14.63 23.77 17.1 
Y79AA1000239 15.47 20.55 25.65 18.95 24.01 22.11 
Y79AA1000258 2.64 5.17 6.72 5.87 4.95 5.84 
Y79AA1000268 2.65 5.48 5.09 4.33 5.76 4.01 
Y79AA1000269 4.32 7.88 7,86 8 6.86 8.24 
• Y79AA100O270 5.28 8.35 11.58 13.17 17.58 16.23 * 
Y79AA1000280 1.74 4.17 4.9 5.29 3.1 5.27 
Y79AA1000285 3.44 4.21 5.91 4.01 6.86 5.22 
Y79AA1000295 0.75 3.06 4.85 4.32 4.23 4.45 
Y79AA1000307 2.88 3.91 5.06 9.35 7.58 11.25 * - 
Y79AA1000313 3.11 9.02 9.85 10.61 12.84 13.36 
Y79AA1000314 4.23 10.74 9.19 6.93 6.53 7.51 
Y79AA1000328 4.65 10.05 2.64 7.73 9.28 8.68 
Y79AA1000334 1.43 4.22 3,55 2.68 2.81 3.46 
Y79AA1000342 10.65 10.05 26.47 23.7 19.13 28.35 
Y79AA1000346 7.61 8.17 7.9 20.1 22.06 20.18 ** 
Y79AA1000347 6.94 7.96 12.42 18.78 16.47 18.48 ** 
Y79AA1000349 6.93 9.63 12.67 12.31 11.96 14.75 
Y79AA1000355 3.17 8.28 8.94 8.84 13.55 8.77 
Y79AA1000368 5.24 8.39 24.43 22.48 35.67 22.55 
Y79AA1000388 22.9 32.66 62.37 94.17 128.35 109.08 * 
Y79AA1000392 3.02 6.81 3.76 3.42 2.73 3.78 
Y79AA1000405 3.98 5.97 8.25 7.14 8.17 9.32 
Y79AA1000410 6.01 7.87 15.72 13.79 17.05 14.95 
Y79AA1000420 1.54 4.78 3.13 3.32 3.95 5.1 
Y79AA1000423 1.38 7.08 5.59 5.22 6.04 10.27 
Y79AA100O426 3.61 9.44 8.66 4.24 4.43 5.22 
Y79AA1000432 0.8 4.79 2.16 1.91 2.01 2.34 
Y79AA1000453 23.94 30.67 47.79 39.74 50.65 58.24 
Y79AA1000465 4.12 6.02 6.65 4.77 4.14 7.69 
Y79AA1000469 11.59 9.61 18.04 13.82 16.21 17.18 
Y79AA1000480 1.24 4.37 2.78 3.33 3.57 2.79 
Y79AA100O502 5.31 7.97 12.58 10.49 11.35 15.26 
Y79AA1000521 1.24 4.4 4.13 2.51 3.61 2.7 
Y79AA1000534 3.22 8.13 8.92 11.97 14.41 13.46 * 
Y79AA1000538 3.58 6.95 8.79 9.52 12.12 8.41 
Y79AA1000539 12.76 14.96 53.11 42.61 68.56 50.97 
Y79AA1000540 1.32 3.59 1.61 2.54 2.97 3.21 
Y79AA1000560 160.46 140.99 339.33 380.8 313.21 220.43 
Y79AA1 000574 1 2.92 1.65 1.98 2.04 1.59 
Y79AA1000584 2.07 4.55 4.97 4.62 5.39 4.04 
Y79AA1000589 10.74 13.67 81.43 59.09 95.35 68.5 
Y79AA1000598 1.43 7.64 2.17 1.85 3.88 3.18 
Y79AA1000600 2.7 10.02 7.93 13.64 15.64 12.84 * 
Y79AA1000609 1.18 5.16 1.44 2.28 2.77 1.55 
Y79AA1000618 1.85 10.59 5.76 7.4 9.5 9.37 
Y79AA1000627 1.91 3.93 4.57 3.27 3.02 2.43 
Y79AA1000636 5.16 5.7 9.9 15.57 11.52 5.38 
Y79AA1000649 9.45 10.97 12.73 18.7 11.56 20.54 
Y79AA1000656 15.32 20.21 96.75 80.17 115.97 82.61 
Y79AA1000673 1.02 5.86 2.14 1.39 3.13 2.4 
Y79AA1000674 11.88 21.96 78.28 59.4 98.22 62.67 
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Y79AA1000678 2.48 8.91 3.88 3.01 4.15 2.45 
Y79AA1000682 17.99 53.99 93.7 102.53 110.87 118.22 
Y79AA1000683 1.87 2.66 3.21 4.27 2.59 2.17 
Y79AA1000697 21.76 27.52 43.01 21.93 24.76 27.31 
Y79AA10O07OO 5.07 7.1 7.08 7.51 6.93 9.97 
Y79AA1000702 5.13 14.57 13.31 41.48 56.57 63.15 ** 
Y79AA1000704 1.34 5.24 1.14 1.5 2.1 1.18 
Y79AA1000705 1.86 9.7 6.24 6.06 7.98 6.45 
Y79AA1000717 6.18 12.39 9.42 9.73 11.1 8.7 
Y79AA1000722 5.61 8.6 8.65 26.26 34.81 34.31 ** 
Y79AA1000724 6.42 9.77 18.55 26.57 21.7 11.95 
Y79AA1000726 0.77 1.24 0.83 1.46 2.01 0.71 
Y79AA1000734 2.05 4.46 4.92 3.57 3.3 2.94 
Y79AA1000748 0.88 4.38 1.77 2.14 2.99 1.56 
Y79AA1000750 4.17 8.47 20.58 18.11 20.02 18.62 
Y79AA1000752 1.25 5.13 2.33 2.23 3.38 3.38 
Y79AA1000774 2.11 6.23 4.24 4.28 5.79 4.21 
Y79AA1000776 1.2 4.37 1.9 2.13 1.83 2.11 
Y79AA1000777 4.36 5.84 9.63 10.05 6.99 6.01 
Y79AA1000778 1.72 3.77 3.79 3.87 4.19 1.44 
Y79AA1000782 2.08 4.18 3.72 3.53 2.89 2.96 
Y79AA1000784 7.04 10.01 7.78 13.87 15.58 14.26 ** 
Y79AA1000794 0.61 5.21 1.88 2.92 1.69 1.23 
Y79AA1000800 1.59 5.44 3.82 3.38 2.97 3.39 
Y79AA1000802 0.64 4.18 1.15 2.52 1.77 2.1 
Y79AA1000805 2.29 4.03 2.63 2.43 2.11 2.6 
Y79AA1000814 2.73 3.9 4.14 4.98 7.09 6.76 * + 
Y79AA1000823 7.91 9.99 12.07 12.02 12.42 6.56 
Y79AA1000824 0.98 2.47 1.84 2.75 2.26 0.79 
Y79AA1000827 1.6 4.02 7.27 6.71 8.91 6.14 
Y79AA1000831 7.04 10.49 17.32 26.61 30.43 27.82 ** 
Y79AA1000833 62.14 67.46 191.76 270.42 308.16 248.21 
Y79AA1000850 1.69 5.68 2.72 4.92 4.59 4.21 
Y79AA1000856 3.49 6.78 6.31 9.28 6.01 8.51 
Y79AA10O0862 2.22 2.76 2.44 3.08 2.87 2.59 
Y79AA1000876 7.46 10.04 17.91 27.36 27.61 25.46 ** 
Y79AA1000888 4.59 5.07 28.1 24.51 38.78 22.48 
Y79AA1000902 4.65 5.74 8.44 12.18 12.32 7.68 
Y79AA1000935 3.53 5.99 6.69 8.28 10.07 9.18 * - 
Y79AA1000959 0.74 6.29 4.35 6.71 5.77 6.07 
Y79AA 1000962 1.22 4.45 3.18 2.9 2.41 1.79 
Y79AA1000963 18.6 26.86 35.93 31.61 42.17 49.13 
Y79AA1000966 18.52 19.25 98.18 77.47 116.12 61.1 
Y79AA1000967 8.62 8.82 33.82 34.47 40.36 29.3 
Y79AA1000968 3.32 5.67 6.89 8.86 9.4 7.96 * + 
Y79AA1000969 0.91 3.18 3.04 2.66 2.91 1.41 
Y79AA1000976 1.43 4.72 3.02 2.55 3.51 1.43 
Y79AA1000978 1.99 5.6 7.26 6.9 10.54 5.56 
Y79AA1000985 9.39 12.84 40.49 38.26 44.3 27.89 
Y79AA1000989 21.59 22.49 46.19 51.84 58.65 55.19 * 
Y79AA1000991 22.11 22.21 110.42 72.46 96.96 82.23 
Y79AA1001013 59.2 62.64 140.9 174.85 214.13 201.9 * 
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Y79AA1001014 2.27 4.16 4.1 4.8 5.2 6.55 
Y79AA1001019 3.37 5.89 7.74 9.24 9.02 9.43 * + 
Y79AA1001020 5.37 7.82 9.43 12.31 11.11 10.86 * 4 
Y79AA1001023 0.83 6.11 2.29 1.22 1.95 L54 
Y79AA1001030 4.23 8.79 10.87 11.14 10.72 12.43 
Y79AA1001035 0.19 2.88 0.03 14.44 8.19 17.16 * + 
Y79AA1001041 1.78 2.46 2.36 2.93 2.45 2.78 
Y79AA1001043 11.65 12.62 15.22 8.64 12.01 14.71 
Y79AA1001048 1.1 4.78 3.73 4.05 4.52 4.21 
Y79AA1001056 4.56 7.82 11.04 8.27 7.11 9.94 
Y79AA1001061 1.53 7.79 5.28 6.13 7.46 6.66 
Y79AA1001062 2.62 6.14 5.02 4.44 6.01 4.67 
Y79AA1001068 3.46 6.39 7.29 6.61 8.69 7.05 
Y79AA1001073 8.19 13.08 17.46 24.14 22.1 29.81 * 
Y79AA1001077 7.1 7.08 17.15 14.69 14.74 17.08 
Y79AA1001078 3.11 8.34 11.07 5.01 12.15 12.92 
Y79AA1001081 3.59 5.61 4.94 9.62 9.98 10.5 ** + 
Y79AA1001088 27.75 38.61 69.33 93.1 88.97 113.04 * 
Y79AA1001089 4.64 7.8 11.92 22.67 22.6 27.73 ** 
Y79AA1001090 1.38 4.15 2.2 3.58 2.83 2.35 
Y79AA1001105 3.7 5.23 15.81 12.52 22.1 13.35 
Y79AA1001142 8.53 13.38 15.85 14.28 11.42 22.32 
Y79AA1001145 2.22 4.68 5.13 4.97 6.26 5.87 
Y79AA1001162 2.27 2.91 1.62 1.62 4.56 4 
Y79AA1001167 0.86 2.76 2.38 1.12 2.35 0.77 
Y79AA1001176 0.57 3.33 1.14 2.02 1.68 0.88 
Y79AA1001177 1.21 5.5 2.22 2.35 3.01 1.99^ 
Y79AA1001179 6.81 8.66 16.73 22.82 22.64 20.07 * 
Y79AA1001185 1.33 5.3 4.55 3.65 4.49 5.8 
Y79AA1001201 5.69 11.3 16.13 14.57 15.21 19.38 
Y79AA1001205 1.87 3.28 2.85 5.87 4.85 4.09 * + 
Y79AA1001211 1.64 4.75 6.93 4.83 4.36 4.15 
Y79AA1001212 3.55 6.93 15.91 13.74 15 11.65 
Y79AA1001216 52.59 51.46 93.73 76.52 97.53 109.55 
Y79AA1001228 6.1 11.21 9.34 8.99 12.19 10.24 
Y79AA1001233 0.68 11.46 2.39 0.92 1.66 1.09 
Y79AA1001236 4.46 12.86 9.25 11.4 10.66 13.08 
Y79AA1001239 4:62 13.93 9.94 11.53 12.15 12.94 
Y79AA1001240 8.74 8.6 13.75 9.13 6.68 3.01 
Y79AA1001255 10.37 12.22 22.61 12.47 7.51 6.57 
Y79AA1001264 3.63 5.15 4.49 7.73 8.59 8.75 ** + 
Y79AA1001272 10.81 13.63 17.47 21.56 20.67 21.32 * 
Y79AA1001281 0.45 4.95 1.89 1.42 1.81 0.95 
Y79AA1001299 2.49 11.34 9.06 9.9 9.26 9.81 
Y79AA1001312 2.49 10.36 5.17 2.15 4.77 4.14 
Y79AA1001319 3.34 11.88 5.27 7.23 6.05 7.15 
Y79AA1001323 1.22 1.16 2.09 1.11 1.55 0.89 
Y79AA1001328 2.04 3.18 3.62 4.66 4.48 4.05 * + 
Y79AA1001343 154.19 151.55 345.05 304.88 394.54 265.65 
Y79AA1001351 0.81 2,77 L67 0.03 1.26 0.96 
Y79AA1001364 1.65 6.07 4.03 3.39 4.43 3.6 
Y79AA1001367 2.16 7.41 2.93 3.09 5.34 3.19 
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Y79AA10013S4 0.5 5.14 1.98 0.73 1.15 0.94 
Y79AA1001391 0.59 3.73 2.88 1.35 1.65 1.2 
Y79AA1001394 3.12 4.66 12.92 10.94 9.56 10.94 
5 Y79AA1001402 2.77 3.7 5.95 5.65 5.09 4.14 

Y79AA1001410 0.82 2.78 2.33 2.06 2.31 2.25 • 
Y79AA1001414 2.76 7.5 7.59 11.08 10.73 10.06 *. + 
Y79AA1001426 0.61 4.36 2.61 1.5 1.43 1.82 
Y79AA1001427 14.22 13.44 86.36 59.92 88.36 63.53 
10 Y79AA1001430 11.28 16.98 20.98 29.04 34.03 34.38 ** + 

Y79AA1001439 16.22 2i.53 33.42 45.02 43.74 43.1 * + 
Y79AA1001485 1.65 2.51 4.38 4.85 3.88 3.57 
Y79AA1001493 1.29 2.3 3.43 2.43 2.35 2.46 
Y79AA1001511 4.79 8.57 11.05 9.39 9.11 6.47 
Y79AA1001523 2.64 6.57 5.08 8.74 7.37 6.1 
Y79AA1001530 7.46 11.69 22 41.43 36.37 36.07 ** + 
Y79AA1001532 5.12 7.35 6.69 10.49 14.82 12.9 * + 
Y79AA1001533 1.84 4.89 2.53 4.15 4 4.19 
Y79AA1001541 2.82 5.89 7.54 7.23 5.08 7.34 
Y79AA1001548 4.25 4.84 9.82 10.46 7.37 7.1 
Y79AA1001555 2 2.55 3.65 4.7 5.28 4.25 * + 
Y79AA1001562 7.76 10.11 17.15 14.07 16.16 10.83 
Y79AA1001581 2 5.05 4.47 5.1 7.01 3.54 
25 . Y79AA1001585 3.18 7.38 10.96 9.72 10.93 8.05 

Y79AA1001592 2.61 7.38 5.97 8.15 8 7.02 
Y79AA1001594 0.76 4.73 3.85 1.96 3.24 1.73 
Y79AA1001603 56.74 70.81 153.14131.56 112.16 107.66 
Y79AA1001613 3.74 3.52 14.81 13.12 15.36 10.66 
so Y79AA1001630 0.71 2.36 1.73 1.14 2.64 0.67 

Y79AA1001647 1.96 3.57 2.47 4.14 4.32 2.65 
Y79AA1O01664 4.67 8.39 11.43 8.96 10.01 8.73 
Y79AA1001665 1.39 6.4 3.73 4.67 4.71 3.75 
Y79AA1001679 8.92 15.94 20.71 20.53 26.67 25.35 
35 Y79AA1001692 1.87 5.55 3.95 3.99 3.95 3.51 

Y79AA1001696 1.97 6.49 2.77 1.83 2.63 2.55 
Y79AA1001705 6.09 6.44 10.39 7.62 7.92 7.85 
Y79AA1001711 16.17 12.34 29.74 13.73 23.83 21 
Y79AA1001717 0.72 2.99 1.29 1.68 3.13 1.14 
40 Y79AA1001719 2.5 5.79 6.44 6.15 6.07 6:43 

Y79AA1001727 6.87 12.13 14.99 8.73 14.71 8.77 
Y79AA1001750 10.21 13.63 21.67 21.92 32.29 24.33 
Y79AA1001760 25.24 27.31 122.97 113.56 155.17 83.24 
Y79AA1O01777 1.17 3.59 1.6 2.49 1.75 1.28 
Y79AA1001781 0.31 2.3 0.42 1.62 1.84 1.42 
Y79AA1001787 1 3.94 3.54 5.51 5.18 5.15 
Y79AA1001793 16.23 15.19 91.7 60.44 87.21 75.35 
Y79AA1001795 L.23 3.84 2.24 2.05 2.45 2.8 
Y79AA1001799 4.9 8.35 6.99 10.7 10.72 11.26 * + 
Y79AA1001800 2.25 8.3 10.1 8.49 10.51 9.9 
Y79AA1001801 1.77 6.44 4.87 7.67 5.91 7.33 
Y79AA1001803 0.74 2.15 1.72 1.85 1.68 1.17 
Y79AA1001805 6.05 6.88 12.15 10.21 8.32 11.15 
55 Y79AA1001807 3.37 6.33 12.56 11.76 17.8 16.79 
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Y79AA1001827 1.7 4.41 3.12 3.43 3.6 2.52 
Y79AA1001846 1.82 6.52 5.51 6.52 5.09 5.07 
Y79AA1001848 0.86 5.57 2.75 5.98 4.78 5.14 
Y79AA1001853 1.38 6.16 2.76 3.24 4.56 3.63 
Y79AA1001863 0.86 5 2.53 2.93 3.83 3.85 
Y79AA1001866 2.29 3.2 5.81 3.53 3.98 3.46 
Y79AA1001874 0.12 2.18 -0.21 1.17 0.75 0.51 
Y79AA1001875 9.33 12.67 13.09 11.05 17.79 18.63 
Y79AA1001907 68.02 70.94 96.4 118.34 86.75 104.86 
Y79AA1001908 0.64 8.4 2.29 1.92 2.59 2.31 
Y79AA1001923 1.61 6.64 3.03 3.86 3.76 3.35 
Y79AA1001927 19.1 22.05 36.94 42.46 45.29 48.81 * 
Y79AA1001930 4.07 6.65 8.07 7.92 12.42 12.21 
Y79AA1001932 2.84 4.41 8.47 11.51 9.1 8.57 
Y79AA1001933 2.14 3.27 3.69 4.34 7.99 6.65 * 
Y79AA1001942 1.58 3.45 2.69 2.94 2.13 2.41 
Y79AA1001963 9.6 9.37 46.06 38.48 49.64 47.27 
Y79AA1001968 18.61 27.73 37.44 42.93 44.16 55.23 * 
Y79AA1001983 1.81 6.35 4.28 3.97 5.86 4.47 
Y79AA1002000 2.55 5.35 4.55 4.42 3.21 2.83 
Y79AA1002004 13.1 18.87 27.47 23.72 29.45 40.93 
Y79AA1002008 2.51 3.73 3.79 4.54 2.19 2.85 
Y79AA1002012 1.37 3.22 2.81 3.22 2.29 2.87 
Y79AA1002017 1.34 2.53 2.46 3.51 3.07 2.82 
Y79AA10O2022 2.99 4.94 5.93 7.32 7.51 6.01 
Y79AA1002027 2.02 6.33 2.67 2.69 4.03 4.09 
Y79AA1002050 2.53 8.12 4.22 6.68 6.91 5.11 
Y79AA1002058 13.69 21.8 70.12 59.07 70.89 55.33 
Y79AA1002060 6.38 13.17 20.54 17.14 21.12 24.23 
Y79AA1002062 4.33 5.18 8.15 8.54 6.66 5.51 
Y79AA1002065 33.54 39.97 72.6 49.46 30.04 41.81 
Y79AA1002067 10.11 11.64 17.24 16.25 9.42 8.13 
Y79AA1002069 0.97 1.79 0.54 1.55 L44 0.66 
Y79AA1002070 10.16 33.47 44.36 52.16 71.15 73.35 
Y79AA1002074 38.55 74.38 179.6 165.55 282.48 224.96 
Y79AA1002076 0.48 9.71 2.89 2.86 3.34 1.91 
Y79AA1002083 1.2 7.48 2.03 2.73 1.75 2.06 
Y79AA1002084 1.79 2.59 4.54 3.73 3.73 2.98 
Y79AA1O02086 0.96 1.78 1.71 2,77 1.88 1.43 
Y79AA1002087 11.18 14.9 27.67 33.34 30.01 23.08 
Y79AA1002089 1.18 3.46 2.13 1.46 2.92 3.26 
Y79AA1002093 2.19 5.48 5.25 5.28 5.68 6.17 
Y79AA1002101 1.11 8.58 2.98 6.54 5.58 6.6 
Y79AA1002103 L47 10.22 3.39 4.43 6.49 4.7 
Y79AA1002115 4.34 9.78 7.37 7.45 7.03 6.95 
Y79AA1002121 1.55 2.16 2.18 1.67 2.55 2.31 
Y79AA1002125 6.67 7.08 9.29 8.81 6.4 7.6 
Y79AA1002129 1.64 6.23 7.84 5.41 2.2 4.93 
Y79AA1O02131 0.9 3.25 0.78 0.77 1.29 1.15 
Y79AA1002139 0.69 5.02 1.04 1.83 1.53 1.34 
Y79AA1002144 25.99 29.62 51.01 42.61 51.16 43.17 
Y79AA1002177 1.72 5.97 4.33 4.79 3.09 4.73 
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Y79AA1002183 10.44 13.89 17.69 27.61 29.67 28.92 ** + 

Y79AA1002202 3.97 7.15 8.34 18.27 10.12 17.85 * + 

Y79AA1002204 0.53 0.99 1.56 1.7 2.2 1.54 

Y79AA1002206 2.63 5.36 7.28 4.35 2.95 1.49 

Y79AA1002208 4.26 6.54 3.94 6.88 6.3 3.96 

Y79AA1002209 1.8 6.34 2.88 4.38 3.74 4.57 

Y79AA1002210 0.41 4.14 2.09 1.8 2.24 1.65 

Y79AA1002211 2.25 5.39 3.85 5.71 5.3 4.5 

Y79AA1002213 1.15 4.13 6.53 7.38 7.54 7.43 

Y79AA1002215 18.7 18.69 26.61 17.72 15.59 9.62 

Y79AA1002220 3.78 3.38 2.87 4.89 4.19 4.14 * + 

Y79AA1002226 8.54 8.9 9.75 13.06 14.2 4.41 

Y79AA1002229 1.35 3.88 3.38 2.95 2.79 2.67 

Y79AA1002234 3.24 6.82 3.94 4.29 7.74 6.88 

Y79AA1002235 5.6 7.55 6.43 8.78 9.74 9.47 * + 

Y79AA1002246 0.59 5.06 2.41 .3.94 2.54 4.27 

Y79AA1002258 0.72 7.26 2.92 3.99 4.19 2.7 

Y79AA1002279 17.79 19.12 27.8 16.52 19.13 11.5 

Y79AA1002292 1.68 2.1 3.22 2.96 3.91 2.73 

Y79AA1002298 0.76 2.52 1.32 2.03 2.77 1.06 

Y79AA 1002307 1.05 4.35 1.79 0.76 1.05 1.2 

Y79AA1002309 1.15 4.19 2.3 2.21 1.78 2.55 

Y79AA 10023 11 2.84 7.35 3.43 5.71 6.04 5.45 

Y79AA1002334 1.72 6.54 2.95 4.77 4.19 3.35 

Y79AA1002351 1.27 5.5 2.89 3.5 3.38 3.06 

Y79AA1002355 12.83 12.25 28.96 22.94 22.07 21.02 

Y79AA 1 002361 2.22 2.27 3.26 2.47 4.54 1.55 

Y79AA1002365 0.66 2.04 2.26 1.97 3.51 2.25 

Y79AA1002373 1.17 3.93 2.42 1.59 1.97 1.43 

Y79AAI002376 110.81 135.82 249.8 205.99 213.25 191.69 

Y79AA1002378 1.9 4.8 4.91 2.2 3.6 3 

Y79AA1002381 8.65 14.11 19.19 18.84 21.52 17.97 

Y79AA1002388 7.05 9.99 18.24 15.88 21.51 19.99 

Y79AA 1002399 1.79 4.25 3.74 4.62 4.08 3.47 

Y79AA1002407 3.05 4.16 3.13 4.66 5.77 4.5 * + 

Y79AA1002413 3.21 6.78 8.05 6.46 8.32 6.87 

Y79AA1002416 1.46 5 2.74 2.49 3.44 3.55 

Y79AA1002429 5.5 8.15 7.27 8 11.11 8.01 

Y79AA1002431 0.92 4.43 0.48 0.79 1.78 0.89 

Y79AA1002433 1.27 5.9 3.24 4.8 3.84 5.58 

Y79AA1002445 4.01 5.34 5.76 3.1 4.89 5.41 

Y79AA1002461 0.63 2.45 1.79 1.19 2.71 1.41 

Y79AA1002466 39.02 70.71 94.5 91.12 82.27 94.71 

Y79AA1002471 4.44 6.67 6.08 7.43 8.06 10.49 

Y79AA1002472 2.41 6.16 5.99 6.8 8.39 4.06 

Y79AA1002474 1.93 8.27 4.31 4.89 6.52 7.13 

Y79AA1002482 3.52 6.66 10.37 9.02 11.81 8.69 

Y79AA1002487 1.38 4.12 2.46 1.96 3.01 2.56 

Y79AA1002490 10.37 9.91 16.35 11.11 12.88 16.86 

Y79AA1002493 1.96 4.07 6.14 6.5 8.9 4.1 

2RV6C1006278 0.61 4.08 2.22 1.81 1.58 2.11 
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Table 367 

Difference in the expression level of each clone in response to TNF. stimulation or 1L-1. 
stimulation 

Before stimulation, IL1 lh, and 1L1 7h represent relative levels of expression in the absence 
of the stimulation, 1 hour after the H> I. stimulation, and 7 hours after the stimulation, 
respectively. TNF lh, TNF 3h, and TNF 7h represent relative levels of expression 1 hour after 
the TNF. stimulation, 3 hours after the stimulation, and 7 hours after the stimulation, respectively. 
Correlation coefficients 1 and 2 indicate the correlation coefficients in the calibration curves 
prepared based on the data for the internal standard in reaction systems A and B, respectively. 



IL1 TNF Correlation 

Clone before coefficients" 

stimulation lh 7h lh 3h 7h 1 2 
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1 


0.9 1 


J.4 


1 0.4 0.6 
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NT2RP2001276 
NT2RP2001817 
NT2RP2O04069 
NT2RP200410S 
NT2RP2005391 
NT2RP2006092 
NT2RP2006134 
NT2RP2000818 
NT2RP2000092 
NT2RP2000092 
NT2RP2001538 
NT2RP2006476 
NT2RP30O0616 
NT2RP3000721 
NT2RP3001044 
NT2RP3001240 
NT2RP3001592 
NT2RP3002448 
NT2RP3002721 
NT2RP3002738 
NT2RP3002790 
NT2RP3002836 
NT2RP3003354 
NT2RP3003614 
NT2RP3004075 
NT2RP3004130 
NT2RP3004133 
NT2RP300432I 
NT2RP3004406 
NT2RP3004552 
NT2RP3004557 
NT2RP3004647 
NT2RP3000201 
NT2RP3000820 
NT2RP3000818 
NT2RP30O1159 
NT2RP3002281 
NT2RP30O2571 
NT2RP3002983 
NT2RP3003473 
NT2RP3001976 
NT2RP3002286 
NT2RP3002353 
NT2RP3004025 
NT2RP3004I19 
NT2RP3000171 
NT2RP3000676 
NT2RP30O0921 
NT2RP3002015 
NT2RP30O4294 
NT2RP3004345 
NT2RP3000148 



1 0.4 0.4 0.8 0.2 0.7 0.95 1 

1.2 0.8 0.5 1.9 0.7 0.7 1 1 

0.6 0.6 0.4 0.8 0.5 0.3 0.93 0.97 

0.3 0.2 0.6 1.1 0.4 0.5 0.96 1 

0.7 0.5 0.1 1.2 0.3 0.3 1 0.99 

1.6 1.2 0.9 2.1 0.6 0.7 0.97 1 

1.2 1.5 0.7 1.9 1 0 0.91 1 

0.9 0.3 0.3 1.6 0.3 0.3 0.95 1 

1.8 1.8 0.8 2 1 1 0.99 0.98 
1.1 LI 0.5 1.4 0.6 0.6 0.99 0.97 
2.1 1.9 1.8 2.5 0.6 0.8 0.98 1 

2.1 2.2 1.4 3.2 1.6 2 0.97 0.98 
0.1 0.1 0 0 0 0 1 1 

2.2 2.8 0.7 2.4 0.4 0.4 1 0.98 

1.5 1.9 0.6 2 0.7 0.4 1 1 
0.8 1 0.8 1.5 0.6 0.7 0.97 0.99 
0.3 0.8 0.8 1.1 0 0 0.94 0.93 

4.6 4.2 2.5 4.5 0.8 1.2 1 0.98 

1.3 1.6 0.5 1.4 0.3 0.3 1 0.99 
0.1 0 0.1 1.9 0.1 0.1 0.99 1 

1.6 2 0.6 1.7 0.6 0.5 0.98 1 

1.7 3 0.9 2.4 1.6 0.7 1 1 
0.9 0.7 0.5 0.6 0.4 0.5 0.99 0.92 
0.5 0.4 0 0.3 0.3 0.2 0.99 0.99 
0.8 1.4 0.7 1 0.4 0.4 1 1 
0.3 0.4 0 0.2 0.1 0 0.93 0.96 

1.9 3.5 0.6 3.8 1 1.3 0.99 1 
0.2 0.2 0 1.4 0.4 0.2 1 0.99 
1.3 0.2 0.2 0.7 0.1 0 1 1 
0.1 0.1 0.1 0.1 0 0 11 
1.3 1.1 2.2 2.6 1.5 1.4 0.98 0.94 

1.2 2.1 0.6 1.2 1 0.5 1.1 

2.3 2.9 0.4 1 1.3 0.5 1 0.98 
1.2 1.6 0.9 1.2 0.6 0.5 1 i 

1.4 1.5 0.7 1.8 0.5 0.7 1 0.99 
1.2 2.5 1.2 1.4 0.6 0.7 0.99 0.99 

1.6 2 1.2 1.8 1 1.2 0.99 1 
3.9 1.8 1.2 5.2 1.4 0.8 0.99 0.97 
1.4 1.7 0.5 1.4 0.4 0.3 1 1 
0.8 0.9 1 0.7 0.4 0.5 1 0.99 
0.6 1.1 0.1 0.7 0.4 0.1 1 0.99 
1.4 1.8 1 1.6 0.6 0.5 1 0.99 

7.7 6.4 2.2 8.7 3.1 3.3 0.94 0.99 
1.9 2 1 2.1 1 1 0.96 0.98 
0.8 1.1 0.4 0 0 0.2 1 0.99 
0.7 1.3 0.6 1 0.4 0.3 0.99 1 
1.2 1.9 0.7 1.1 1.3 0.5 0.99 1 
0.2 0.1 0 0.2 0.1 0 1 0.99 
0.8 0.6 0.4 0.7 0.1 0.1 0.99 0.99 

0 0 0 0.1 0.1 0 1 1 

0.6 0.4 0.2 0.9 0.2 0.5 1 1 

1.7 2.5 0.8 2 0.8 0.8 1 1 



863 



EP1 130 094 A2 



NT2RP3000232 


0.6 


0.8 0.4 


0.3 0 0 


1 0.99 


NT2RP30O1650 


2.3 


1.5 1.6 


1.7 1 1.3 


1 


1 


NT2RP30024I1 


0.5 


0.4 0.1 


0.5 0.2 0.1 


1 


1 


NT2RP4001001 


0.8 


1.3 0.7 


1 0.7 0.4 


0.97 


0.97 


NT2RP4001877 


1.5 


0.9 1.1 


1.2 0.5 0.7 


1 


0.99 
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0.99 
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0.99 


NT2RP4002715 


1.5 


1.6 0.7 


1.5 0.4 0.3 
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0.99 



MAMMA1000986 3.9 4.1 1.9 4.2 1.8 1.4 0.99 1 
MAMMA1001237 0 0 1.6 0.2 0 0 0.99 0.98 

MAMMA1O01978 3.5 3.4 2.3 6 3.4 2.5 0.97 0.98 

MAMMA1002080 0.4 0 0 0.4 0.1 0 1 0.99 
MAMMA1002234 4 4.4 3 7.7 1.9 3 0.97 1 

MAMMA1000614 4.8 1 15.5 5.6 3.9 4.8 0.95 0.93 

MAMMA1000141 7.1 11.5 3.5 14.8 6.5 3.7 1 0.98 

MAMMA10007O6 7.2 9.3 3.9 3.7 2.3 2.6 0.98 0.99 
MAMMA1000788 3 3.8 2.8 8.9 4.8 4.2 0.92 0.98 

MAMMA1O00994 0.3 0 0 0.4 0 0 1 1 

MAMMA1001310 4.1 6.1 3.8 8 2.5 3.6 0.99 0.95 

MAMMA1001344 2.7 4.4 2.2 3.2 2.6 2.1 1 0.99 

MAMMA1001957 2.3 2.7 1.9 1.7 1 1.8 0.99 1 

MAMMA 1 002070 0.1 0.1 0 0.8 0.4 0.2 1 0.99 

MAMMA1002586 1.7 1.6 1.2 1.3 0.4 0.3 0.94 1 

MAMMA1000102 2.1 2.3 1.4 3.3 1.6 1.6 1 1 

MAMMA1001066 2.8 2.6 1.8 5.3 0.7 1.2 1 0.98 

MAMMA100I094 2.3 2.9 2 3.3 2.1 2.5 0.96 0.9 
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Y79AA1000127 


1.8 


1.8 


1.1 


Y79AA1000226 


1.4 


0.8 


0.6 


Y79AA1000776 


0.3 


0.1 


0 


Y79AA1000876 


1.1 


1.5 


1.2 


Y79AA1001056 


1.7 


1.7 


0.8 


Y79AA1000777 


3.1 


3.1 


1.2 


Y79AA1000030 
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1.3 


0.2 


Y79AA1001212 


1.5 


1.2 
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Y79AA1001427 


2.3 


3 


0.6 


Y79AA10O1530 


0.9 


0.9 


0.5 


Y79AA1 001592 


0.6 


0.2 


0 


Y79AA1001727 


0.8 


0.4 


0.2 


Y79AA1001803 


0.1 
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0 


Y79AA1 002373 


0 


0 


0 


Y79AA1002376 


0.9 


0.1 


0 


Y79AA1001523 


0.5 


0.5 


0.3 


Y79AA1000888 


1.1 
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0.7 


Y79AA1002129 


0.2 


0.2 


0.1 



2.1 0.5 0.6 1 1 
0.9 0.3 0.4 0.99 0.99 
1.1 0.3 0.5 0.99 0.99 

1.3 0.5 0.8 0.97 1 

1.4 0.9 0.7 1 1 
3.8 0.7 0.5 0.98 0.99 

1.3 0 0.6 0.98 0.96 
2 0.8 0.5 1 0.99 
2 0.8 0.4 1 1 

1.1 0.4 0.4 1 1 
0.7 0 0 0.97 1 
0.9 0.2 0.1 1 1 

0.2 0.1 0 0.97 0.99 
0 0 0 0.99 1 

1.2 0.1 0.4 0.98 1 
0.6 0.3 0.1 1 0.98 

1.4 0.7 0.5 1 1 
0.5 0.2 0.2 0.99 1 



[0285] The present invention has provided a total of 830 novel full length cDNA clones. As has not yet proceeded 
the isolation of full length cDNA within the human, the invention has a large significance. Those proteins such as 
secretory proteins, membrane proteins, and proteins associated with signal transduction, glycoprotein, and transcrip- 
tion are known to be associated with many diseases. Those genes and proteins associating with diseases are useful 
for developing medicines as they can be used as a diagnostic marker, or a target for gene therapy or developing 
medicines that is capable of regulating their expression and activity. Especially, the cDNA clones encoding a secretion 
protein are extremely important for medicinal industry since the protein itself is expected to be effective as a medicine, 
and also the gene may have potential to be associating with many diseases. Moreover, those proteins such as mem- 
brane proteins, and proteins associated with signal transduction, glycoprotein, transcription, and diseases, and the 
genes encoding the proteins may be used as a disease marker. These cDNA clones are also important for medicinal 
industry as they may be effective for treating diseases through the regulation of the expression and activity of their 
encoded proteins. 



Table 368 

The names of the representative sequences of the clusters (groups) and the corresponding SEQ 
IDs. 



HRIFA000016a: 1573 
HRIFA000071a : 1574 
HRIFA000116a: 1575 
HRBFA000123a : 1576 
HRIFA000264a : 1577 
HRIFA000284a : 1578 
HRIFA00O327a : 1579 
HRIFA000415a : 1580 
HRIFA000432a : 1581 
HRIFA000446a : 1582 
HRIFA000553a: 1583 
HRIFA000564a : 1584 
HRIFA000631a: 1585 



HRIFA0 17855a : 1979 
HRIFA017921a: 1980 
HRJFA0 18075a: 1981 
HRJFA01 8092a : 1982 
HRIFA018131a: 1983 
HRIFA018134a: 1984 
HRIFA0 18238a: 1985 
HRIFA0 18262a : 1986 
HRIFA0l8287a : 1987 
HRJFA01 8447a: 1988 
HRBFA018580a : 1989 
HRIFA01 8666a: 1990 
HRIFA018688a: 1991 
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HRIFA000683a : 1586 
HRIFA000695a : 1587 
HRIFA000776a : 1588 
HRIFA000814a: 1589 
HRIFA000822a : 1590 
HRIFA000845a : 1591 
HRIFA000899a: 1592 
HRIFA000974a : 1593 
HRIFA001099a : 1594 
HRJFA001132a: 1595 
HRIFAO01138a: 1596 
HRIFA001179a: 1597 
HRIFA00 1200a : 1598 
HRIFA001201a: 1599 
HRIFAOO 1337a : 1600 
HRIFA001341a: 1601 
HRIFA001413a: 1602 
HRIFAOO 1439a: 1603 
HRIFA001489a : 1604 
HRIFA001558a: 1605 
HRIFA001712a : 1606 
HRIFA001720a: 1607 
HRIFA001866a: 1608 
HRIFA001942a: 1609 
HRIFA001971a: 1610 
HRIFAOO 1972a: 1611 
HRIFA001975a : 1612 
HRIFA001984a : 1613 
HRIFA002037a : 1614 
HRIFA002063a : 1615 
HRIFA002102a: 1616 
HRIFA002195a : 1617 
HRJFA002284a : 1618 
HRIFA002309a : 1619 
HRIFA002384a : 1620 
HRIFA002503a : 1621 
HRIFA002689a : 1622 
HRIFA002694a : 1623 
HRIFA002743a : 1624 
HRIFA002762a : 1625 
HRIFA002766a : 1626 
HRlFA002787a : 1627 
HRIFA002805a : 1628 
IIRIFA002891a: 1629 
HRIFA002919a : 1630 
HRIFA002980a: 1631 
HRIFA002985a : 1632 
HRIFA003055a : 1633 
HRIFA003063a : 1634 
HRTFA003093a : 1635 
HRlFA003169a: 1636 
HRIFA003340a : 1637 



HRIFA018754a : 1992 
HRIFA018794a : 1993 
HRIFAO! 8827a: 1994 
HRIFA018849a : 1995 
HREFA018870a : 1996 
HRIFA018904a: 1997 
HRIFA018931a: 1998 
HRIFA018993a : 1999 
HRIFA019I05a : 2000 
HRIFA019136a:2001 
HRIFA019175a : 2002 
HRIFA019185a : 2003 
HRIFA019262a : 2004 
HRIFA019412a:2005 
HRIFA019437a : 2006 
HRIFA019466a : 2007 
HRIFA019490a : 2008 
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HRIFA032271a : 2363 
HRIFA032274a : 2364 
HRIFA032275a : 2365 
HRIFA032360a : 2366 
HRIFA032389a : 2367 
HRIFA032433a : 2368 
HRIFA032453a : 2369 
HRIFA032478a : 2370 
HRIFA032506a : 2371 
HRIFA032511a:2372 
HRIFA032530a : 2373 
HRIFA032587a : 2374 
HRIFA032605a : 2375 
HRIFA032642a : 2376 
HRIFA032696a : 2377 
HRIFA032730a : 2378 
HRIFA032820a : 2379 
HRIFA032984a : 2380 
HRIFA033349a:2381 
HRIFA033718a : 2382 
HRIFA034010a : 2383 
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Table 369 

The names of the internal sequences that are used in the selection of the clones from the 
representative sequences, and the corresponding SEQ IDs. 



15 



20 



25 



AA533598 : 2384 HRIFA036799a : 2463 
AI05 1 329 : 2385 HRIFA037 1 38a : 2464 
HRIFA000595a : 2386 HRIFA037776a : 2465 



HRIFA000667a : 2387 
HRIFA000878a : 2388 
HRIFA001269a : 2389 
HRIFAOO 1283a : 2390 
HRIFA002000a:2391 
HRIFA002196a : 2392 
HRIFA003583a : 2393 
HRIFA005077a : 2394 
HRIFA005781a:2395 
HRIFA006216a : 2396 
HRIFA006468a : 2397 
HRIFA006822a : 2398 
HRIFA007048a : 2399 
HRIFA007661a : 2400 



HRDFA037838a : 2466 
HRIRAOOOOOla: 2467 
HRIRA000041a: 2468 
HRIRA000058a : 2469 
HRIRA00()260a : 2470 
HRIRA000490a:2471 
HRIRA000522a : 2472 
HRIRA000553a : 2473 
HRIRA000563a : 2474 
HRIRA000640a : 2475 
HRIRA000725a : 2476 
HRIRA0O0998a : 2477 
HRIRA001053a:2478 
HRIRA001314a: 2479 



30 



35 



40 



45 



50 



55 
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HRIFA007777a : 2401 
HRIFA007997a : 2402 
HRIFA008312a: 2403 
HRIFA009250a:2404 
HRIFA009495a : 2405 
HRIFA009607a : 2406 
HRJFA009923a : 2407 
HRIFA009978a : 2408 
HRIFA010730a : 2409 
HRJFA01 1029a: 2410 
HRIFA011416a:2411 
HR1FA01 1461a: 2412 
HRIFA012670a:2413 
HRlFA012717a:2414 
HRIFA012802a:2415 
HRBFA013357a:2416 
HRIFA013484a : 2417 
HRIFA015333a : 2418 
HRIFA015375a : 2419 
HRIFA015663a:2420 
HRIFA0l6287a:2421 
HRIFA016302a:2422 
HRIFA016782a:2423 
HRIFA018555a : 2424 
HRIFA019338a : 2425 
HREFA020315a:2426 
HRIFA020806a : 2427 
HRlFA022264a : 2428 
HRIFA022923a : 2429 
HRIFA023027a : 2430 
HRIFA023218a:2431 
HRIFA023363a : 2432 
HRIFA023434a : 2433 
HRIFA023444a : 2434 
HRIFA023551a : 2435 
HRIFA023558a : 2436 
HREFA023641a : 2437 
HRIFA023798a : 2438 
HRIFA024330a : 2439 
HRIFA024338a : 2440 
HRIFA024384a : 2441 
HRIFA024644a : 2442 
HRIFA025170a:2443 
HRIFA025496a : 2444 
HRIFA025565a : 2445 
HRJFA02565Ia:2446 
HRIFA026224a : 2447 
HRIFA026729a : 2448 
HRIFA026925a : 2449 
HRIFA028501a : 2450 
HRIFA029454a : 2451 
HRIFA030181a:2452 



HRIRAOO 1443a : 2480 
HRIRA001473a:2481 
HRIRA001648a : 2482 
HRIRA001690a : 2483 
HRIRA001726a : 2484 
HRIRA0()1884a : 2485 
HRIRA002098a : 2486 
HRIRA002100a : 2487 
HRIRA0(>2155a : 2488 
HRIRA0O2307a : 2489 
HRIRA0()2442a : 2490 
HRIRA002446a : 2491 
HRIRA(X)2479a : 2492 
HRIRA(X)2945a : 2493 
HRIRA0()3028a : 2494 
HRIRA0()3108a:2495 
HRlRA003139a:2496 
HRIRA0()38I9a:2497 
HRIRA004049a : 2498 
HRJRA004286a : 2499 
HRIRA004583a : 2500 
HRlRA004691a : 2501 
HRIRA004783a : 2502 
HRIRA005152a : 2503 
HRIRA005221a:2504 
HRIRA005227a : 2505 
HRIRA005305a : 2506 
HRJQtA005563a : 2507 
HRIRA006263a : 2508 
HRIRA006324a : 2509 
HRIRA006517a:2510 
HRIRA006580a:2511 
HRIRA007665a : 2512 
HRIRA007680a:2513 
HRIRA008129a:2514 
HRIRA008152a:2515 
HRIRA008276a:2516 
HRIRA008329a:2517 
HRIRAO08854a: 2518 
HRIRA008896a: 2519 
HRIRA008958a : 2520 
HRIRA009551a:2521 
HRIRA009828a : 2522 
HRIRA010472a : 2523 
HRIRA012442a : 2524 
HRJRA012921a:2525 
HRIRA013325a:2526 
HRIRA013644a : 2527 
HRIRA013675a:2528 
HRlRA013702a:2529 
HRIRAO 13757a : 2530 
HRIRA013951a:2531 
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HRIFA032701a : 2453 
HRIFA032801a : 2454 
HRIFA033384a : 2455 
HRIFA033682a : 2456 
HRIFA033930a : 2457 
HRIFA034817a: 2458 
HRIFA035409a : 2459 
HRIFA035542a : 2460 
HRIFA035577a:246l 
HRIFA036630a : 2462 



HRIRA014256a : 2532 
HRIRAO14380a : 2533 
HRIRA015831a:2534 
HRIRA015904a:2535 
HRIRA016124a : 2536 
HRIRA017071a:2537 
HRIRA018191a : 2538 
HRIRA020304a : 2539 
HRIRAO0()579a : 2540 



[0286] The internal sequences include EST, HRIFA(the representative sequence of the 5'-end), and HRIRA (the 
representative sequence of the 3'-end). 
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Table 370 



clone the name of SEQIDNO SEQEDNO 
full-length of the of the 
nucleotide full-length deduced 
sequences nucleotide amino acid 

sequences sequences 



rlbiYLJDA 1 UUUUUo 


/~» T_rc\/TQ a 1 aaaaa£ 
^-nilMoAlUUUUUo 


04/ 


2Mb 


nnnnnnnnnnnn C- 


nnnnnnnnnnnn nnnn 


nnnn 




tinX/fTl A 1 AAA101 

rlciVLD A 1 UUU 1 z 1 


TTT7X /TQ A 1 AAA 1 0 1 

C-iiJbJYLD A I UUU 1Z1 


ZJJl 




oTrA/Tp a i aaai oc 
HtMoA l UUU IZo 


C-rlcJVU> A 1 UUU 1 Zo 






TTCA/fD A 1 AAAOT^ 

rttHVLD A t UUUz / 3 


C-rlbiYLD Al UUUz /D 






HEMBA1000300 


C-HEMBA1000300 


2557 




HEMBA1000349 


C-HEMBA1000349 


2558 


2559 


HEMB A 1000443 


C-HEMBA1000443 


2560 


2561 


HEMBA 1000590 


C-HEMBAl 000590 


2562 


2563 


HEMBA1000634 


C-HEMBA1000634 


2564 


2565 


HEMBA 10007 13 


C-HEMBA1000713 


2566 


2567 


HEMBA1000745 


C-HEMBA1000745 


2568 


2569 


HEMBA1000907 


C-HEMBA1000907 


2570 


2571 


HEMBA1000940 


C-HEMBA1000940 


2572 


2573 


HEMBA 1000962 


C-HEMBA1000962 


2574 


2575 


HEMBA1001221 


C-HEMBA1001221 


2576 


2577 


HEMBA1001228 


C-HEMBA1001228 


2578 


2579 


HEMBA1001297 


C-HEMBA1001297 


2580 




HEMBA1001390 


C-HEMBA1001390 


2581 


2582 


HEMBA1001563 


C-HEMBA1001.563 


2583 




HEMBA1001621 


C-HEMBA1001621 


2584 


2585 



nnnnnnnnnnnn C-nnnnnnnnnnnn nnnn nnnn 

HEMBA1001878 C-HEMBA1001878 2588 2589 

HEMBA1002131 C-HEMBA1002131 2590 2591 

HEMBA1002163 C-HEMBA1002163 2592 2593 

HEMBA1002164 C-HEMBA 1002 164 2594 2595 

HEMBA1002167 C-HEMBA 1002 167 2596 2597 

HEMBA1002178 C-HEMBA 1002 178 2598 2599 
nnnnnnnnnnnn C-nnnnnnnnnnnn nnnn nnnn 



877 



EP 1 130 094 A2 



HEMBA 1002 195 


C-HEMBA1002195 


2602 


2603 


HEMBA1002227 


C-HEMBA1002227 


2604 


2605 


HEMBA1002239 


C-HEMBA1002239 


2606 




HEMBA1002316 


C-HEMBA1002316 


2607 


2608 


HEMBA1002420 


C-HEMBA 1002420 


2609 


2610 


HEMBA1002421 


C-HEMBA 1002421 


2611 


2612 


HEMBA1002524 


C-HEMBA1002524 


2613 


2614 


HEMBA1002551 


C-HEMBA1002551 


2615 


2616 


HEMBA1002767 


C-HEMBA1002767 


2617 


2618 


HEMBA1002992 


C-HEMBA1002992 


2619 


2620 


HEMBA1003047 


C-HEMBA1003047 


2621 


2622 


HEMBA 1003072 


C-HEMBA 1003072 


2623 


2624 


HEMBA1003101 


C-HEMBA 1003 101 


2625 


2626 


HEMBA1003230 


C-HEMBA1O03230 


2627 


2628 


HEMBA1003294 


C-HEMBA1003294 


2629 




HEMBA 10033 15 


C-HEMBA 10033 15 


2630 


2631 


HEMBA1003392 


C-HEMBA1003392 


2632 


2633 


HEMBA1003399 


C-HEMBA1003399 


2634 


2635 


HEMBA1003487 


C-HEMBA1003487 


2636 


2637 


HEMBA1003530 


C-HEMBA1003530 


2638 


2639 


HEMBA10O3602 


C-HEMBA1003602 


2640 


2641 


HEMBA1003732 


C-HEMBA1003732 


2642 


2643 


HEMBA1003945 


C-HEMBA1003945 


2644 


2645 


HEMBA1004110 


C-HEMBA 10041 10 


2646 


2647 


HEMBA 1004250 


C-HEMBA 1 004250 


2648 


2649 


HEMBA1004391 


C-HEMBA1004391 


2650 


2651 


HEMBA 1004444 


C-HEMBA 1 004444 


2652 


2653 


HEMBA1004454 


C-HEMBA 1 004454 


2654 


2655 


HEMBA 1004505 


C-HEMBA1004505 


2656 


2657 


HEMBA 1004797 


C-HEMBA 1004797 


2658 


2659 


HEMBA1004982 


C-HEMBA 1004982 


2660 


2661 


HEMBA1005070 


C-HEMBA1 005070 


2662 


2663 


HEMBA 1005084 


C-HEMBA1005084 


2664 


2665 


HEMBA1005145 


C-HEMBA 1005 145 


2666 


2667 


HEMBA1005430 


C-HEMBA1005430 


2668 


2669 


HEMBA1005449 


C-HEMBA 1005449 


2670 


2671 


HEMBA1005489 


C-HEMBA1005489 


2672 


2673 


HEMBA1005522 


C-HEMBA1005522 


2674 


2675 


HEMBA1005545 


C-HEMBA1005545 


2676 


2677 


HEMBA1005698 


G-HEMBA1005698 


2678 


2679 


HEMBA1005913 


C-HEMBA1005913 


2680 




HEMBA1005929 


C-HEMBA 1005929 


2681 


2682 


HEMBA1005945 


C-HEMBA 1005945 


2683 


2684 


HEMBA1006016 


C-HEMBA1006016 


2685 




HEMBA1006171 


C-HEMBA1006171 


2686 


2687 


HEMBA1006299 


C-HEMBA1 006299 


2688 


2689 


HEMBA 10063 11 


C-HEMBA1006311 


2690 


2691 


HEMBA 1006335 


C-HEMBA1006335 


2692 


2693 


HEMBA1006430 


C-HEMBA1006430 


2694 


2695 


HEMBA1006482 


C-HEMBA1006482 


2696 


2697 


HEMBA1006572 


C-HEMBA1006572 


2698 


2699 


HEMBA1006707 


C-HEMBA1006707 


2700 


2701 
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JafciVLoA 1 UUO / z4 


L.-ticM.D A 1 006 / 24 


2/02 


1/ OS 


TJCTV/TD A 1 AA/COAO 

HLMJdA 1 OuoVOz 


f*> TJCA /TO A 1 HA^fiOO 

C-HbMBA 1 006902 


2704 


2705 


HEMBA 10069 16 


C- HEMB A 1 0069 1 6 


2706 


2707 


HEMBA 1 006960 


C-HEMB A 1 006960 


2708 


2709 


HEMBA1007013 


C-HEMB A 1 0070 1 3 


2710 


2711 


HEMBA1007057 


C-HEMB A 1007057 


2712 


2713 


HEMBA 100724 1 


C-HEMB A1007 24 1 


2714 




HEMB A 1 007291 


C-HEMB A 1007291 


2715 


2716 


HEMBA 1007332 


C-HEMBA1007332 


2717 




HEMBB 1000276 


C-HEMBB 1000276 


2718 




HEMBB 1000447 


C-HEMBB 1000447 


2719 


2720 


HEMBB 1000642 


C-HEMBB 1000642 


2721 




HEMBB 1000668 


C-HEMBB 1000668 


2722 


2723 


HEMBB 1000679 


C-HEMBB 1000679 


2724 


2725 


HEMBB 1000881 


C-HEMBB 1000881 


2726 


2727 


HEMBB 1000905 


C-HEMBB 1000905 


2728 


2729 


HEMBB 100 1026 


C-HEMBB1001026 


2730 


2731 


HEMBB 1001048 


C-HEMBB 1001048 


2732 


2733 


HEMBB1001200 


C-HEMBB1001200 


2734 




HEMBB 1001407 


C-HEMBB1001407 


2735 


2736 


HEMBB1001530 


C-HEMBB1001530 


2737 


2738 


HEMBB 1001573 


C-HEMBB 1001573 


2739 


2740 


nnjinj&nnnnnnn C-nnnnnnnnnnnn nnnn 


nnnn 




HEMBB 1001847 


C-HEMBB1001847 


2743 


2744 


HEMBB 1001978 


C-HEMBB1001978 


2745 


2746 


HEMBB 1002162 


C-HEMBB i 002 1 62 


2747 


2748 


HEMBB 1002228 


C-HEMBB 1002228 


2749 




HEMBB 1002245 


C-HEMBB1002245 


2750 


2751 


HEMBB 1002427 


C-HEMBB1002427 


2752 


2753 


HEMBB 1002465 


C-HEMBB 1002465 


2754 


2755 


HEMBB 1002663 


C-HEMBB 1002663 


2756 


2757 


HEMBB 1002693 


C-HEMBB 1002693 


2758 


2759 



MAMMA 1000046 C-MAMMA 100004 6 2760 

MAMMA1000118 C-MAMMA1000118 2761 2762 
ronnnjiniiiinnnri C-nnniinnnnnnnn nnnn nnnn 

MAMMA1000449 C-MAMMA1 000449 2765 

MAMMA1000457 C-MAMMA 1000457 2766 2767 

MAMMA1000591 C-MAMMA 1000591 2768 2769 

MAMMA1000681 C-MAMMA 10006 81 2770 2771 

MAMMA1001043 C-MAMMA 100 1043 2772 2773 

MAMMA1001893 C-MAMMA 100 1893 2774 2775 



45 


NT2RM2000241 


C-NT2RM2000241 


2776 


2777 




NT2RM2000306 


C-NT2RM2000306 


2778 


2779 




NT2RM2000410 


C-NT2RM2000410 


2780 


2781 




NT2RM2000423 


C-NT2RM2000423 


2782 


2783 




NT2RM2000497 


C-NT2RM2000497 


2784 


2785 


50 


NT2RM2000514 


C-NT2RM2000514 


2786 


2787 




NT2RM2000622 


C-NT2RM2000622 


2788 


2789 




NT2RM2001126 


C-NT2RM2001126 


2790 


2791 




NT2RM2001902 


C-NT2RM2001902 


2792 


2793 




NT2RM2001939 


C-NT2RM2001939 


2794 


2795 


55 


NT2RM2001941 


C-NT2RM2001941 


2796 


2797 
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NT2RM4000198 


C-NT2RM4000198 


2798 


2799 


NT2RM4000284 


C-NT2RiM4000284 


2800 


2801 


NT2RM4000295 


C-NT2RM4000295 


2802 


2803 


NT2RM4000326 


C-NT2RM4000326 


2804 


2805 


NT2RM4000444 


C-NT2RM4000444 


2806 


2807 


NT2RM4000587 


C-NT2RM4000587 

All. AlVl.Fi i VW^U i 


2808 


280Q 


NT2RM4000648 


C-NT2RM4000648 


2810 


281 1 


NT2RM4(X)0997 


C-NT2RM4000997 


2812 


7811 


NT2RM4001321 


C-NT2RM4001321 


*>o 1^ 


281 S 


NT2RM4001325 


P-NT2RM4001 39 S 

V/ ll 1 A.lVlYl*TVvl tJZ J 


9K1 f\ 
ZO 1 u 


9817 
ZO 1 / 


NT2RM4001735 


P-NT2RM4001 71 5 


Zo lO 


zoiy 


NT2RM40023 S7 


P-NT9 R M4009 1 S9 

v^~li 1 ZIVLVXt-UUZ J JZ 


9R9n 
zozu 


zozl 


NT2RP1 000002 


P-NT9R P 1 000009 

V» IN 1 xdVr 1VAAAA/Z 


9R99 
ZoZZ 


ZoZJ 


NTT7RP10000SO 


P-NT9RP1 onnnso 


ZoZ4 


9Q9S 
ZOZ3 


IN 1 Zlvr 1 wu 101 


p MT9P p i nnn i r i 

vWN i Zivr 1UUUI o I 


ZOzO 


zoz/ 


IN 1 ZlvriUUUZOI 


p MT9RPinnn9£i 

V--1N 1 Zlvr IUUUZO 1 


700Q 
ZOZO 


zozy 


NT7RP1 oon^nn 


p "\TT9P p 1 nnn^nn 


ZoJU 


ZOJl 


KTT9PP1 nnn/39s 

1>I 1 Zlvr 1 UvLOZ j 


p "MTOPPinnn^os 


Z53Z 


zo3J 


MT9PP1 OfYVLlS 
IN 1 Zivr lUUUH^+o 


1 Zlvr 1 UUU44o 


zoJ4 


ZOJJ 


MT9PP1 nnnss 1 

IN 1 Zlvr IVaaJJ D 1 


V--JM 1 ZJKr IUUUj D I 


ZoJO 


2oJ7 


IN 1 Zlvr lUUUJ /y 


p MT9R pi nnn S7o 

C-lN l Zlvr iUUUJ 


zoJo 


2oiy 


TSJT7RP1 00/161 1 
IN 1 Zlvr 1 UUvO l J 


p 1MT9RP1 nnnA 1 1 

V.-IN 1 Zlvr luUUOl Jr 


zo4U 


Zo41 


ktt9 p p i nnnoni 

JN 1 Zlvr 1 \AJ\jy\JJj 


p MTTPPinnnom: 


zo4z 


Zo43 


MT9PP1 nnnos i 

IN I Zivr 1 UUUyo I 


i^-IN I Zlvr iuuuysj 


zo44 


zo45 


IN 1 ZlvJrlUUlUU4 


P KTT1PP1 nni ATM 
i^-IN 1 ZJvr 1UU1UU4 


zo4o 


2847 


IN 1 ZKr ilAJ lUzU 


C-IN 1 zKr lUUlUZU 


2o4o 


2849 


IN 1 ZKr 1UU 1 .50.5 


V^-IN 1 ZKrlUUlDO:i 


oocrv 


2851 


IN 1 ztvrzUUUjy4 


P XTT"1D DOriTLAQO/l 

C-IN 1 zKJTzUlK)3y4 


2852 


2853 


IN 1 ZKrzUUU4 ly 


L-In I zKJrzlKJU4 79 


2854 


28^5 


MTOPPonnns i /i 
rs i zivrzuuuj 14 


^-in I ZKrzUUUj 1 4 


ZOJD 


OOC7 

28^7 


IN I LfsrZ\J\)\)JD5 


L-JN 1 zKFzUCX)3i.5 


2858 


2859 


IN 1 ZKrzUUU04y 


C-IN 1 zKrzUUU04y 


2860 


2861 


IN 1 Zlvr zUUUOCo 


C-JN 1 zJKJrZUUUOOJ 


ZODZ 


2863 


1NJT9P ponnn/^o 4 
IN 1 ztvrzuuuoy4 


L>-lN 1 z Kj^zuuuoy 4 


zoo4 


2865 


MT9P ponnnon^ 
in j zivr zuuuyu j 


v.-iN l ZKr zuuuyu.3 


zooo 


2867 


IN 1 Zlvr ZUUIH-Ov 


p MT9R Ponn i Acn 

v..~IN 1 ZlvlrZUU 1 45U 


7Q/;q 


zooy 


NT9RP90014QS 


P "MT9PP9nni4QA 
v^-iN i zjtvrzuvl'+y.j 


Z5/U 


9071 
ZO / 1 


NT9RP7nni Sid. 

IN 1 ZlVJrZ VAJ U 1 *t 


p MT9PP9nni si i 

V_-jN 1 ZlVrZUU 1 J 14 


zo /z 


zo/3 


NT2RP9001 S79 


P-NT9RP9n01 S90 
v~~j.i i zivr zuwuzy 


ISC! A 
ZO /4 


ZO / J 


NT7RP7001 lf& 
1 1 1 z.rvr aw i i \jy 


P-NT9RP9nO17^0 

V.-iN 1 ZJVl ZUUi /D7 


Zo /O 


ZO / / 


NT2RP200187R 

111 £*s\T £*\J\J lOrO 


P-MT9RP9n01 87 R 
v--iN i zivr zuu i o / o 


987ft 
Zo /O 


Zo ty 


NT2RP2001903 


P-NT2RP2001 90^ 


zoov 


7ftft1 
ZOO! 


NT2RP200J915 


C-NT2RP200191S 


7889 


9ftft^ 


NT7RP9001QS6 


P NT9RP9nniQS6 
V-.-IN i zivrzuu 1 


Z004 


Zooj 


NT2RP2002063 


C-NT2RP2002063 


2886 


7887 


NT2RP2002188 


C-NT2RP2002188 


2888 


2889 


NT2RP2002232 


C-NT2RP2002232 


2890 


2891 


NT2RP20023O4 


C-NT2RP20023O4 


2892 


2893 


NT2RP2002409 


C-NT2RP20024C)9 


2894 


2895 


NT2RP2002510 


C-NT2RP2002510 


2896 


2897 


NT2RP2002527 


C-NT2RP2002527 


2898 


2899 


NT2RP2002533 


C-NT2RP2002533 


2900 


2901 
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NT2RP2002564 


C-NT2RP2002564 


2902 


2903 


NT2RP2002674 


C-NT2RP2002674 


2904 


2905 


NT2RP2002721 


C-NT2RP2002721 


2906 


2907 


NT2RP2002824 


C-NT2RP2002824 


2908 


2909 


NT2RP2002942 


C-NT2RP2002942 


2910 


2911 


NT2RP2002974 


C-NT2RP2002974 


2912 


2913 


NT2RP2002976 


C-NT2RP2002976 


2914 


2915 


NT2RP2003042 


C-NT2RP2003042 


2916 


2917 


NT2RP2003179 


C-NT2RP2003179 


2918 


2919 


NT2RP2003210 


C-NT2RP2003210 


2920 


2921 


NT2RP2003369 


C-NT2RP2003369 


2922 


2923 


NT2RP2003383 


C-NT2RP2003383 


2924 


2925 


NT2RP2003469 


C-NT2RP2003469 


2926 


2927 


NT2RP2003545 


C-NT2RP2003545 


2928 


2929 


NT2RP2003593 


C-NT2RP2003593 


2930 


2931 


NT2RP2003599 


C-NT2RP2003599 


2932 


2933 


NT2RP2003655 


C-NT2RP2003655 


2934 


2935 


NT2RP2003931 


C-NT2RP200393I 


2936 


2937 


NT2RP2004141 


C-NT2RP2004141 


2938 


2939 


NT2RP2004179 


C-NT2RP2004179 


2940 


2941 


NT2RP2004205 


C-NT2RP2004205 


2942 


2943 


NT2RP2004447 


C-MT2RP2004447 


2944 


2945 


NT2RP2004495 


C-NT2RP2004495 


2946 


2947 


NT2RP2004524 


C-NT2RP2004524 


2948 


2949 


NT2RP2004556 


C-NT2RP2004556 


2950 


2951 


NT2RP2004606 


C-NT2RP2004606 


2952 


2953 


NT2RP2004648 


C-NT2RP2004648 


2954 


2955 


NT2RP200467O 


C-NT2RP2004670 


2956 


2957 


NT2RP2004794 


C-NT2RP2004794 


2958 


2959 


NT2RP2004837 


C-NT2RP2004837 


2960 


2961 


NT2RP2004847 


C-NT2RP2004847 


2962 


2963 
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NT2RP2005027 


C-NT2RP2005027 


2966 




NT2RP2005163 


C-NT2RP2005163 


2967 


2968 


NT2RP2005181 


C-NT2RP2005181 


2969 


2970 


NT2RP2005247 


C-NT2RP2005247 


2971 


2972 


NT2RP2005425 


C-NT2RP2005425 


2973 


2974 


NT2RP2005463 


C-NT2RP2005463 


2975 


2976 


NT2RP2005514 


C-NT2RP2005514 


2977 


2978 


NT2RP2005541 


C-NT2RP2005541 


2979 


2980 


NT2RP2005632 


C-NT2RP2005632 


2981 


2982 


NT2RP2O05878 


C-NT2RP2005878 


2983 


2984 


NT2RP2005883 


C-NT2RP2005883 


2985 


2986 


NT2RP2005887 


C-NT2RP2005887 


2987 


2988 


NT2RP2005941 


C-NT2RP2005941 


2989 


2990 


NT2RP2005994 


C-NT2RP2005994 


2991 


2992 


NT2RP2006042 


C-NT2RP2006042 


2993 


2994 


NT2RP2006269 


C-NT2RP2006269 


2995 


2996 


NT2RP2006512 


C-NT2RP2006512 


2997 


2998 


NT2RP3000059 


C-NT2RP3000059 


2999 


3000 


NT2RP3000063 


C-NT2RP3000063 


3001 


3002 


NT2RP3000125 


ONT2RP3000125 


3003 


3004 
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NT2RP3000169 


C-NT2RP3G00169 


3005 


3006 


NT2RP3000172 


C-NT2RP3000172 


3007 


3008 


NT2RP3000201 


C-NT2RP3000201 


3009 


3010 


NT2RP3000436 


C-NT2RP3000436 


3011 


3012 


NT2RP3000460 


C-NT2RP3000460 


3013 


3014 


NT2RP3000616 


C-NT2RP3000616 


3015 


3016 


NT2RP3000721 


C-NT2RP3000721 


3017 


3018 


NT2RP3000820 


C-NT2RP3000820 


3019 


3020 


NT2RP3000871 


C-NT2RP3000871 


3021 


3022 


NT2RP3000907 


C-NT2RP3000907 


3023 


3024 


NT2RP3001012 


C-NT2RP3001012 


3025 


3026 


NT2RP3001044 


C-NT2RP3001044 


3027 


3028 


NT2RP3001061 


C-NT2RP300106I 


3029 


3030 


NT2RP3001170 


C-NT2RP3001170 


3031 


3032 


NT2RP3001195 


C-NT2RP3001 195 


3033 


3034 


NT2RP3001240 


C-NT2RP3001240 


3035 


3036 


NT2RP3001322 


C-NT2RP3001322 


3037 


3038 


NT2RP3001388 


C-NT2RP3001388 


3039 


3040 
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NT2RP3001560 


C-NT2RP3001560 


3045 


3046 


NT2RP3001592 


C-NT2RP3001592 


3047 


3048 


NT2RP3001738 


C-NT2RP300173S 


3049 


3050 


NT2RP3001754 


C-NT2RP3001754 


3051 


3052 


NT2RP3001858 


C-NT2RP3001858 


3053 


3054 


NT2RP3002160 


C-NT2RP3002160 


3055 


3056 


NT2RP3002311 


C-NT2RP3002311 


3057 


3058 


NT2RP3002342 


C-NT2RP3002342 


3059 


3060 


NT2RP30O2448 


C-NT2RP3002448 


3061 


3062 


NT2RP3002721 


C-NT2RP3002721 


3063 


3064 


NT2RP3002738 


C-NT2RP3002738 


3065 


3066 


NT2RP3002790 


C-NT2RP3002790 


3067 


3068 


NT2RP3002836 


C-NT2RP3002836 


3069 


3070 


NT2RP3002958 


C-NT2EIP3002958 


3071 


3072 


NT2RP3003000 


C-NT2RP3003000 


3073 


3074 


NT2RP3003076 


C-NT2RP3003076 


3075 


3076 


NT2RP3003354 


C-NT2RP3003354 


3077 


3078 


NT2RP3003469 


C-NT2RP3003469 


3079 


3080 


NT2RP3003527 


C-NT2RP3003527 


3081 


3082 


NT2RP3O03535 


C-NT2RP3003535 


3083 


3084 


NT2RP3003559 


C-NT2RP3003559 


3085 


3086 


NT2RP3003614 


C-NT2RP3O03614 


3087 


3088 


NT2RP30O3729 


C-NT2RP3003729 


3089 


3090 


NT2RP3003849 


C-NT2RP3O03849 


3091 


3092 


NT2RP3003874 


C-NT2RP3003874 


3093 


3094 


NT2RP3003963 


C-NT2RP3003963 


3095 


3096 


NT2RP3004000 


C-NT2RP3004000 


3097 


3098 


NT2RP3004075 


C-NT2RP3004075 


3099 


3100 


NT2RP3004083 


C-NT2RP3004083 


3101 


3102 


NT2RP3004090 


C-NT2RP3004090 


3103 


3104 


NT2RP3004130 


C-NT2RP3004130 


3105 


3106 


NT2RP3004133 


C-NT2RP3004133 


3107 


3108 



882 



EP1 130 094 A2 



NT2RP30O4202 


C-NT2RP3004202 


3109 


3110 


NT2RP3004309 


C-NT2RP3004309 


3111 


3112 


NT2RP3004321 


C-NT2RP3004321 


3113 


3114 


NT2RP30O4355 


C-NT2RP3004355 


3115 


3116 


NT2RP3004374 


C-NT2RP3004374 


3117 


3118 


NT2RP3004406 


C-NT2RP3004406 


3119 


3120 


NT2RP3004552 


C-NT2RP3004552 


3121 


3122 


NT2RP3004557 


C-NT2RP3004557 


3123 


3124 


NT2RP3004625 


C-NT2RP3004625 


3125 


3126 


NT2RP3004640 


C-NT2RP3004640 


3127 


3128 


NT2RP3004647 


C-NT2RP3004647 


3129 


3130 


NT2RP4000108 


C-NT2RP4000108 


3131 


3132 


NT2RP4000962 


C-NT2RP4000962 


3133 


3134 


NT2RP4001009 


C-NT2RP4001009 


3135 


3136 


NT2RP40O1467 


C-NT2RP4001467 


3137 


3138 


OVARC 1000090 


C-OVARC 1000090 


3139 




OV ARC 1000105 


C-OVARC1000105 


3140 


3141 


OVARC1000137 


C-OVARC 1000 137 


3142 




OVARC1000208 


C-OVARC 1 000208 


3143 




OVARC1000255 


C-OVARC1000255 


3144 


3145 


OVARC1000275 


C-OVARC1000275 


3146 


3147 


OVARC1000298 


C-OVARC1000298 


3148 


3149 


OVARC1000410 


C-OVARC1000410 


3150 


3151 


OVARC1000439 


C-OVARC1000439 


3152 


3153 


OVARC1000467 


C-OVARC1000467 


3154 


3155 


OVARC 1000529 


C-OVARC1000529 


3156 


3157 


OVARC1000775 


C-OVARC1000775 


3158 


3159 
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OVARC1000811 


C-OVARC10008II 


3162 


3163 


OVARC1000853 


C-OVARC1000853 


3164 


3165 


OVARC1000916 


C-OVARC 10009 16 


3166 


3167 


OVARC1000956 


C-OVARC1000956 


3168 


3169 


OVARC1001030 


C-OVARC1001030 


3170 


3171 


OVARC 1001049 


C-OVARC1001049 


3172 


3173 


OVARC1001086 


C-OVARC1001036 


3174 


3175 


OVARC1001132 


C-OVARC1001132 


3176 


3177 


OVARC1001163 


C-OVARC1001163 


3178 


3179 


OVARC 1001 222 


C-OVARC1001222 


3180 




OVARC1001338 


C-OVARC1001338 


3181 


3182 


OVARC1001569 


C-OVARC1001569 


3183 


3184 


OVARC1001596 


C-OVARC1001596 


3185 


3186 


OVARC1001725 


C-OVARC1001725 


3187 




OVARC1001727 


C-OVARC1001727 


3188 




OVARC1001807 


C-OVARC1001807 


3189 


3190 


OVARC1001991 


C-OVARC1001991 


3191 


3192 


OVARC1002058 


C-OVARC1002058 


3193 


3194 


OVARC1002178 


C-OVARC1002178 


3195 




PLACE1000033 


C-PLACE10O0033 


3196 


3197 


PLACE1000231 


C-PLACE1000231 


3198 


3199 


PLACE 1000258 


C-PLACE1000258 


3200 


3201 


PLACE 1000442 


C-PLACE 1000442 


.3202 


3203 


PLACE 1000560 


C-PLACE1000560 


3204 


3205 
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PLACE 1000740 


C-PLACE1000740 


3206 


3207 


PLACE1000912 


C-PLACE1O00912 


, 3208 


3209 


PLACE 10009 14 


C-PLACE1000914 


3210 


3211 


PLACE 1000927 


C-PLACE1000927 


3212 


3213 


PLACE1001016 


C-PLACE1001016 


3214 


3215 




- nnnnnnnnnnnn luonn 
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PLACE1001100 


C-PLACE 1001 100 


3218 




PT ACF1001 1 14 

X -Li/^.^.J_< 1 V/W 111" 


C-PLACE1001114 


3219 


1990 

JZZU 




C-PLACE1001123 


3221 




PT APFIOO 1 Iftt 


C-PLACE1001183 


3222 


7997 

OLLD 




C-PLACE1001229 


3224 


5LLD 


pt appi nrn 931 


C-PLACE 1001231 


3226 


7777 
DLL I 




-nnnnnnnnnnnn nnnn 


nnnn 


PT APP1fifl174fi 


C-PLACE100134O 


3230 


777 7 
3L5L 


PI ArF10014.f)1 


C-PLACE1001401 


3232 


7977 


x JL/\ 1 UU 1 H- U / 


C-PLACE 1001407 


3234 


nor 
5l5j 


PT APPifini>iAzi 


C-PLACE1001464 


3236 


515 1 


pt a r^v: 1 AAl CAA 
r L, Al^JtS 1 UU 1 5UU 


C-PLACE1001500 


3238 


3239 


PT APPIAAI^IA 


C-PLACE1001516 


3240 


J241 


PT APP1rtA1^7A 


C-PLACE1001536 


3242 


70/1 7 

3243 


PT A PT7 1 AA 1 ^/^/l 


C-PLACE1001564 


3244 


3245 


PT A. PC 1 AA 1 /: c *r 
r JLAL-E 1 UU 1 O JO 


C-PLACE 1001 655 


3246 


3247 


iiniinnnixniiiixxn C 


l-minnnnnnnnnn nnnn 


nnnn 


r LACJb 1 UU 1 / 00 


C-PLACE 100 1788 


3250 


325 1 


rJLAL-illUUl /yj 


C-PLACE1001795 


3252 


3253 


riwACbluUloio 


C-PLACE1001836 


3254 


3255 


rLACfclUUlylo 


C-PLACE10019I8 


3256 


3257 


PLACE 100 1949 


C-PLACE1001949 


3258 


3259 


T>T A /T? 1 A AO AO A 

rJLACb 1 UUzUoU 


C-PLACE 1002080 


3260 


3261 


T3T A i~*T!2 1 AAOAAC 

rL ACb 1 UUzuV5 


C-PLACE 1002095 


3262 


3263 


dt a nr 1 AAT 1 

rJL AL±, 1 UU2 1 j 3 


C-PLACE 1002 153 


3264 


3265 


r LAlJb 1 UUzi/y 


C-PLACE 1002329 


3266 


3267 


pi Am/vm^< 


C-PLACE 1 002355 


3268 


3269 




C-PLACE1002374 


3270 


3271 


PT APP1AAO<1Q 
rLAtc 1 UUZO 1 o 


C-PLACE1002518 


3272 


3273 


PT A PP 1 0/i9 ^A7 


C-PLACE1002547 


3274 


70TC 

32/5 


PT A PP 100979 A 


C-PLACE1002726 


3276 


32 11 


pt APFinnoons 


C-PLACE1002905 


3278 


JL ry 


pt APPinn9Qi i 


C-PLACE1002911 


3280 


77Q 1 

3zol 


PT A PP 10070^7 


C-PLACE1002967 


3282 


77Q7 


pt APFiorni 


C-PLACE1003135 


3284 


77Q< 


PT A PF 1007167 


C-PLACE1003163 


3286 


770T 
JZO/ 


PT APF10O149R 


C-PLACE1003428 


3288 


79SIQ 

jLoy 


pt apfio/v*47R 


C-PLACE 1003438 


3290 


77Q1 


PT APF 1003460 


C-PLACE1 003460 


3292 


79Q7 


PLACE10O3529 


C-PLACE1003529 


3294 


3295 


PLACE10O3573 


C-PLACE1003573 


3296 


3297 


PLACE1003598 


C-PLACE 1003598 


3298 


3299 


PLACE 1003644 


C-PLACE1003644 


3300 




PLACE1003737 


C-PLACE1003737 


3301 


3302 


PLACE 1003772 


C-PLACE 1003772 


3303 


3304 


PLACE1003839 


C-PLACE1003839 


3305 


3306 
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PLACE1003845 C-PLACE 1003 84:5 3307 3308 

PLACE1003852 C-PLACE1O03852 3309 3310 

PLACE1004028 C-PLACE 1004023 3311 

PLACE1004166 C-PLACE 1004 166 3312 3313 

PLACE1004168 C-PLACE 1004 163 3314 3315 

PLACE1004199 C-PLACE 1004 199 3316 3317 

PLACE1004279 C-PLACE 1004279 3318 3319 

PLACE 1004282 C-PLACE 1004282 3320 3321 

PLACE1004305 C-PLACE 100430 5 3322 3323 

PLACE1004441 C-PLACE 1004441 3324 3325 

PLACE1004450 C-PLACE KXH450 3326 3327 

PLACE1004482 C-PLACE 1004482 3328 3329 

PLACE1004519 C-PLACE 10045 19 3330 3331 

PLACE 1004520 C-PLACE 1004520 3332 3333 

PLACE1004630 C-PLACE 100463 0 3334 3335 

PLACE1004637 C-PLACE1004637 3336 3337 

PLACE1004648 C-PLACE 1004648 3338 3339 
nnnnnnnnnnnn C-nnnnnnnnnnnn nnnn nnnn 

PLACE1004816 C-PLACE 10048 16 3342 3343 

PLACE 1004887 C-PLACE 1004887 3344 3345 

PLACE1005003 C-PLACE 1005003 3346 3347 

PLACE1005005 C-PLACE 1005005 3348 3349 

PLACE 1005031 C-PLACE 1005031 3350 3351 

PLACE 1005239 C-PLACE 1005239 3352 3353 

PLACE1005250 C-PLACE 1005250 3354 3355 

PLACE1005383 C-PLACE 1005383 3356 3357 

PLACE1005410 C-PLACE 10054 10 3358 3359 

PLACE1005426 C-PLACE 1005426 3360 3361 

PLACE1005519 C-PLACE 10055 19 3362 3363 

PLACE1005544 C-PLACE 1005544 3364 3365 

PLACE1005660 C-PLACE 1005660 3366 3367 

PLACE1005669 C-PLACE 1005669 3368 3369 

PLACE1005682 C-PLACE 1005682 3370 3371 

PLACE 1005725 C-PLACE 1005725 3372 3373 

PLACE 1005736 C-PLACE 1005736 3374 3375 

PLACE1005768 C-PLACE1005768 3376 3377 

PLACE 1005878 C-PLACE 1005 87 8 3378 3379 

PLACE1006093 C-PLACE 1006093 3380 3381 

PLACE1006208 C-PLACE 1006208 3382 3383 

PLACE1006219 C-PLACE 10062 19 3384 3385 

PLACE1006277 C-PLACE 1006277 3386 3387 

PLACE1006290 C-PLACE 1006290 3388 3389 

PLACE1006443 C-PLACE 1006443 3390 3391 

PLACE1006515 C-PLACE 10065 1 5 3392 3393 

PLACE1006716 C-PLACE 10067 16 3394 3395 

PLACE 1006809 C-PLACE 1006809 3396 3397 

PLACE1006959 C-PLACE 1006959 3398 3399 

PLACE 1007028 C-PLACE 1007028 3400 3401 

PLACE1007040 C-PLACE 1 007040 3402 3403 

PLACE1007096 C-PLACE 1007096 3404 3405 
nnnnnnnnnnnn C-nnnnnnnnnnnn nnnn nnnn 

PLACE 1007296 C-PLACE 1007296 3408 3409 
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10 



15 



20 



25 



30 



35 



40 



45 



50 



55 



PLACE1007591 

PLACE1007626 

PLACE1007702 

PLACE1007845 

PLACE1007881 

PLACE 1008297 

nnnnnnnnnnnn C 

PLACE1008469 

PLACE1008549 

PLACE 1008657 

PLACE1008716 

PLACE1008984 

PLACE 1008985 

PLACE 1009067 

PLACE1009196 

PLACE1009279 

PLACE 1009527 

PLACE 1009546 

PLACE 1009600 

PLACE 1009735 

PLACE 1009982 

PLACE1010078 

PLACE1010081 

PLACE1010251 

PLACE1010784 

PLACE1010827 

PLACE1010968 

PLACE1011045 

PLACE1011116 

PLACE1011236 

PLACE1011407 

PLACE1011516 

PLACE1011708 

PLACE1011824 

PLACE 101 1978 

PLACE2000118 

PLACE2000219 

SKNMC1000004 

THYRO 1000036 

THYRO1000061 

THYRO1000099 

THYRO1000196 

THYROl 000400 

THYRO1000580 

THYRO 1000584 

THYRO1000678 

THYRO1000795 

THYROl 000846 

THYRO1000866 

THYRO1000956 

THYRO 1000999 

THYRO1001063 



3412 
3414 
3416 
3418 
3420 



C-PLACE1007591 3410 

C-PLACE 1007626 3411 

C-PLACE1O077O2 3413 

C-PLACE1007845 3415 

C-PLACE 1007881 3417 

C-PLACE1008297 3419 
-nnnnnnnnnnnn nnnn nnnn 

C-PLACE1008469 3423 3424 

C-PLACE 1008549 3425 3426 

C-PLACE1008657 3427 3428 

C-PLACE1008716 3429 3430 

C-PLACE1008984 3431 3432 

C-PLACE1008985 3433 3434 

C-PLACE 1009067 3435 3436 

C-PLACE1009196 3437 3438 

C-PLACE1009279 3439 3440 

C-PLACE1009527 3441 3442 

C-PLACE 1009546 3443 3444 

C-PLACE1009600 3445 3446 

C-PLACE1009735 3447 3448 

C-PLACE1009982 3449 3450 

C-PLACE 1010078 3451 3452 

C-PLACE1010081 3453 3454 

C-PLACE 1 0 1025 1 3455 3456 

C-PLACE1010784 3457 3458 

C-PLACE1010827 3459 3460 

C-PLACE1010968 3461 3462 

C-PLACE1011045 3463 3464 

C-PLACE1011116 3465 3466 

C-PLACE 10 11236 3467 3468 

C-PLACE1011407 3469 3470 

C-PLACE1011516 3471 3472 

C-PLACE1011708 3473 3474 

C-PLACE1011824 3475 3476 

C-PLACE 1011 978 3477 3478 

C-PLACE2000118 3479 3480 

C-PLACE2000219 3481 

C-SKNMC1000004 3482 3483 

C-THYRO 1000036 3484 3485 

C-THYRO1000061 3486 3487 

C-THYRO 1000099 3488 3489 

C-THYRO1000196 3490 3491 

C-THYROl 000400 3492 3493 

C-THYRO1000530 3494 3495 

C-THYRO 1000584 3496 3497 

C-THYRO 1000678 3498 3499 

C-THYRO 1000795 3500 3501 

C-THYRO1000846 3502 3503 

C-THYRO1000866 3504 3505 

C-THYRO 1000956 3506 3507 
C-THYRO 1000999 3508 

C-THYRO1001063 3509 3510 
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THYRO 100 1071 


C-THYRO1001071 


3511 


3512 


THYRO1001102 


C-THYRO1001I02 


3513 


3514 


THYRO1001113 


C-THYRO1001113 


3515 


3516 


THYRO 1001 128 


C-THYRO1001128 


3517 


3518 


THYRO1001205 


C-THYRO1001205 


3519 


3520 


THYRO1001237 


C-THYRO1001237 


3521 


3522 


THYRO1001266 


C-THYRO 100 1266 


3523 


3524 


THYRO1001327 


C-THYRO1001327 


3525 


3526 


THYRO1001456 


C-THYRO1001456 


3527 


3528 


THYRO1001457 


C-THYRO1001457 


3529 


3530 


THYRO1001471 


C-THYRO1001471 


3531 


3532 


THYRO1001478 


C-THYRO1001478 


3533 


3534 


THYRO 100 1495 


C-THYRO 100 1495 


3535 


3536 


THYRO1001523 


C-THYRO1001523 


3537 


3538 


THYRO1O01529 


C-THYRO1001529 


3539 


3540 


THYRO1001700 


C-THYRO 1001700 


3541 


3542 


THYRO1001702 


C-THYRO1001702 


3543 


3544 


THYRO1001725 


C-THYRO1001725 


3545 


3546 


THYRO1001803 


C-THYRO1001803 


3547 


3548 


Y79AA1000127 


C-Y79AA1000127 


3549 


3550 


Y79AA 1000207 


C-Y79AA1000207 


3551 


3552 


Y79AA 1000226 


C-Y79AA 1000226 


3553 


3554 


Y79AA1000270 


C-Y79AA1000270 


3555 


3556 
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NT2RP3003448 

NT2RP4002715 

OVARC1000307 

PLACE1000907 

PLACE1007081 

PLACE1010011 

PLACE30O0213 

PLACE4000354 

PLACE4000455 

THYRO1000776 

THYRO1001593 

Y79AA1000750 

Y79AA1000888 

Y79AA1002129 

Y79AA1002334 



C-NT2RP2000092 
C-NT2RP2001538 
C-NT2RP2001921 
C-NT2RP2003138 
C-NT2RP2003302 
C-NT2RP2003950 
C-NT2RP2005535 
C-NT2RP2005774 
C-NT2RP3000148 
C-NT2RP3000232 
C-NT2RP3000427 
C-NT2RP3000652 
C-NT2RP3001650 
C-NT2RP3002409 
C-NT2RP3002411 
C-NT2RP3003448 
C-NT2RP4002715 
C-OVARC1000307 
C-PLACE 1000907 
C-PLACE1007081 
C-PLACE 1010011 
C-PLACE30002:i3 
C-PLACE4000354 
C-PLACE4000455 
C-THYRO1000776 
C-THYRO1001593 
C-Y79AA1 000750 
C-Y79AA1000888 
C-Y79AA1002129 
C-Y79AA1002334 



4111 4112 

4113 4114 

4115 4116 

4117 4118 

4119 4120 

4121 4122 

4123 4124 

4125 4126 

4127 4128 

4129 4130 
4131 

4132 4133 

4134 4135 
4136 

4137 4138 
4139 

4140 4141 

4142 4143 

4144 4145 

4146 4147 

4148 4149 

4150 4151 

4152 4153 
4154 

4155 4156 

4157 4158 

4159 4160 

4161 4162 

4163 4164 

4165 4166 



MAMMA1002224 C-MAMMA1002224 4167 

NT2RP1000271 C-NT2RP1000271 4168 4169 

NT2RP3000481 C-NT2RP3000481 4170 4171 

NT2RP3004481 C-NT2RP300448 1 4172 4173 

HEMBA1006658 C-HEMBA1 006658 4174 4175 

NT2RP2006099 C-NT2RP2006099 4176 4177 

NT2RP2006580 C-NT2RP2006580 4178 4179 



Homology search result 1 

[0287] The result of the homology search in the SwissProt using the representative sequences of the 5'-ends. 
Indicated are from the top, 

the name of the representative sequence of the cluster, 
definition of the top hit data, 

the P-value: the length of the sequence used for comparison (nucleotide) :similarity (%), 
the organism of which the top hit data is obtained, 
the Accession No. of the top hit data. 
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[0288] Homology search results of the representative sequences of the 5'-end cluster to the data in SwissProt da- 
tabase are shown only for the representative sequences of the cluster from which clones were selected based on the 
homology search results. 

[0289] The P-value is the score which is determined by taking into account the statistic probability of occurrence 
5 between the two sequences, and generally low score reflects high similarity. (Altschul, S.F., Gish, W., Miller, W., Myers, 
E.W. & Lipman, D.J. (1990) "Basic local alignment search tool." J. Mol. Biol. 215:403-410; Gish, W. & States, D.J. 
(1993) "Identification of protein coding regions by database similarity search." Nature Genet. 3:266-272). 

HRIFA000016a 

10 GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 1 .8 PRECURSOR (GRP 1 .8). 

9.2e-05:1 78:32 

PHASEOLUS VULGARIS (KIDNEY BEAN) (FRENCH BEAN). 
P10496 

15 HRIFA000071a 

CIRCUMSPOROZOITE PROTEB PRECURSOR (CS). 
5.8e-05:1 94:29 
PLASMODIUM SIMIUM. 
Q03110 

20 

HRIFA000116a 

HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME III. 
6.2e-06:83:27 

CAENORHABDITIS ELEGANS. 
25 P34679 

HRIFA000123a 

PATHOGEN ESI S-R ELATED PROTEIN 1 PRECURSOR (PR-1). 
6.2e-08:89:34 

30 ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 

P33154 

HRIFA000264a 

PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. 
35 1.4e-06:231:34 

GALLUS GALLUS (CHICKEN). 
P02457 

HRlFA000327a 
40 ATP-BINDING CASSETTE TRANSPORTER 1 . 

2. 0e-1 6:238:31 
MUS MUSCULUS (MOUSE). 
P41233 

45 HRIFA000415a 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 

3.6e-06:120:35 

MUS MUSCULUS (MOUSE). 

P05142 

50 

HRIFA000432a 

PUTATIVE GENERAL NEGATIVE REGULATOR OF TRANSCRIPTION C16C9.04C. 
2.2e-21:86:52 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
55 Q09818 

HRIFA000446a 

HYPOTHETICAL 64.8 KD PROTEIN IN GDI1-COX15 INTERGENIC REGION. 
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2.5e-09:138:34 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P40085 

HRIFA000553a 

CARTILAGE MATRIX PROTEIN PRECURSOR (MATRILIN-1). 
1.7e-27:1 17:48 

GALLUS GALLUS (CHICKEN). 
P05099 

HRIFA000564a 

ERYTHROCYTE BAND 7 INTEGRAL MEMBRANE PROTEIN (STOMATIN) (PROTEIN 7.2B). 

2.9e-28:1 63:38 

MUS MUSCULUS (MOUSE). 

P54116 

HRIFA000631a 

ZINC FINGER PROTEIN 140. 

8.2e-45:155:47 

HOMO SAPIENS (HUMAN). 

P52738 

HRIFA000683a 

FIBRILLIN 1 PRECURSOR. 

4.8e-1 8:77:46 

HOMO SAPIENS (HUMAN). 
P35555 

HRIFA000695a 

"SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3, CP4 AND CP5) [CONTAINS: BASIC PEP- 
TIDE IB-6" PEPTIDE P-H]. 
4.0e-06:1 05:33 
HOMO SAPIENS (HUMAN). 
P04280 

HRIFA000776a 

FIBRILLIN 2 PRECURSOR. 

1.6e-42:214:44 

HOMO SAPIENS (HUMAN). 

P35556 

HRIFA000814a 

ZINC FINGER PROTEIN 133. 

4.4e-1 6:49:87 

HOMO SAPIENS (HUMAN). 
P52736 

HRIFA000845a 

PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. 

6.0e-06:1 72:34 

MUS MUSCULUS (MOUSE). 

P11087 

HRIFA001099a 

CYCLIC-AMP-DEPENDENT TRANSCRIPTION FACTOR ATF-5 (FRAGMENT). 
0.92:38:34 

HOMO SAPIENS (HUMAN). 
P 18849 
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HRIFA001132a 
AGRIN PRECURSOR. 
1.3e-26:239:32 

GALLUS GALLUS (CHICKEN). 
P31696 

HRIFA001138a 

CARTILAGE OLIGOMERIC MATRIX PROTEIN PRECURSOR (COMP). 

5.9e-114:147:83 

HOMO SAPIENS (HUMAN). 

P49747 

HRIFA001200a 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (P135 PROTEIN) (IER 2.9/ER2.6). 
0.035:119:34 

BOVINE HERPESVIRUS TYPE 1 (STRAIN JURA). 
P29128 

HRIFA001337a 

LOW-DENSITY LIPOPROTEIN RECEPTOR PRECURSOR (LDL RECEPTOR). 
2.4e-1 7:98:42 

CRICETULUS GRISEUS (CHINESE HAMSTER). * 
P35950 

HRIFA001341a 

NEUROFILAMENT TRIPLET L PROTEIN (68 KD NEUROFILAMENT PROTEIN) (NF-L) 
(NF68). 

1.2e-1 02:248:87 

RATTUS NORVEGICUS (RAT). 

P 19527 

HRIFA001413a 

BACTENECIN 7 PRECURSOR (BAC7) (PR-59). 

0.0032:33:63 

BOS TAURUS (BOVINE). 

P19661 

HRIFA001439a 

B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD). 
0.00031:34:61 

HOMO SAPIENS (HUMAN). 
P20931 

HRIFA001489a 

PROBABLE G PROTEIN-COUPLED RECEPTOR APJ. 

8.4e-65:1 05:72 

HOMO SAPIENS (HUMAN). 

P35414 

HRIFA001558a 

HISTIDINE-RICH GLYCOPROTEIN PRECURSOR. 
0.0048:80:31 

PLASMODIUM LOPHURAE. 
P04929 

HRIFA001712a 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1.-). 
2.5e-1 9:1 69:31 
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THERMOMONOSPORA CURVATA. 
P49695 

HRIFA001720a 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 

1 .4e-94:273:64 

HOMO SAPIENS (HUMAN). 

Q03923 

HRIFA001866a 

EARLY ANTIGEN PROTEIN D (EA-D). 
0.10:93:34 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03191 

HRIFA001942a 

"PROCOLLAGEN-LYSINE,2-OXOGLUTARATE 5-DIOXYG ENASE 1 PRECURSOR (EC 1.14.11.4) (LYSYL HY- 
DROXYLASE 1) (LH1). M 
4.7e-12:140:30 

GALLUS GALLUS (CHICKEN). 
P24802 

HRIFA001971a 

HYPOTHETICAL 46.3 KD PROTEIN IN PTA1-CDC24 INTERGENIC REGION. 
2.5e-1 0:86:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P39727 

HRIFA001972a 

LAMININ ALPHA-1 CHAIN PRECURSOR (LAMININ A CHAIN). 
0.10:100:34 

MUS MUSCULUS (MOUSE). 
P19137 

HRIFA001975a 

ACETYLCHOLINESTERASE PRECURSOR (EC 3.1.1.7). 

6.5e-30:243:33 

MUS MUSCULUS (MOUSE). 

P21836 

HRIFA001984a 

H PROCOLLAGEN-LYSINE,2-OXOGLUTARATE 5-DIOXYGENASE 1 PRECURSOR (EC 1.14.11.4) (LYSYL HY- 
DROXYLASE 1)(LH1)." 
1.26-11:140:30 

GALLUS GALLUS (CHICKEN). 
P24802 

HRIFA002063a 
GNS1 PROTEIN. 
1.3e-05:1 27:30 

SACCHAROMYCES CEREVISIAE (BAKERS YEAST). 
P25358 

HRIFA002102a 

MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2). 

2.9e-07:241 :30 

HOMO SAPIENS (HUMAN). 

Q02817 
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HRIFA002284a 

ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP33). 
3.8e-05:1 04:34 

, RATTUS NORVEGICUS (RAT). 
P04474 

HRIFA002309a 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1.-). 
1.5e-08:1 10:37 

THERMOMONOSPORA CURVATA. 
P49695 

HRIFA002384a 

GAP JUNCTION ALPHA-6 PROTEIN (CONNEXIN 45) (CX45). 
1.8e-31:94:42 

HOMO SAPIENS (HUMAN). 
P36383 

HRIFA002503a 

N-AC ETYLLACTOS AM I N E SYNTHASE (EC 2.4.1 .90) (N-AC ETYLGLUCOSAM IN E (BETA 1 ^GALACTOSYL 

TRANSFERASE) (EC 2.4.1.38) (LACTOSE SYNTHASE A PROTEIN (EC 2.4.1.22)) (GALACTOSYLTRANS 

FERASE) (GT). 

6.1e-92:246:67 

MUS MUSCULUS (MOUSE). 

P 15535 

HRIFA002689a 

TRANSCRIPTION FACTOR GATA-6 (GATA BINDING FACTOR-6) (DNA BINDING PROTEIN GATA-GT2). 
0.38:49:34 

RATTUS NORVEGICUS (RAT). 
P46153 

HRIFA002694a 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR. 
4.7e-05:93:37 

ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 
P40602 

HRIFA002743a 

BONE MORPHOGENETIQ PROTEIN 1 PRECURSOR (EC 3.4.24.-) (BMP-1). 

1.2e-23:216:31 

HOMO SAPIENS (HUMAN). 

P13497 

HRIFA002762a 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 

5.1e-09:129:41 

MUS MUSCULUS (MOUSE). 

P05142 

HRIFA002766a 

FIBROMODULIN PRECURSOR (FM) (COLLAGEN-BINDING 59 KD PROTEIN). 

1.8e-12:139:34 

HOMO SAPIENS (HUMAN). 

Q06828 

HRIFA002787a 

PROCOLLAGEN ALPHA 2(l) CHAIN PRECURSOR. 
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1.6e-10:124:37 

HOMO SAPIENS (HUMAN). 

P08123 

5 HRIFA002805a 

ZINC FINGER PROTEIN 140. 
3.6e-23:43:74 

HOMO SAPIENS (HUMAN). 
P52738 

w 

HRIFA002891a 

"FIBUL1N-1, ISOFORM C PRECURSOR (BASEMENT-MEMBRANE PROTEIN 90) (BM-90).' 1 
2.0e-41:239:39 
MUS MUSCULUS (MOUSE). 
15 Q08878 

HRIFA002919a 

BEM46 PROTEIN (FRAGMENT). 
1.0e-12:171:32 

20 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 

P54069 

HRIFA002980a 

LOW-DENSITY LIPOPROTEIN RECEPTOR- RELATED PROTEIN 1 PRECURSOR (LRP) (ALPHA-2-MAC- 
25 ROGLOBULIN RECEPTOR) (A2MR). 

8.7e-32:202:37 

GALLUS GALLUS (CHICKEN). 
P98157 

30 HRIFA003055a 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 

3.4e-08;1 75:29 

MUS MUSCULUS (MOUSE). 

P05142 

35 

HRIFA003063a 

B-CELL LYMPHOMA 6 PROTEIN HOMOLOG. 
2.8e-15:123:34 
MUS MUSCULUS (MOUSE). 
40 P41183 

HRIFA003093a 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
1.3e-11:1 42:37 
45 MUS MUSCULUS (MOUSE). 

P05142 

HRIFA003340a 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (IMMEDIATE-EARLY PROTEIN IE110) (VMW110) (AL- 
SO PHA-0 PROTEIN). 
2.3e-05:200:31 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 
* P08393 

55 HRIFA003357a 

GLUCOSE REPRESSION MEDIATOR PROTEIN. 
0.0023:190:26 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
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P14922 

HRIFA003402a 

COLLAGEN ALPHA 1 (II) CHAIN (FRAGMENTS). 
5 3.6e-05:1 94:27 

BOS TAURUS (BOVINE). 
P02459 

HRIFA003504a 

10 CADHERIN-RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN). 

1.4e-08:1 50:33 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P33450 

15 HRIFA003592a 
CD9 ANTIGEN. 
0.0053:24:70 
BOS TAURUS (BOVINE). 
P30932 

20 

HRIFA003635a 

"MANNOSYL-OLIGOSACCHARIDE ALPHA- 1 ,2-MANNOSIDASE ISOFORM 1 (EC 3.2.1 .113) (MAN(9)-ALPHA- 
MANNOSIDASE)." 
5.3e-45:239:43 
25 DROSOPHILA MELANOGASTER (FRUIT FLY). 

P53624 

HRIFA003640a 

PROCYCLIC FORM SPECIFIC POLYPEPTIDE A-BETA PRECURSOR (PROCYCLIN) (PARP A-BETA). 
30 0.00018:28:64 

TRYPANOSOMA BRUCEI BRUCEI. 
P09791 

HRIFA003883a 

35 TRANSCRIPTIONAL REPRESSOR PROTEIN YY1 (YIN AND YANG 1) (YY-1) (DELTA TRANSCRIPTION FAC- 

TOR) (NF-E1) (UCR-MOTIF DNA-BINDING PROTEIN). 
1.0:57:35 

MUS MUSCULUS (MOUSE). 
Q00899 

40 

HRIFA003892a 

MULTIDRUG RESISTANCE PROTEIN 2 (MULTIDRUG-EFFLUX TRANSPORTER 2). 
6.5e-08:1 44:25 - 
BACILLUS SUBTILIS. 
45 P39843 

HRIFA003946a 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
1 .4e-06:85:37 
so MUS MUSCULUS (MOUSE). 

P05142 

HRIFA004006a 
ZINC FINGER PROTEIN 140. 
55 6.2e-20:83:66 

HOMO SAPIENS (HUMAN). 
P52738 
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HRIFA004034a 

B-CELL LYMPHOMA 3-ENCODED PROTEIN (BCL-3 PROTEIN). 

1.4e-15:1 92:32 

HOMO SAPIENS (HUMAN). 

P20749 

HRIFA004112a 

CADHERIN-RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN). 
7.2e-26:1 93:37 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P33450 

HRIFA004162a 

ERYTHROCYTE BAND 7 INTEGRAL MEMBRANE PROTEIN (STOMATIN) (PROTEIN 7.2B). 

3.6e-10:117:29 

MUS MUSCULUS (MOUSE). 

P54116 

HRIFA004401a 

LACTOSE OPERON REPRESSOR. 

1.1e-07:36:86 

ESCHERICHIA COLI. 

P03023 

HRIFA004426a 

ATRIAL GLAND-SPECIFIC ANTIGEN PRECURSOR (AGSA). 
5.1e-11:85:41 

APLYSIA CALIFORNICA (CALIFORNIA SEA HARE). 
P15287 

HRIFA004490a 

BETA-G ALACTO SI DAS E PRECURSOR (EC 3.2.1.23) (LACTASE) (ACID BETA-GALACTOSIDASE). 

5.3e-1 9:1 01:44 

MUS MUSCULUS (MOUSE). 

P23780 

HRIFA004523a 

GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-). 
2.6e-36:1 80:43 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P43636 

HRIFA004663a 

T-CELL-SPECIFIC TRANSCRIPTION FACTOR 1 (TCF-1 ) (T-CELL FACTOR 1) (TRANSCRIPTION FACTOR-7). 

1.2e-40:112:75 

MUS MUSCULUS (MOUSE). 

Q00417 

HRIFA004696a 

PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT. 

1.1e-62:145:84 

CANIS FAMILIARIS (DOG). 

P38377 

HRIFA004714a 

HYPOTHETICAL 36.7 KD PROTEIN AH6.2 IN CHROMOSOME II. 
2.3e-50:1 27:54 

CAENORHABDITIS ELEGANS. 
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Q09201 

HRIFA004745a 

MITOCHONDRIAL RNA SPLICING PROTEIN MSR4. 
5 5.0e-1 7:1 07:43 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P23500 

HRIFA004780a 

10 EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN). 

7.2e-07:142:30 
ZEA MAYS (MAIZE). 
P14918 

15 HRIFA004919a 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 1.8 PRECURSOR (GRP 1.8). 
1.5e-25:156:46 

PHASEOLUS VULGARIS (KIDNEY BEAN) (FRENCH BEAN). 
P10496 

20 

HRIFA005072a 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN (CLONE W10-1) (FRAGMENT). 
8.3e-05:24:62 

LYCOPERSICON ESCULENTUM (TOMATO). 
25 Q01157 

HRIFA005102a 

A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. 
2.5e-07:1 88:31 

30 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P32323 

HRIFA005184a 
CYTOCHROME B5. 
35 3.4e-11:117:29 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P40312 

HRIFA005214a 

40 TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (VMW11 8 PROTEIN). 

5.9e-05:141:33 

HERPES SIMPLEX VIRUS (TYPE 2 / STRAIN HG52). . 
P28284 

45 HRIFA005231a 
ORM1 PROTEIN. 
1.7e-1 8:1 37:35 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53224 

50 

HRIFA005240a 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 
6.3e-81:1 94:70 
HOMO SAPIENS (HUMAN). 
55 Q03923 

HRIFA005255a 

HYPOTHETICAL 57.1 KD PROTEIN IN MAP2-TEL1 INTERGENIC REGION. 
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1.5e-07:202:24 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P38176 

5 HRIFA005271a 

MITOCHONDRIAL PHOSPHATE CARRIER PROTEIN PRECURSOR. 
1.2e-55:86:81 

HOMO SAPIENS (HUMAN). 
Q00325 

10 

HRIFA005296a 

INSULIN PROMOTER FACTOR 1 (IPF-1) (ISLET/DUODENUM HOMEOBOX-1) (IDX-1) (SOMATOSTATIN 
TRANSACTIVATING FACTOR-1) (STF-1) (PANCREAS/DUODENUM HOMEOBOX-1) (GLUCOSE SENSITIVE 
FACTOR) (GSF). 
15 0.82:90:34 

HOMO SAPIENS (HUMAN). 
P52945 

HRIFA005300a 

20 SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 

1.6e-07: 178:30 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P 17437 

25 HRIFA005369a 

EBNA-1 NUCLEAR PROTEIN. 
2.3e-07:1 01:39 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

30 

HRIFA005372a 

CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN B) (NF-YB) (CAAT- 

BOX DNA BINDING PROTEIN SUBUNIT B). 

1.1e-14:97:38 

35 PETROMYZON MARINUS (SEA LAMPREY). 

P25210 

HRIFA005392a 

SYNDECAN-2 PRECURSOR (FIBROGLYCAN) (HEPARAN SULFATE PROTEOGLYCAN CORE PROTEIN) 
40 (HSPG) (SYND2). 

1.3e-50:1 26:84 
HOMO SAPIENS (HUMAN). 
P34741 

45 HRIFA005409a 

HIGH-AFFINITY CATIONIC AMINO ACID TRANSPORTER-1 (CAT-1 ) (CAT1) (SYSTEM Y+ BASIC AMINO ACID 
TRANSPORTER) (ECOTROPIC RETROVIRAL LEUKEMIA RECEPTOR HOMOLOG) (ERR) (ECOTROPIC RET- 
ROVIRUS RECEPTOR HOMOLOG). 
7.1e-66:197:64 
50 HOMO SAPIENS (HUMAN). 

P30825 

HRIFA005420a 

INTERFERON-RELATED PROTEIN PC4 (TPA INDUCED SEQUENCE 7) (TIS7 PROTEIN). 
55 1.56-33:221:41 

MUS MUSCULUS (MOUSE). 
P19182 
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HRIFA005438a 

SUCCINATE DEHYDROGENASE [UBIQUINONE] FLAVOPROTEIN SUBUNIT PRECURSOR (EC 1.3.5.1) (FP) 
(FLAVOPROTEIN SUBUNIT OF COMPLEX II). 
6.4e-71:1 75:68 
5 HOMO SAPIENS (HUMAN). 

P31040 

HRIFA005462a 

CARBONIC ANHYDRASE VI (EC 4.2.1 .1) (SALIVARY) (CARBONATE DEHYDRATASE VI). 
10 1.4e-1 9:1 37:37 

OVIS ARIES (SHEEP). 
P08060 

HRIFA005500a 
15 EBNA-1 NUCLEAR PROTEIN. 

0.00042:54:50 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

20 HRIFA005540a 

CYCLIC-AMP-DEPENDENT TRANSCRIPTION FACTOR ATF-6 (FRAGMENT). 
0.12:47:29 

HOMO SAPIENS (HUMAN). 
P18850 

25 

HRIFA005644a 

VACUOLAR ATP SYNTHASE SUBUNIT AC45 PRECURSOR (EC 3.6.1 .34) (V-ATPASE AC45 SUBUNIT). 
1.2e-1 02:233:87 
BOS TAURUS (BOVINE). 
30 P40682 

HRIFA005702a 

CELL SURFACE GLYCOPROTEIN MUC18 PRECURSOR (MELANOMA-ASSOCIATED ANTIGEN MUC18) 
(MELANOMA-ASSOCIATED ANTIGEN A32) (S-ENDO 1 ENDOTHELIAL- ASSOCIATED ANTIGEN) (CD146 AN- 
35 TIGEN) (MELANOMA ADHESION MOLECULE). 

8.7e-05:1 74:28 
HOMO SAPIENS (HUMAN). 
P43121 

40 HRIFA005720a 

F-SPONDIN PRECURSOR. 
8.9e-1 2:1 55:31 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P35447 

45 

HRIFA005728a 

SPORULATION-SPECIFIC PROTEIN 1 (EC 2.7.1.-). 
1.7e-05:1 26:29 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
50 P08458 

HRIFA005732a 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-). 
4.4e-26:159:38 
55 THERMOMONOSPORA CURVATA. 

P49695 

HRlFA005760a 
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FUCOSYLGLYCOPROTEIN ALPHA-N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1.40) (HISTO- 
BLOOD GROUP A TRANSFERASE) (A TRANSFERASE) / FUCOSYLGLYCOPROTEIN 3-ALPHA-GALACTOS- 
YLTRANSFERASE (EC 2.4.1.37) (HISTO-BLOOD GROUP B TRANSFERASE) (B TRANSFERASE) (NAGAT). 
3.8e-1 5:53:54 

HOMO SAPIENS (HUMAN). 
P16442 

HRIFA005781a 

ESTRADIOL 17 BETA-DEHYDROGENASE 3 (EC 1.1.1.62) (17-BETA-HSD 3) (TESTICULAR 1 7-BETA-HY- 

DROXYSTEROID DEHYDROGENASE). 

5.2e-47:228:47 

HOMO SAPIENS (HUMAN). 

P37058 

HRIFA005944a 

PROCOLLAGEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: CHONDROCALCIN]. 

2.5e-06:142:35 

MUS MUSCULUS (MOUSE). 

P28481 

HRIFA006183a 

ZINC FINGER PROTEIN 136. 

1.3e-42:129:62 

HOMO SAPIENS (HUMAN). 

P52737 

HRIFA006250a 

HOMEOTIC GENE REGULATOR (BRAHMA PROTEIN). 
0.0038:75:37 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P25439 

HRIFA006298a 

EBNA-1 NUCLEAR PROTEIN. 

1.4e-05:80:42 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

HRIFA006448a 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
8.5e-05:1 83:28 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P17437 

HRIFA006494a 

AXONIN-1 PRECURSOR (AXONAL GLYCOPROTEIN TAG-1) (TRANSIENT AXONAL GLYCOPROTEIN 1). 

1.2e- 18:20 1:33 

HOMO SAPIENS (HUMAN). 

Q02246 - 

HRIFA006510a 
CORNICHON PROTEIN. 
6.0e-53:144:66 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P49858 

HRIFA006566a 

CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN B) (NF-YB) (CAAT- 
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BOX DNA BINDING PROTEIN SUBUNIT B). 
6.6e-1 5:97:38 

PETROMYZON MARINUS (SEA LAMPREY). 
P25210 

5 

HRIFA006572a 

PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. 
7.2e-05:1 58:29 
MUS MUSCULUS (MOUSE). 
10 P11087 

HRIFA006586a 

HYPOTHETICAL 53.3 KD PROTEIN IN HXT8-CAN1 INTERGENIC REGION. 
1.3e-1 3:21 9:26 

15 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P39981 

HRIFA006596a 

POTENTIAL CAAX PRENYL PROTEASE 1 (EC 3.4.24.-) (PRENYL PROTEIN- SPECIFIC ENDOPROTEASE 1) 
20 (PPSEP 1). 

7.2e-22:241 :32 

SCH1ZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q 10071 

25 HRIFA006609a 

PANCREATIC HORMONE PRECURSOR (PANCREATIC POLYPEPTIDE) (PP). 
0.61:28:46 

"GALLUS GALLUS (CHICKEN), AND MELEAGRIS GALLOPAVO (COMMON TURKEY)." 
P01306 

30 

HRIFA006633a 

COLLAGEN ALPHA 1(XVI) CHAIN PRECURSOR. 
7.8e-07:1 70:34 
HOMO SAPIENS (HUMAN). 
35 Q07092 

HRlFA006642a 

AMALGAM PROTEIN PRECURSOR. 
1.5e-09:1 85:28 
40 DROSOPHILA MELANOGASTER (FRUIT FLY). 

P15364 

HRIFA006649a . 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 
45 1.7e-50: 166:50 

HOMO SAPIENS (HUMAN). 
Q03923 

HRIFA006667a 

50 ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 

6.8e-45:1 80:43 
HOMO SAPIENS (HUMAN). 
Q03923 

55 HRlFA006730a 
SYG1 PROTEIN. 
1.8e-14:164:35 

SACCHAROMYCES CEREVISIAE (BAKERS YEAST). 
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P40528 

HRIFA006798a 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
0.22:149:34 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P17437 

HRIFA006926a 
SYNAPTOTAGMIN IV. 
3.6e-1 9:1 68:38 

RATTUS NORVEGICUS (RAT). 
P50232 

HRIFA007013a 
MIC1 PROTEIN. 
1.4e-1 3:1 15:38 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53258 

HRIFA007032a 

CCAAT DISPLACEMENT PROTEIN (HOMEOBOX PROTEIN CLOX) (CLOX-1) (FRAGMENT). 

0.00013:92:35 

CANIS FAMILIARIS (DOG). 

P39881 

HRIFA007068a 

EBNA-1 NUCLEAR PROTEIN. 

7.0e-10:145:33 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

HRIFA007152a 

TRANSCRIPTION FACTOR SOX-4. 
0.90:47:44 

HOMO SAPIENS (HUMAN). 
Q06945 

HRIFA007219a 

THROMBOSPONDIN 3 PRECURSOR. 

1.3e-1 05:209:88 

HOMO SAPIENS (HUMAN). 

P49746 

HRIFA007228a 

HYPOTHETICAL 53.3 KD PROTEIN IN HXT8-CAN1 INTERGENIC REGION. 
2.3e-11:1 74:24 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P39981 

HRIFA007243a 

PROBABLE CALCIUM-TRANSPORTING ATPASE 6 (EC 3.6.1.38). 
3.0e-18:163:36 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P39986 

HRIFA007244a 

EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN). 
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4.2e-05:81 :33 

NICOTIANA TABACUM (COMMON TOBACCO). 
P13983 

5 HRIFA007256a 

DEATH-ASSOCIATED PROTEIN KINASE 1 (EC 2.7.1.-) (DAP KINASE 1). 

2.3e-77:1 86:75 

HOMO SAPIENS (HUMAN). 

P53355 

10 

HRIFA007262a 

PAIRED AM PHI PATH IC HELIX PROTEIN. 
1.3e-06:1 52:26 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
15 P22579 

HRIFA007352a 

S'-TG-S'lNTERACTING FACTOR (HOMEOBOX PROTEIN TGIF). 
4.2e-36:1 46:57 
20 HOMO SAPIENS (HUMAN). 

Q 15583 

HRIFA007424a 
F-SPONDIN PRECURSOR. 
25 8.9e-34:84:89 

RATTUS NORVEGICUS (RAT). 
P35446 

HRIFA007435a 
30 PROTEIN KINASE CEK1 (EC 2.7.1 .-). 

1.0e-37:159:53 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
P38938 

35 HRIFA007463a 

HST1 PROTEIN (HOMOLOGOUS TO SIR2 PROTEIN 1). 
4.8e-32:85:48 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53685 

40 

HRIFA007493a 

UBIQUITIN-CONJUGATING ENZYME E2-28.4 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN LIGASE) (UBIQUITIN 
CARRIER PROTEIN). 
1.2e-47: 171:56 

45 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P33296 

HRIFA007512a 

EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN). 
50 8. Oe-07: 173:28 

NICOTIANA TABACUM (COMMON TOBACCO). 
P 13983 

HRIFA007532a 

55 "CALPAIN P94, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CALCIUM -ACTIVATED NEUTRAL PROTEIN- 

ASE) (CANP) (P94 PROTEIN) (MUSCLE-SPECIFIC CALCIUM-ACTIVATED NEUTRAL PROTEASE 3 LARGE 
SUBUNIT)." 
1.8e-10:110:37 
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HOMO SAPIENS (HUMAN). 
P20807 

HR!FA007547a 

5 TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (P135 PROTEIN) (IER 2.9/ER2.6). 

0.068:51:45 

BOVINE HERPESVIRUS TYPE 1 (STRAIN K22). 
P29836 

10 HRIFA007565a 

COLLAGEN ALPHA 1(X) CHAIN PRECURSOR. 

5.1e-08:121:37 

HOMO SAPIENS (HUMAN). 

Q03692 

15 

HRIFA007571a 
ORM1 PROTEIN. 
5.8e-1 7:1 06:36 ■ 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
20 P53224 

HRIFA007659a 

HYPOTHETICAL 51 .5 KD PROTEIN D2024.3 IN CHROMOSOME IV. 
2.5e-47:213:41 
25 CAENORHABDITIS ELEGANS. 

P49191 

HRiFA007722a 

HYPOTHETICAL 24.5 KD PROTEIN IN SAP185-BCK1 INTERGENIC REGION. 
30 7.7e-13:146:32 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P40857 

HRIFA007728a 

35 EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN). 

9.1e-05:124:31 

NICOTIANA TABACUM (COMMON TOBACCO). 
P 13983 

40 HRIFA007745a 

ACETYLCHOLINESTERASE PRECURSOR (EC 3.1.1.7) (ACHE). 
7.0e-1 5:1 09:36 

TORPEDO CALIFORNIA (PACIFIC ELECTRIC RAY). 
P04058 

45 

HRIFA007829a 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN (CLONE W1 0-1 ) (FRAGMENT). 
0.00045:16:68 

LYCOPERSICON ESCULENTUM (TOMATO). 
50 Q01157 

HRIFA007909a 

COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS). 
6.1e-06:173:34 
55 BOS TAURUS (BOVINE). 

P02453 

HRIFA007985a 
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T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA 11). 
0.00079:97:37 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P06333 

5 

HRIFA008000a 

"DIHYDROPYRIDINE-SENSITIVE L-TYPE, CALCIUM CHANNEL ALPHA-2/QELTA SUBUNITS PRECURSOR." 
1.6e-37:1 65:42 

ORYCTOLAGUS CUNICULUS (RABBIT). 
10 P13806 

HRIFA008174a 

COLLAGEN 1(X) CHAIN PRECURSOR. 
4.5e-05:215:28 
15 BOS TAURUS (BOVINE). 

P23206 

HRIFA008186a 

ESTRADIOL 17 BETA-DEHYDROGENASE 3 (EC 1.1.1.62) (17-BETA-HSD 3) (TESTICULAR 17-BETA-HY- 
20 bROXYSTEROID DEHYDROGENASE). 

2.1e-25:118:46 
HOMO SAPIENS (HUMAN). 
P37058 

25 HRlFA008200a 

ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHEROMONE ALPHA- 
FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPONENT). 
7.9e-17:139:36 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
30 P32802 

HRIFA008212a 

A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. 
0.035:135:28 

35 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P32323 

HRIFA008252a 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
40 0.00015:128:32 

MUS MUSCULUS (MOUSE). 
P05142 

HRIFA008284a 

45 NEURAL CELL ADHESION MOLECULE L1 PRECURSOR (N-CAM L1). 

3.9e-1 8:153:30 
HOMO SAPIENS (HUMAN). 
P32004 

so HRIFA008314a 

HYPOTHETICAL 149.7 KD PROTEIN IN IRE1-KSP1 INTERGENIC REGION. 
2.1 e-1 8:99:47 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P38800 

55 

HRIFA008362a 

PHOSPHATIDYLCHOLINE-STEROL ACYLTRANSFERASE PRECURSOR (EC 2.3.1.43) (LECITHIN-CHOLES- 
TEROL ACYLTRANSFERASE) (PHOSPHOLIPID-CHOLESTEROL ACYLTRANSFERASE) (FRAGMENT). 
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9.1 e-42:1 35:57 

GALLUS GALLUS (CHICKEN). 
P53760 

HRIFA008426a 

HOMEODOMAIN PROTEIN AKR (AVIAN KNOTTED- RELATED PROTEIN). 
1.3e-08:1 04:45 

GALLUS GALLUS (CHICKEN). 
Q90655 

HRIFA008459a 

CARBON CATABOLITE DEREPRESSING PROTEIN KINASE (EC 2.7.1 .-). 
5.5e-15:96:40 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P06782 

HRIFA008483a 

PROBABLE LONG-CHAIN FATTY ACID TRANSPORT PROTEIN. 
7.4e-26:1 54:41 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P38225 

HRIFA008547a 

ZINC FINGER PROTEIN 136. 

7.2e-57:228:50 

HOMO SAPIENS (HUMAN). 

P52737 

HRIFA008596a 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
1.6e-05:97:35 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P 17437 

HRIFA008611a 

NPL1 PROTEIN (SEC63 PROTEIN). 
8.1e-15:113:38 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P14906 

HRIFA008661a 

GALACTOSE-PROTON SYMPORT (GALACTOSE TRANSPORTER). 
2.7e-1 6:1 84:29 
ESCHERICHIA COLI. 
P37021 

HRIFA008717a 

SERINE/THREONINE-PROTEIN KINASE NRK1 (EC 2.7.1.-) (N-RICH KINASE 1). 
6.9e-32:198:41 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P38692 

HRIFA008784a 

HYPOTHETICAL 26.3 KD PROTEIN IN OYE2-GND1 INTERGENIC REGION. 
2.2e-1 6:93:47 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P38869 
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HRIFA008790a 

HYPOTHETICAL 15.7 KD PROTEIN IN NUP85-SSC1 INTERGENIC REGION. 
4.2e-08:121:32 . 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P47111 

HRIFA008976a 

ACROSIN PRECURSOR (EC 3.4.21.10). 
0.31:20:70 

HOMO SAPIENS (HUMAN). 
P10323 

HRIFA008981a 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 

1.0e-84:1 26:74 

HOMO SAPIENS (HUMAN). 

Q03923 

HRIFA008989a 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (IMMEDIATE-EARLY PROTEIN IE110) (VMW110) (AL- 
PHA-0 PROTEIN). 
1.2e-05: 134:33 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 
P08393 

HRIFA009071 a 

CELLULAR TUMOR ANTIGEN P53 (PHOSPHOPROTEIN P53). 
0.14:10431 

HOMO SAPIENS (HUMAN). 
P04637 

HRIFA009101a 

ZINC FINGER PROTEIN 136. 

6.5e-47:1 26:67 

HOMO SAPIENS (HUMAN). 

P52737 

HRIFA009123a 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
0.010:127:35 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P17437 

HRIFA009136a 
REGULATORY PROTEIN E2. 
0.032:100:37 

HUMAN PAPILLOMAVIRUS TYPE 25. 
P36787 

HRIFA009171a 

BUTYROPHILIN PRECURSOR (BT). 

1.6e-15:168:31 

BOS TAURUS (BOVINE). 

P18892 

HRIFA009220a 

HYPOTHETICAL 43.7 KD PROTEIN C24B11.08C IN CHROMOSOME I. 
2.2e-48:268:41 
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SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q09895 

HRIFA009339a 

5 PROCOLLAGEN ALPHA 2(l) CHAIN PRECURSOR. 

0.63:57:35 

MUS MUSCULUS (MOUSE). 
Q01149 

10 HRIFA009451a 

METALLO PROTEINASE INHIBITOR 1 PRECURSOR (TIMP-1 ) (ERYTHROID POTENTIATING ACTIVITY) (EPA) 
(TISSUE INHIBITOR OF METALLOPROTEINASES) (FIBROBLAST COLLAGENASE INHIBITOR) (COLLA- 
GENASE INHIBITOR). 
1.7e-57:1 63:73 
15 HOMO SAPIENS (HUMAN). 

P01033 

HRIFA009482a 

BETA-G ALACTO S I D AS E PRECURSOR (EC 3.2.1.23) (LACTASE) (ACID BETA-G ALACTOS I D AS E) . 
20 7.7e-25:86:59 

MUS MUSCULUS (MOUSE). 
P23780 

HRIFA009578a 

25 HYPOTHETICAL 24.5 KD PROTEIN IN SAP185-BCK1 INTERGENIC REGION. 

8.8e-10:199:26 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P40857 

30 HRIFA009762a 

CCAAT DISPLACEMENT PROTEIN (CDP) (CDP2) (FRAGMENT). 
0.17:116:32 

RATTUS NORVEGICUS (RAT). 
P53565 

35 

HRIFA009783a 

HYPOTHETICAL 85.7 KD PROTEIN C13G6.03 IN CHROMOSOME I. 
6.2e-48:231 :48 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
40 Q09782 

HRIFA009825a 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR. 
4.0e-06:70:38 

45 ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 

P40602 

HRIFA009852a 

"NEURAL CELL ADHESION MOLECULE 1 , LARGE ISOFORM PRECURSOR (N-CAM 180) [CONTAINS: N-CAM 
50 140]." 

4.0e-07:1 98:27 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P16170 

55 HRIFA009881a 

EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN). 
1.5e-11:106:35 

SORGHUM VULGARE (SORGHUM). 
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P24152 

HRIFA009983a 

G-BOX BINDING FACTOR (GBF). 
5 3.8e-10:156:30 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 
P36417 

HRIFA01 0005a 
10 "M PROTEIN, SEROTYPE 49 PRECURSOR." 

1.6e-05: 183:27 

STREPTOCOCCUS PYOGENES. 
P16947 

15 HRIFA01 0078a 

HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC REGION. 
4.7e-05:1 94:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53214 

20 

HRIFA01 0085a 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 
2.9e-92:243:69 
HOMO SAPIENS (HUMAN). 
25 Q03923 

HRIFA01 0090a 

N-ACETYLGLUCOSAMINE-6-SULFATASE PRECURSOR (EC 3.1.6.14) (G6S) (GLUCOSAMINE-6-SULFA- 
TASE). 
30 6.7e-1 6:78:51 

HOMO SAPIENS (HUMAN). 
P15586 

HRIFA010130a 

35 DOLICHYL-PHOSPHATE-MANNOSE--PROTEIN MANNOSYLTRANSFERASE 4 (EC 2.4.1 .109). 

5.6e-1 3:99:34 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P46971 

40 HRIFA010152a 

"ADENYLATE CYCLASE, TYPE V (EC 4.6.1.1) (ATP PYROPHOSPHATE-LYASE) (CA(2+)-INHIBITABLE ADE- 
NYLYL CYCLASE)." 
2.3e-05:73:43 
CANIS FAMILIARIS (DOG). 
45 P30803 

HRIFA010176a 

HEPATOCYTE NUCLEAR FACTOR 3- BETA (HNF-3B). 
0.066:105:31 
50 MUS MUSCULUS (MOUSE). 

P35583 

HRIFA010301a 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR. 
55 1.1e-09:1 20:34 

ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 
P40602 
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HRIFA010319a 

DOPAMINE- BETA-MONO OXYGENASE PRECURSOR (EC 1.14.17.1) (DOPAMINE BETA- HYDROXYLASE) 
(DBH). 

4.8e-23:1 85:32 
5 RATTUS NORVEGICUS (RAT). 

Q05754 

HRIFA0l0361a 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
10 2.6e-08:1 36:32 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P17437 

HRIFA01 0394a 

15 HYPOTHETICAL 51 .5 KD PROTEIN D2024.3 IN CHROMOSOME IV. 

3.3e-36:144:47 

CAENORHABDITIS ELEGANS. 
P49191 

20 HRIFA01 0425a 

A- AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. 

1.9e-09:1 99:29 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32323 

25 

HRIFA01 0460a 

TRANSCRIPTIONAL ACTIVATOR FE65. 
2.3e-27: 101:54 

RATTUS NORVEGICUS (RAT). 
30 P46933 

HRIFA01 0466a . 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
5.3e-07:1 23:34 
35 XENOPUS LAEVIS (AFRICAN CLAWED FROG). 

P17437 

HRIFA01 0490a 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (EARLY PROTEIN 0) (EP0). 
40 0.0031:118:30 

PSEUDORABIES VIRUS (STRAIN INDIANA-FUNKHAUSER / BECKER) (PRV). 
P29129 

HRIFA01 0736a 
45 PROTEIN Q300. 

0.018:14:85 

MUS MUSCULUS (MOUSE). 
Q02722 

so HRIFA01 0790a 

RENAL SODIUM-DEPENDENT PHOSPHATE TRANSPORT PROTEIN 2 (SODIUM/PHOSPHATE COTRANS- 
PORTER 2) (NA(+)/PI COTRANSPORTER 2) (RENAL SODIUM-PHOSPHATE TRANSPORT PROTEIN 2) (RE- 
NAL NA+-DEPENDENT PHOSPHATE COTRANSPORTER 2). 
1.6e-82:1 97:72 
55 HOMO SAPIENS (HUMAN). 

Q06495 

HRIFA01 0799a 
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PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. 
1.7e-05:220:30 

GALLUS GALLUS (CHICKEN). 
P02457 

5 

HRIFA01 0859a 

ALPHA-2C-1 ADRENERGIC RECEPTOR (ALPHA-2C-1 ADRENOCEPTOR) (SUBTYPE C4). 
0.063:134:33 

HOMO SAPIENS (HUMAN). 
10 P1 8825 

HRIFA010891a 

HYPOTHETICAL 22.7 KD PROTEIN IN PAS1-MST1 INTERGENIC REGION. 
0.044:28:64 

15 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P36015 

HRIFA0 10975a 

TYROSINE-PROTEIN KINASE SYK (EC 2.7.1 .112) (SPLEEN TYROSINE KINASE). 
20 8.5e~1 13:1 44:86 

HOMO SAPIENS (HUMAN). 
P43405 

HRIFA01 0988a 
25 GASTRIN PRECURSOR. 

0.084:59:37 

HOMO SAPIENS (HUMAN). 
P01350 

30 HRIFA011016a 

PROTEIN DISULFIDE ISOMERASE-RELATED PROTEIN PRECURSOR (ERP72) (CALCIUM-BINDING PRO- 
TEIN 2) (CABP2). 
3.1e-15:127:37 

RATTUS NORVEGICUS (RAT). 
35 P38659 

HRIFA011105a 

SALIVARY GLUE PROTEIN SGS-7 PRECURSOR. 
0.97:41:43 

40 DROSOPHILA MELANOGASTER (FRUIT FLY). 

P02841 

HRIFA011128a 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN (CLONE W10-1) (FRAGMENT). 
45 0.0046:30:63 

LYCOPERSICON ESCULENTUM (TOMATO). 
Q01157 

HRIFA011179a 

so PROBABLE SERINE/THREONINE-PROTEIN KINASE YKL1 01 W (EC 2.7.1 .-). 

1.1e-20:127:42 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P34244 

55 HRIFA011197a 

DIPEPTIDYL PEPTIDASE IV (EC 3.4.14.5) (DPP IV) (THYMOCYTE-ACTIVATING MOLECULE) (THAM). 

5.8e-26:1 69:40 

MUS MUSCULUS (MOUSE). 
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P28843 

HRIFA011449a 

GALACTOSYLTRANSFERASE ASSOCIATED PROTEIN KINASE P58/GTA (EC 2.7.1.-). 

1.9e-26:109:53 

MUS MUSCULUS (MOUSE). 

P24788 

HRIFA011484a 

D(4) DOPAMINE RECEPTOR (D(2C) DOPAMINE RECEPTOR). 

0.00055:115:33 

HOMO SAPIENS (HUMAN). 

P21917 

HRIFA011512a 

POSSIBLE GLOBAL TRANSCRIPTION ACTIVATOR SNF2L2 (SNF2-ALPHA). 

0.00024:139:25 

HOMO SAPIENS (HUMAN). 

P51531 

HRIFA011580a 

VITELLOGENIN II PRECURSOR (MAJOR VITELLOGENIN) [CONTAINS: LIPOVITELLIN I (LVI) PHOSVITIN (PV) 
LIPOVITELLIN II (LVII) YGP40]. 
4.0e-08:1 82:32 

GALLUS GALLUS (CHICKEN). 
P02845 

HRIFA01 1659a 

VON WILLEBRAND FACTOR PRECURSOR. 

9.8e-1 7:21 0:25 

HOMO SAPIENS (HUMAN). 

P04275 

HRIFA011820a 

ZINC FINGER PROTEIN 136. 

1.9e-1 0:42:73 

HOMO SAPIENS (HUMAN). 
P52737 

HRIFA011926a 

TRANSCRIPTIONAL REGULATORY PROTEIN ALGP (ALGINATE REGULATORY PROTEIN ALGR3). 
1.0:149:22 

PSEUDOMQNAS AERUGINOSA.. 
P15276 

HRIFA011947a 

ZINC FINGER PROTEIN 1 36. 

1.3e-80:1 80:72 

HOMO SAPIENS (HUMAN). 

P52737 

HRIFA01 2069a 

A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. 
0.0027:205:28 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32323 

HRIFA012151a 
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NEUROGENIC LOCUS NOTCH HOMOLOG PROTEIN 1 PRECURSOR. 
0.00028:72:37 

RATTUS NORVEGICUS (RAT). 
Q07008 

HRIFA012167a 

HYPOTHETICAL SYMPORTER IN GLTS-SELC INTERGENIC REGION. 
6.4e-09:1 45:28 
ESCHERICHIA COLI. 
P31435 

HRIFA01 2278a 

ZINC FINGER PROTEIN 140. 

3. 1e-1 4:88:52 

HOMO SAPIENS (HUMAN). 
P52738 

HRIFA01 2354a 

"SODIUM CHANNEL PROTEIN, BRAIN II ALPHA SUBUNIT." 
2.1e-05:120:32 

RATTUS NORVEGICUS (RAT). 
P04775 

HRIFA01 2427a 

PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. 

6.3e-08:250:28 

MUS MUSCULUS (MOUSE). 

P11087 

HRIFA012436a 

INTESTINAL MEMBRANE A4 PROTEIN (DIFFERENTIATION-DEPENDENT PROTEIN A4). 
4.7e-09:95:31 

HOMO SAPIENS (HUMAN). 
Q04941 

HRIFA012515a 

SODIUM/GLUCOSE COTRANSPORTER 1 (NA(+)/GLUCOSE COTRANSPORTER 1) (HIGH AFFINITY SODI- 
UM-GLUCOSE COTRANSPORTER). 
3.5e-06:1 81:27 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P11170 

HRIFA01 2584a 

MITOCHONDRIAL PRECURSOR PROTEINS IMPORT RECEPTOR (72 KD MITOCHONDRIAL OUTER MEM- 
BRANE PROTEIN) (MITOCHONDRIAL IMPORT RECEPTOR FOR THE ADP/ATP CARRIER) (TRANSLOCASE 
OF OUTER MEMBRANE TOM70). 
4.9e-14:136:29 
NEUROSPORA CRASSA. 
P23231 

HRIFA01 2625a 

"HIGH AFFINITY IMMUNOGLOBULIN EPSILON RECEPTOR BETA-SUBUNIT (FCERI) (IGE FC RECEPTOR, 

BETA-SUBUNIT)." 

9.6e-12:103:40 

RATTUS NORVEGICUS (RAT). 
P13386 

HRIFA01 2692a 
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BLOOM'S SYNDROME PROTEIN. 

6.3e-26:203:34 

HOMO SAPIENS (HUMAN). 

P54132 

HRIFAO 12702a 

EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN). 
1.9e-07:153:30 
ZEA MAYS (MAIZE). 
10 P14918 

HRIFA01 2737a 

LEUCOCYTE ANTIGEN CD97 PRECURSOR. 
1.6e-09:1 70:24 
15 HOMO SAPIENS (HUMAN). 

P48960 

HRIFA01 2795a 

VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV2.1 (DRK1). 
20 3.0e-34:1 89:39 

RATTUS NORVEGICUS (RAT). 
P 15387 

HRIFA012885a 

25 HYPOTHETICAL 30.6 KD PROTEIN IN SCP160-SMC3 INTERGENIC REGION PRECURSOR. 

2.9e-21:159:40 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P47032 

30 HRIFA012914a 

ENV POLYPROTEIN PRECURSOR (COAT POLYPROTEIN) [CONTAINS: OUTER MEMBRANE PROTEIN GP70 

TRANSMEMBRANE PROTEIN P20E]. 

3.4e-29:134:47 

BABOON ENDOGENOUS VIRUS (STRAIN M7). 
35 P10269 

HRIFA01 2969a 

ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHEROMONE ALPHA- 
FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPONENT). 
40 1 .2e-30:228:32 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32802 

HRIFA012990a 

45 PROBABLE CALCIUM-TRANSPORTING ATPASE 6 (EC 3.6.1 .38). 

7.4e-20:1 81:33 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P39986 

so HRIFA01 3092a 

OUTER MEMBRANE PROTEIN H.8 PRECURSOR. 
0.0039:51:39 

NEISSERIA GONORRHOEAE. 
P11910 

55 

HRIFA013103a 

N- AC ETYLLACTOSAM I N E SYNTHASE (EC 2.4.1.90) (N-ACETYLGLUCOSAMINE (BETA 1 -^GALACTOSYL- 
TRANSFERASE) (EC 2.4.1.38) (LACTOSE SYNTHASE A PROTEIN (EC 2.4.1.22)) (GALACTOSYLTRANS- 
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FERASE) (GT). 
0.25:50:34 

MUS MUSCULUS (MOUSE). 
P15535 

HRIFA013135a 

CELL SURFACE GLYCOPROTEIN 1 PRECURSOR (OUTER LAYER PROTEIN B) (SLAYER PROTEIN 1). 
1.6e-05:214:28 

CLOSTRIDIUM THERMOCELLUM. 
Q06852 

HRIFA01 3235a 

PROCOLLAGEN ALPHA 1(111) CHAIN PRECURSOR. 

1.9e-05:1 13:40 

HOMO SAPIENS (HUMAN). 

P02461 

HRIFA01 3254a 

COMPLEMENT C4 PRECURSOR [CONTAINS: C4A ANAPHYLATOXIN]. 

3.8e-13:123:41 

MUS MUSCULUS (MOUSE). 

P01029 

HRIFA013265a 

CATHEPSIN L PRECURSOR (EC 3.4.22.15) (MAJOR EXCRETED PROTEIN) (MEP). 

7.0e-1 07:225:86 

HOMO SAPIENS (HUMAN). 

P07711 

HRIFA01 3276a 

^-NUCLEOTIDASE PRECURSOR (EC 3.1.3.5) (ECTO-NUCLEOTIDASE) (5'-NT) (CD73 ANTIGEN). 

2.2e-1 17:270:85 

HOMO SAPIENS (HUMAN). 

P21589 

HRIFA01 3279a 

CIRCUMSPOROZOITE PROTEIN PRECURSOR (CS). 

4.9e-05:127:37 

PLASMODIUM VIVAX. 

P08677 

HRIFA013376a 

MITOCHONDRIAL PRECURSOR PROTEINS IMPORT RECEPTOR (72 KD MITOCHONDRIAL OUTER MEM- 
BRANE PROTEIN) (MITOCHONDRIAL IMPORT RECEPTOR FOR THE ADP/ATP CARRIER) (TRANSLOCASE 
OF OUTER MEMBRANE TOM70). 
8.0e-23:230:31 
NEUROSPORA CRASSA. 
P23231 

HRIFA01 3477a 

OX-2 MEMBRANE GLYCOPROTEIN PRECURSOR (FRAGMENT). 

5.8e-87:1 97:87 

HOMO SAPIENS (HUMAN). 

P41217 

HRIFA01 3586a 

ENDOZEPINE-RELATED PROTEIN PRECURSOR (MEMBRANE-ASSOCIATED DIAZEPAM BINDING INHIBI- 
TOR) (MA-DBI). 
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3.8e-31:93:64 

BOS TAURUS (BOVINE). 

P071 06 

HRIFA01 3589a 

T-CELL SURFACE PROTEIN TACTILE PRECURSOR (CD96 ANTIGEN). 
5.0e-06:95:35 

HOMO SAPIENS (HUMAN). 
P40200 

HRIFA013620a 

"HIGH AFFINITY IMMUNOGLOBULIN EPSILON RECEPTOR BETA-SUBUNIT (FCERI) (IGE FC RECEPTOR, 

BETA-SUBUNIT)." 

7.1e-08:95:37 

MUS MUSCULUS (MOUSE). 
P20490 

HRIFA01 3726a 

SERINE/THREONINE-PROTEIN KINASE STE20 (EC 2.7.1 .-). 
1 .5e-33:99:50 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
Q03497 

HRIFA01 3744a 

EN DOZE PINE-RELATED PROTEIN PRECURSOR (MEMBRANE-ASSOCIATED DIAZEPAM BINDING INHIBI- 
TOR) (MA-DBI). 
7.5e-15:105:38 
BOS TAURUS (BOVINE). 
P071G6 

HRIFA013911a 

BIOTINIDASE PRECURSOR (EC 3.5.1.12). 

7.8e-37:1 04:46 

HOMO SAPIENS (HUMAN). 

P43251 

HRIFA013919a 

MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2). 

1.2e-1 0:1 70:32 

HOMO SAPIENS (HUMAN). 

Q02817 

HRIFA01 3932a 

"SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3, CP4 AND CP5) [CONTAINS: BASIC PEP- 
TIDE IB-6" PEPTIDE P-H]. 
2.6e-05:1 68:34 
HOMO SAPIENS (HUMAN). 
P04280 

HRIFA013980a 

TRANSCRIPTION REGULATORY PROTEIN SNF5 (SWI/SNF COMPLEX COMPONENT SNF5) (TRANSCRIP- 
TION FACTOR TYE4). 
0.00036:157:27 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P18480 

HRIFA01 4006a 

T-CELL SURFACE GLYCOPROTEIN YE1/48 (T LYMPHOCYTE ANTIGEN A1) (LY49-A ANTIGEN). 
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9.4e-1 6:1 85:28 

MUS MUSCULUS (MOUSE). 

P20937 

HRIFA01 4024a 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (P135 PROTEIN) (IER 2.9/ER2.6). 
0.0013:102:44 

BOVINE HERPESVIRUS TYPE 1 (STRAIN JURA). 
P29128 

HRIFA014056a 
PROTEIN Q300. 
5.1e-05:24:70 

MUS MUSCULUS (MOUSE). 
Q02722 

HRIFA014111a 

TOLL PROTEIN PRECURSOR. 
5.5e-08:203:27 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P08953 

HRIFA014133a 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 

1.6e-06:143:33 

MUS MUSCULUS (MOUSE). 

P05142 

HRIFA014185a 

LEUCOCYTE ANTIGEN CD97 PRECURSOR. 

6.0e-14:1 92:30 

HOMO SAPIENS (HUMAN). 

P48960 

HRIFA01 4336a 

"GELSOLIN PRECURSOR, PLASMA (ACTIN-DEPOLYMERIZING FACTOR) (ADF) (BREVIN) (FRAGMENT)." 

2. 8e-70: 198:58 

SUSSCROFA(PIG). 

P20305 

HRIFA014396a 

CREB-BINDING PROTEIN. 

2.6e-07:1 01:34 

MUS MUSCULUS (MOUSE). 

P45481 

HRIFA014397a 

GENERAL NEGATIVE REGULATOR OF TRANSCRIPTION SUBUNIT 1. 
5.2e-05:1 47:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P25655 

HRIFA01 4465a 

HYPOTHETICAL 59.1 KD PROTEIN ZK637.1 IN CHROMOSOME III. 
2.8e-11:166:30 

CAENORHABDITIS ELEGANS. 
P30638 
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HRIFA014500a 

HYPOTHETICAL 71.4 KD PROTEIN IN NMD3-EN02 INTERGENIC REGION. 
1.0e-14:149:35 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P38862 

HRIFA014561a 

PROBABLE G PROTEIN-COUPLED RECEPTOR GPR1. 

4.1e-70:156:89 

HOMO SAPIENS (HUMAN). 

P46091 

HRIFA014568a 

AMINOPEPTIDASE N (EC 3.4.11 .2) (MICROSOMAL AMINOPEPTIDASE). 
2.4e-40:1 96:44 

RATTUS NORVEGICUS (RAT). 
P15684 

HRIFA01 4590a 

ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) (A6L). 
0.18:26:30 

GALLUS GALLUS (CHICKEN). 
P14093 

HRIFA014598a 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
4.9e-05:124:29 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P 17437 

HRIFA01 4620a 
ENL PROTEIN. 
0.58:170:30 

HOMO SAPIENS (HUMAN). 
Q03111 

HRIFA014621a 

PREGNANCY-SPECIFIC BETA-1 GLYCOPROTEIN PRECURSOR. 

2.7e-50:150:74 

HOMO SAPIENS (HUMAN). 

P11462 

HRIFA014688a 

INTEGRIN BETA-6 SUBUNIT PRECURSOR. 

6.9e-31:189:39 

HOMO SAPIENS (HUMAN). 

P18564 

HRIFA014702a 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
6,4e-05:89:40 

MUS MUSCULUS (MOUSE). 
P05142 

HRIFA014819a 

MICROFIBRIL-ASSOCIATED GLYCOPROTEIN 4. 

7.8e-26:1 17:46 

HOMO SAPIENS (HUMAN). 
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P55083 
HRIFA014868a 

SALIVARY GLUE PROTEIN SGS-3 PRECURSOR. 
8.9e-08:195:29 

DROSOPHILA ERECTA (FRUIT FLY). 
P 13730 

HRIFA014951a 

PLASMINOGEN (EC 3.4.21 .7) (FRAGMENT). 
4. 1e-23: 132:39 

EQUUS CABALLUS (HORSE). 
P80010 

HRIFA01 4967a 

CHLORINE CHANNEL PROTEIN P64. 

2.0e-52:1 42:76 

BOS TAURUS (BOVINE). 

P35526 

HRIFA015063a 

ZINC FINGER PROTEIN 136. 

6.6e-53:229:48 

HOMO SAPIENS (HUMAN). 

P52737 

HRIFA01 5070a 

SERINE/THREONINE-PROTEIN KINASE NRK1 (EC 2.7.1 .-) (N-RICH KINASE 1). 
9.3e-24:143:41 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P38692 

HRIFA015122a 
REGULATORY PROTEIN E2. 
0.45:129:30 

HUMAN PAPILLOMAVIRUS TYPE 5. 
P06921 

HRIFA015219a 

FIBRILLIN 1 PRECURSOR (MP340). 

9.9e-09:132:32 

BOS TAURUS (BOVINE). 

P98133 

HRIFA01 5246a 

PREGNANCY-SPECIFIC BETA-1 -GLYCOPROTEIN 4 PRECURSOR (PSBG-4). 

2.4e-33:1 84:46 

HOMO SAPIENS (HUMAN). 

Q00888 

HRIFA015351a 

PROTEOGLYCAN LINK PROTEIN PRECURSOR (CARTILAGE LINK PROTEIN) (LP). 
0.0021:122:30 

RATTUS NORVEGICUS (RAT). 
P03994 

HRIFA01 5423a 

B-CELL LYMPHOMA 3-ENCODED PROTEIN (BCL-3 PROTEIN). 
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1.2e-11:148:35 

HOMO SAPIENS (HUMAN). 

P20749 

HRIFA015453a 

RAC- FAMILY SERINE/THREONINE KINASE HOMOLOG (EC 2.7.1 .-). 
6.80-11:91:37 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 
P54644 

HRIFA015486a 

BETA-2-GLYCOPROTEI N I PRECURSOR (APOLIPOPROTEIN H) (APO-H) (ACTIVATED PROTEIN C-BINDING 

PROTEIN) (APC INHIBITOR). 

2.0e-22:208:27 

MUS MUSCULUS (MOUSE). 

Q01339 

HRIFA01 5506a 

COLORECTAL MUTANT CANCER PROTEIN (MCC PROTEIN). 
1.3e-1 2:73:50 

HOMO SAPIENS (HUMAN). 
P23508 

HRIFA01 5536a 

CHLORINE CHANNEL PROTEIN P64. 

1.2e-49:1 15:79 

BOS TAURUS (BOVINE). 

P35526 

HRIFA015547a 

BEM46 PROTEIN (FRAGMENT). 
1.4e-33:137:49 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
P54069 

HRIFA01 5568a 

HYPOTHETICAL 35.8 KD PROTEIN C12G12.12 IN CHROMOSOME I. 
2.4e-1 6:1 52:34 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q09875 

HRIFA01 5756a 

EBNA-2 NUCLEAR PROTEIN. 
2.9e-1 5:28:75 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P12978 

HRIFA015802a 

PROTEOGLYCAN LINK PROTEIN PRECURSOR (CARTILAGE LINK PROTEIN) (LP). 
0.0035:122:30 

RATTUS NORVEGICUS (RAT). 
P03994 

HRIFA015811a 

GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-). 
6.2e-39:1 71:43 

SACCHAROMYCES CEREViSIAE (BAKER'S YEAST). 
P43636 
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HRIFA01 5902a 

A- AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. 
0.0075:161:29 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
5 P32323 

HRIFA01 5947a 

ZINC FINGER Y-CHROMOSOMAL PROTEIN 1. 
0.035:98:28 
10 MUS MUSCULUS (MOUSE). 

P10925 

HRIFA01 5995a 

PROCOLLAGEN ALPHA 1(111) CHAIN PRECURSOR. 
15 6.2e-08:221 :37 

HOMO SAPIENS (HUMAN). 
P02461 

HRIFA01 6070a 

20 "COMPLEMENT C1Q SUBCOMPONENT, A CHAIN PRECURSOR." 

1.0e-1 8:1 79:35 
HOMO SAPIENS (HUMAN). 
P02745 

25 HRIFA016214a 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
4.0e-05:96:42 

MUS MUSCULUS (MOUSE). 
P05142 

30 

HRIFA01 6240a 

HYPOTHETICAL 65.3 KD PROTEIN IN PRE3-SAG1 INTERGENIC REGION. 
8.5e-05:1 03:33 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
35 P47082 

HRIFA01 6255a 

EBNA-1 NUCLEAR PROTEIN. 
4.5e-09:219:33 

40 EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 

P03211 

HRIFA01 6290a 

COAGULATION FACTOR V PRECURSOR (ACTIVATED PROTEIN C COFACTOR). 
45 6.7e-21:1 82:41 

HOMO SAPIENS (HUMAN). 
P12259 

HRIFA01 6430a 

50 ER LUMEN PROTEIN RETAINING RECEPTOR 1 (KDEL RECEPTOR 1). 

7.1e-50:120:86 
HOMO SAPIENS (HUMAN). 
P24390 

55 HRIFA01 6599a 

MEIOTIC RECOMBINATION PROTEIN REC104. 
0.57:73:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 



926 



EP 1 130 094 A2 



P33323 

HRIFA01 6639a 

"GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA-GLUCOSIDASE) (1 ,4-ALPHA-D- 
5 GLUCAN GLUCOHYDROLASE)." 

8.0e-06:206:23 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P08640 

10 HRIFA01 6654a 

HEME-REGULATED EUKARYOTIC INITIATION FACTOR EIF-2-ALPHA KINASE (EC 2.7.1.-) (HRI). 
1.16-78:181:86 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P33279 

15 

HRIFA01 6669a 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR. 
1 .4e-08:87:36 

ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 
20 P40602 

HRIFA01 6758a 

GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-). 
9.5e-1 7:1 58:40 

25 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P43636 

HRIFA01 6963a 

FMRFAM IDE-RELATED NEUROPEPTIDES PRECURSOR. 
30 6.2e-08:131:32 

LYMNAEA STAGNALIS (GREAT POND SNAIL). 
P42565 

HRIFA017031a 

35 MYOSIN HEAVY CHAIN KINASE A (EC 2.7.1 .129) (MHCKA). 

2.6e-11:152:34 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 
P42527 

40 HRIFA017146a 

D(4) DOPAMINE RECEPTOR (D(2C) DOPAMINE RECEPTOR). 
0.0014:78:37 

HOMO SAPIENS (HUMAN). 
P21917 

45 

HRIFA017190a 

FLI-1 ONCOGENE (ERGB TRANSCRIPTION FACTOR). 
0.0026:89:30 

HOMO SAPIENS (HUMAN). 
so Q01543 

HRIFA01 7257a 

"GELSOLIN PRECURSOR, PLASMA (ACTIN-DEPOLYMERIZING FACTOR) (ADF) (BREVIN) (AGEL)." 
2.5e-79:261 :57 
55 HOMO SAPIENS (HUMAN). 

P06396 

HRIFA01 7295a 
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"ALPHA-1 ,6-MANNOSYL-GLYCOPROTEIN BETA-1 ,2-N-ACETYLGLUCOSAM I NYLTRANSFE RASE (EC 
2.4.1.143) (N-GLYCOSYL-OLIGOSACCHARIDE-GLYCOPROTEIN N-ACETYLGLUCOSAMINYLTRANS- 
FERASE II) (BETA-1 ,2-N-ACETYLGLUCOSAMINYLTRANSFERASE II) (GNT-II) (GLCNAC-T II)." 
3.4e-20:66:78 
5 HOMO SAPIENS (HUMAN). 

Q 10469 

HRIFA017312a 

C4B-BINDING PROTEIN ALPHA CHAIN PRECURSOR (PROLINE-RICH PROTEIN) (PRP). 
10 2.7e-1 9:221:33 

HOMO SAPIENS (HUMAN). 
P04003 

HRIFA01 7456a 

15 LAMININ ALPHA-1 CHAIN PRECURSOR (LAMININ A CHAIN). 

0.11:94:35 

MUS MUSCULUS (MOUSE). 
P19137 

20 HRIFA01 7457a 

SYNAPTOTAGMIN II. 
7.2e-07:98:35 

MUS MUSCULUS (MOUSE). 
P46097 

25 

HRIFA01 7643a 

NOV PROTEIN HOMOLOG PRECURSOR (NOVH). 
2.2e-07:81 :41 

HOMO SAPIENS (HUMAN). 
30 P48745 

HRIFA01 7670a 

TRANS-GOLGI NETWORK INTEGRAL MEMBRANE PROTEIN TGN38 PRECURSOR. 
4.9e-06:1 72:27 
35 RATTUS NORVEGICUS (RAT). 

P19814 

HRIFA01 7703a 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-). 
40 1.9e-16:129:34 

THERMOMONOSPORA CURVATA. 
P49695 

HRIFA017791a 
45 MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2). 

0.012:71:38 

HOMO SAPIENS (HUMAN). 
Q02817 

so HRIFA017801a 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
4.5e-07:86:39 

MUS MUSCULUS (MOUSE). 
P05142 

55 

HRIFA017818a 

ATP SYNTHASE C CHAIN (EC 3.6.1 .34) (LIPID-BINDING PROTEIN). 
1.0:32:40 
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STREPTOMYCES LIVIDANS. 
P50014 

HRIFA01 7836a 

"TETRACYCLINE RESISTANCE PROTEIN, CLASS H (TETA(H))." 
1.3e-08:1 13:31 

PASTEURELLA MULTOCIDA. 
P51564 

HRIFA01 7855a 
ORM1 PROTEIN. 
1.7e-1 8: 137:35 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53224 

HRIFA017921a 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (IMMEDIATE-EARLY PROTEIN IE110) (VMW110) (AL- 
PHA-0 PROTEIN). 
2.0e-09:1 82:35 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 
P08393 

HRIFA01 8092a 

"DIACYLGLYCEROL CHOLINEPHOSPHOTRANSFERASE (EC 2.7.8.2) (SN-1 ,2-DIACYLGLYCEROL 
CHOLINEPHOSPHOTRANSFERASE) (CHOPT)." 
2.1 e-20:1 19:42 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P17898 

HRIFA018131a 
ORM1 PROTEIN. 
2.6e-20:137:37 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53224 

HRIFA018134a 

SERINE/THREONINE-PROTEIN KINASE CTR1 (EC 2.7.1 .37). 
1.1 e-1 1:1 47:32 

ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 
Q05609 

HRIFA01 8238a 

NEUROGENIC LOCUS NOTCH HOMOLOG PROTEIN 1 PRECURSOR (MOTCH PROTEIN). 
8.6e-06:74:44 

MUS MUSCULUS (MOUSE). 
Q01705 

HRIFA01 8262a 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1.-). 
6.4e-1 0:71:38 

THERMOMONOSPORA CURVATA. 
P49695 

HRIFA01 8287a 

HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC REGION. 
1.5e-06:214:32 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53214 
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HRIFA01 8447a 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
0.00065:133:33 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
5 P 17437 

HRIFA01 8580a 

COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR (FRAGMENT). 
2.1e-18:109:41 

10 CRICETULUS GRISEUS (CHINESE HAMSTER). 

P49020 

HRIFA01 8666a 

PROTEIN-TYROSINE PHOSPHATASE DLAR PRECURSOR (EC 3.1 .3.48) (PROTEIN-TYROSINE-PHOSPHATE 
15 PHOSPHOHYDROLASE). 
1.7e-06:19128 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P16621 

20 HRIFA0 18688a 

PHLB PROTEIN PRECURSOR. 
1.9e-06:1 10:35 
SERRATIA LIQUEFACIENS. 
P 18954 

25 

HRIFA01 8754a 

"GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA-GLUCOSlDASE) (1 ,4-ALPHA-D- 
GLUCAN GLUCOHYDROLASE)." 
1.8e-06:1 95:27 

30 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P08640 

HRIFA018794a 
MSP1 PROTEIN HOMOLOG. 
35 3.2e-06:93:25 

CAENORHABDITIS ELEGANS. 
P54815 

HRIFA018827a 

40 HYPOTHETICAL 59.1 KD PROTEIN ZK637.1 IN CHROMOSOME III. 

3.1e-17:180:28 

CAENORHABDITIS ELEGANS. 
P30638 

45 HRIFA018870a 

HYPOTHETICAL 35.6 KD PROTEIN IN SPC1-ILV3 INTERGENIC REGION. 
4.7e-09:70:37 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P47088 

50 

HRIFA018904a 

M YOTON I N - P ROTE I N KINASE (EC 2.7.1.-) (MYOTONIC DISTROPHY PROTEIN KINASE) (MDPK) (DM-KI- 
NASE) (DMK) (DMPK) (MT-PK). 
5.5e-12:142:32 
55 HOMO SAPIENS (HUMAN). 

Q09013 

HRIFA018931a 
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ZINC FINGER PROTEIN 140. ' 
2.9e-1 0:47:74 

HOMO SAPIENS (HUMAN). 
P52738 

HRIFA01 8993a 

HYPOTHETICAL 21.5 KD PROTEIN IN SEC15-SAP4 INTERGENIC REGION. 
1.2e-13:1 17:34 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53073 

HRIFA019105a 

DORSAL-VENTRAL PATTERNING TOLLOID PROTEIN PRECURSOR (EC 3.4.24.-). 
7.5e-22:203:32 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P25723 

HRIFA019136a 

"MYRISTOYLATED ALANINE-RICH C-KINASE SUBSTRATE (MARCKS) (PROTEIN KINASE C SUBSTRATE, 

80 KD PROTEIN, LIGHT CHAIN) (PKCSL) (80K-L PROTEIN)." 

1.0e-25:74:81 

HOMO SAPIENS (HUMAN). 
P29966 

HRIFA019175a 

PROTEIN KINASE WIS1 (EC 2.7.1 .-). 
1.3e-1 4:84:39 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
P33886 

HRIFA01 9262a 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 

2.5e-55:1 88:50 

HOMO SAPIENS (HUMAN). 

Q03923 

HRIFA019412a 

CATHEPSIN E PRECURSOR (EC 3.4.23.34). 
1.4e-09:121 :33 

CAVI A PORCELLUS (GUINEA PIG). 
P25796 

HRIFA01 9437a 
REGULATORY PROTEIN E2. 
0.26:77:37 

HUMAN PAPILLOMAVIRUS TYPE 14. 
P36783 

HRIFA019466a 

EBNA-1 NUCLEAR PROTEIN. 

2.7e-1 9:1 30:43 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

HRIFA01 9490a 

TRANSCRIPTION REGULATORY PROTEIN SNF5 (SWI/SNF COMPLEX COMPONENT SNF5) (TRANSCRIP- 
TION FACTO R TY E4) . 
1.1e-09:132:34 
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SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P 18480 

HRIFA01 9498a 

5 VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN SHAL (SHAL2). 

5.6e-05:87:36 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P17971 

10 HRIFA01 9532a 

EBNA-1 NUCLEAR PROTEIN. 
1 .8e-05:67:49 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

HRIFA019651a 

ACIDIC PHOSPHOPROTEIN PRECURSOR (50 KD ANTIGEN). 
6.1e-05:31:64 
PLASMODIUM CHABAUDI. 
20 Q02752 

HRIFA01 9867a 

RENAL SODIUM-DEPENDENT PHOSPHATE TRANSPORT PROTEIN 2 (SODIUM/PHOSPHATE COTRANS- 
PORTER 2) (NA(+)/PI COTRANSPORTER 2) (RENAL SODIUM-PHOSPHATE TRANSPORT PROTEIN 2) (RE- 
25 NAL NA+-DEPENDENT PHOSPHATE COTRANSPORTER 2). 

8.2e-34: 103:71 

RATTUS NORVEGICUS (RAT). 
Q06496 

30 HRIFA01 9869a 

SERIN E/THREONINE-PROTEIN KINASE FUSED (EC 2.7.1.-). 
7.2e-29:83:49 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P23647 

35 

HRIFA01 9958a 

REPRESSOR PROTEIN CI (FRAGMENT). 
0.99:45:37 

BACTERIOPHAGE 434. 
40 P16117 

HRIFA020144a 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
2.8e-06:1 76:30 
45 XENOPUS LAEVIS (AFRICAN CLAWED FROG). 

P17437 

HRIFA020184a 

NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1 .112) (TYROSINE-PROTEIN KINASE 1). 
so i.9e-1 0:1 02:37 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 
P18160 

HRIFA020272a 
55 MUSCARINIC ACETYLCHOLINE RECEPTOR M3. 

5.5e-91:211:85 
HOMO SAPIENS (HUMAN). 
P20309 
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HRIFA020335a 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE P78 (EC 2.7.1 .-). 
5.0e-1 04:275:72 
HOMO SAPIENS (HUMAN). 
5 P27448 

HRIFA020349a 

BRITTLE- 1 PROTEIN PRECURSOR. 
6.0e-30:214:35 
10 ZEA MAYS (MAIZE). 

P29518 

HRIFA020453a 

PROTEIN TRANSPORT PROTEIN SEC22 (PROTEIN SLY2). 
15 2.5e-08:132:28 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P22214 

HRIFA020693a 

20 TUMOR SUPPRESSOR PROTEIN DCC PRECURSOR (COLORECTAL CANCER SUPPRESSOR). 

3.9e-09:96:35 

HOMO SAPIENS (HUMAN). 
P43146 

25 HRIFA020707a 

PROCYCLIC FORM SPECIFIC POLYPEPTIDE B-ALPHA PRECURSOR (PROCYCLIN) (PARP B-ALPHA) (PS- 
SA-1). 

3.4e-09:95:33 

TRYPANOSOMA BRUCEI BRUCEI. 
30 Q06084 

HRIFA020748a 

EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN). 
3.2e-09:210:28 
35 NICOTIANA TABACUM (COMMON TOBACCO). 

P13983 

HRIFA020862a 

MODIFIER 3 PROTEIN (M33). 
40 5.6e-26:76:61 

MUS MUSCULUS (MOUSE). 
P30658 

HRIFA020883a 
45 PROTEIN Q300. 

0.00054:21:66 

MUS MUSCULUS (MOUSE). 
Q02722 

so HRIFA021007a 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (I MM ED I ATE- EARLY PROTEIN IE110) (VMW110) (AL- 

PHA-0 PROTEIN). 

0.092:73:36 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 
55 P08393 

HRIFA021040a 

TRANSCRIPTION FACTOR GATA-4 (GATA BINDING FACTOR-4). 
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0.98:63:39 

HOMO SAPIENS (HUMAN). 
P43694 

5 HRIFA021061a 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
2.8e-09:1 62:31 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P17437 

10 

HRIFA021213a 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG. 
2.0e-38:96:72 

CAENORHABDITIS ELEGANS. 
15 P46975 

HRIFA021224a 

RENAL TRANSCRIPTION FACTOR KID-1 (TRANSCRIPTION FACTOR 17). 
2.8e-06:55:52 
20 RATTUS NORVEGICUS (RAT). 

Q02975 

HRIFA021398a 

COAGULATION FACTOR VII PRECURSOR (EC 3.4.21.21). 
25 2.5e-1 7:78:51 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P98139 

HRIFA021445a 

30 PRE-B-CELL LEUKEMIATRANSCRIPTION FACTOR-1 (HOMEOBOX PROTEIN PBX1) (HOMEOBOX PROTEIN 

PRL). 

0.38:146:31 

HOMO SAPIENS (HUMAN). 
P40424 

35 

HRIFA021494a 

EBNA-1 NUCLEAR PROTEIN. 

6.8e-07:1 16:41 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
40 P03211 

HRIFA021499a 

CARTILAGE MATRIX PROTEIN PRECURSOR (MATRILIN-1). 
7.1e-34:159:50 
45 GALLUS GALLUS (CHICKEN). 

P05099 

HRIFA021543a 

ANTITHROMBIN-III PRECURSOR (ATI II) (FRAGMENT). 
50 0.0087:50:40 

GALLUS GALLUS (CHICKEN). 
Q03352 

HRIFA021620a 
55 PLATELET FACTOR 4 (PF-4). 

0.019:65:27 
SUS SCROFA (PIG).. 
P30034 
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HRIFA021637a 

CARTILAGE MATRIX PROTEIN PRECURSOR (MATRILIN-1). 
6.0e-37:147:53 

GALLUS GALLUS (CHICKEN). 
5 P05099 

HRIFA021651a 

CARG-BINDING FACTOR-A (CBF-A). 
2.6e-11:170:30 
10 MUS MUSCULUS (MOUSE). 

Q99020 

HRIFA021754a 

CARTILAGE MATRIX PROTEIN PRECURSOR (MATRILIN-1). 
15 1.2e-37:137:51 

GALLUS GALLUS (CHICKEN). 
P05099 

HRIFA021781a 

20 DNA-REPAIR PROTEIN COMPLEMENTING XP-D CELLS (XERODERMA PIGMENTOSUM GROUP D COM- 

PLEMENTING PROTEIN) (DNA EXCISION REPAIR PROTEIN ERCC-2). 
7.1e-19:199:31 
HOMO SAPIENS (HUMAN). 
P 18074 

25 

HRIFA021787a 
PROTEIN Q300. 
0.051:13:84 

MUS MUSCULUS (MOUSE). 
30 Q02722 

HRIFA021794a 

RAC- FAMILY SERINE/THREONINE KINASE HOMOLOG (EC 2.7.1 .-). 
1.6e-07:90:32 

35 DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 

P54644 

HRIFA021855a 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
40 8.6e-06:1 63:30 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P 17437 

HRIFA021906a 
45 S-ANTIGEN PROTEIN PRECURSOR. 

2.1e-09:226:28 

PLASMODIUM FALCIPARUM (ISOLATE V1). 
P09593 

so HRIFA022055a 

BETA-LYTJC METALLOENDO PEPTIDASE PRECURSOR (EC 3.4.24.32) (BETA-LYTIC PROTEASE). 
0.63:118:31 

ACHROMOBACTER LYTICUS. 
P27458 

55 

HRIFA022065a 

BETA GALACTOSIDASE-RELATED PROTEIN PRECURSOR. 
9.7e-24:235:34 
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HOMO SAPIENS (HUMAN). 
. P16279 

HRIFA022139a 

5 HYPOTHETICAL 85.7 KD PROTEIN C13G6.03 IN CHROMOSOME I. 

2.1e-57:232:52 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q09782 

10 HRlFA022156a 

"GLUTENIN, HIGH MOLECULAR WEIGHT SUBUNIT PW212 PRECURSOR." 
1.4e-07:1 33:35 

TRITICUM AESTIVUM (WHEAT). 
P08489 

15 

HRlFA022166a 

EXCISION REPAIR PROTEIN ERCC-6 (COCKAYNE SYNDROME PROTEIN CSB). 
3.5e-28:1 94:35 
HOMO SAPIENS (HUMAN). 
20 Q03468 

HRIFA022177a 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1.-). 
2.2e-12:137:32 
25 THERMOMONOSPORA CURVATA. 

P49695 

HRIFA022182a 

SERINE/THREONINE-PROTEIN KINASE MAK (EC 2.7.1.-) (MALE GERM CELL-ASSOCIATED KINASE). 
30 1.28-47:121:79 

RATTUS NORVEGICUS (RAT). 
P20793 

HRIFA022203a 
35 COLLAGEN ALPHA 1 (III) CHAIN. 

1.1e-05:211:33 
BOS TAURUS (BOVINE). 
P04258 

40 HRIFA022227a 

POTENTIAL CAAX PRENYL PROTEASE 1 (EC 3.4.24.-) (PRENYL PROTEIN- SPECIFIC ENDOPROTEASE 1) 

(PPSEP1). 

3. 2e-3 1:229:36 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
45 Q 10071 

HRIFA022234a 

CARBOXY PEPTIDASE KEX1 PRECURSOR (EC 3.4.16.6) (CARBOXY PEPTIDASE D). 
1.8e-08:1 10:30 

so SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P09620 

HRIFA022249a 
ZINC FINGER PROTEIN 133. 
55 1.1e-34:84:48 

HOMO SAPIENS (HUMAN). 
P52736 
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HRIFA022265a 

CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE TYPE IV CATALYTIC CHAIN (EC 2.7.1.123) (CAM 
KINASE-GR) (CAMK IV) [CONTAINS: CALSPERMIN], 
5.1 e-26:1 88:40 - 
5 RATTUS NORVEGICUS (RAT). 

P13234 

HRIFA022328a 

SC01 PROTEIN PRECURSOR. 
10 5.4e-25:84:45 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P23833 

HRIFA022335a 

15 TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (IMMEDIATE-EARLY PROTEIN IE110) (VMW110) (AL- 

PHA-0 PROTEIN). 
0.21:121:29 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 
P08393 

20 

HRIFA022348a 
AGAMOUS PROTEIN. 
1.0:40:42 

ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 
25 P 17839 

HRIFA022411a 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (IMMEDIATE-EARLY PROTEIN IE110) (VMW110) (AL- 
PHA-0 PROTEIN). 
30 0.00059:111:35 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 
P08393 

HRIFA022423a 

35 HYPOTHETICAL 24.5 KD PROTEIN IN SAP185-BCK1 INTERGENIC REGION. 

2.5e-15:106:42 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P40857 

40 HRIFA022462a 

RETINOIC ACID RECEPTOR RXR-BETA. 

0.0010:124:33 

HOMO SAPIENS (HUMAN). 

P28702 

45 

HRIFA022493a 

ALPHA-2A ADRENERGIC RECEPTOR (ALPHA-2A ADRENOCEPTOR) (ALPHA-2AAR). 
0.0018:130:34 

MUS MUSCULUS (MOUSE). 
50 Q01338 

HRIFA022528a 

EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN). 
3.2e-23:230:28 
55 ZEA MAYS (MAIZE). 

P14918 

HRIFA022546a 
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NINAC SHORT PROTEIN (EC 2.7.1 .-). 
8.5e-42:209:43 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P10677 

HRIFA022564a 

ZINC FINGER PROTEIN 140. 

7.9e-23:1 16:51 

HOMO SAPIENS (HUMAN). 

P52738 

HRIFA022616a 

LOW-DENSITY LIPOPROTEIN RECEPTOR- RELATED PROTEIN 1 PRECURSOR (LRP) (ALPHA-2-MAC- 

ROGLOBULIN RECEPTOR) (A2MR) (APOLIPOPROTEIN E RECEPTOR) (APOER) (CD91). 

7.4e-36:1 72:43 

HOMO SAPIENS (HUMAN). 

Q07954 

HRIFA022671a 

PAIRED AM PHI PATH IC HELIX PROTEIN. 
2.0e-26:1 86:36 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P22579 

HRIFA022691a 

FIBRINOGEN-LIKE PROTEIN A PRECURSOR (FREP-A). 
1 .4e-44:229:41 

PARASTICHOPUS PARVIMENSIS (SEA CUCUMBER). 
P19477 

HRIFA022702a 

PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. 
1.1e-08:1 46:38 

GALLUS GALLUS (CHICKEN). 
P02457 

HRIFA022707a 

GC-RICH SEQUENCE DNA-BINDING FACTOR (GCF) (TRANSCRIPTION FACTOR 9) (TCF-9). 

7.0e-40:229:37 

HOMO SAPIENS (HUMAN). 

P16383 

HRIFA022714a 

"AMELOGENIN, CLASS I PRECURSOR." 
0.62:96:31 

BOS TAURUS (BOVINE). 
P02817 

HRIFA022728a 

ACROSIN PRECURSOR (EC 3.4.21 .10) (53 KD FUCOSE-BINDING PROTEIN). 

1.7e-06:28:64 

SUSSCROFA(PIG). 

P08001 

HRIFA022729a 

"ALPHA-1 ,6-MANNOSYL-GLYCOPROTEIN BETA-1 ,2-N-ACETYLGLUCOSAMINYLTRANSFERASE (EC 
2.4.1.143) (N-GLYCOSYL-OLIGOSACCHARIDE-GLYCOPROTEIN N-ACETYLGLUCOSAMINYLTRANS- 
FERASE II) (BETA-1 ,2-N-ACETYLGLUCOSAMINYLTRANSFERASE II) (GNT-II) (GLCNAC-T II)." 
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7.7e-29:69:84 

HOMO SAPIENS (HUMAN). 
Q 10469 

HRIFA022737a 

TENASCIN PRECURSOR (TN) (HEXABRACHION) (CYTOTACTIN) (NEURONECTIN) (GMEM) (Jl) (MIOTEND- 
INOUS ANTIGEN) (GLIOMA-ASSOCIATED-EXTRACELLULAR MATRIX ANTIGEN) (GP 150-225). 
6.7e-1 9:1 70:37 

GALLUS GALLUS (CHICKEN). 
P10039 

HRIFA022776a 

PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR (EC 5.3.4.1). 
4.0e-20:1 99:31 

MEDICAGO SATIVA (ALFALFA). 
P38661 

HRIFA022782a 

CIRCUMSPOROZOITE PROTEIN PRECURSOR (CS). 
3.7e-09:1 84:36 

PLASMODIUM CYNOMOLGI (STRAIN BEROK). 
P08672 

HRIFA022865a 

COLLAGEN ALPHA 1 (III) CHAIN. 

2.5e-09:1 69:33 

BOS TAURUS (BOVINE). 

P04258 

HRIFA022875a 

BONE PROTEOGLYCAN II PRECURSOR (PG-S2) (DECORIN). 

9.1e-14:115:33 

BOS TAURUS (BOVINE). 

P21793 

HRIFA022890a 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
1.8e-10:237:30 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P17437 

HRIFA022895a 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 

2.4e-1 06:283:67 

HOMO SAPIENS (HUMAN). 

Q03923 

HRIFA022985a 

PROCYCLIC FORM SPECIFIC POLYPEPTIDE B-ALPHA PRECURSOR (PROCYCLIN) (PARP B-ALPHA) (PS- 
SA-1). 

3.0e-10:33:72 

TRYPANOSOMA BRUCEI BRUCEI. 
Q06084 

HRIFA023007a 

MHC CLASS II REGULATORY FACTOR RFX1 (RFX) (ENHANCER FACTOR C) (EF-C). 
1.1e-27:66:54 

HOMO SAPIENS (HUMAN). 
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P22670 

HRIFA023048a 

COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS). 
5 2.2e-07:221 :33 

RATTUS NORVEGICUS (RAT). 
P02454 

HRIFA023069a 

10 BASEMENT MEMBRANE-SPECIFIC HEPARAN SULFATE PROTEOGLYCAN CORE PROTEIN PRECURSOR 

(HSPG) (PERLECAN) (PLC). 
3.4e-08:149:31 
HOMO SAPIENS (HUMAN). 
P98160 

15 

HRIFA023129a 

HISTIDINE-RICH GLYCOPROTEIN PRECURSOR. 
4.2e-06:37:51 

PLASMODIUM LOPHURAE. 
20 P04929 

HRIFA023154a 

GLYCOPROTEIN X PRECURSOR. 
8.2e-05:140:27 

25 EQUINE HERPESVIRUS TYPE 1 (STRAIN AB4P) (EHV-1). 

P28968 

HRIFA023212a 

A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. 
30 8.3e-1 0:249:32 

- SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32323 

HRIFA023227a 

35 . GALACTOSE-PROTON SYMPORT (GALACTOSE TRANSPORTER). 

9.2e-15:180:30 
ESCHERICHIA COLI. 
P37021 

40 HRIFA023257a 

PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT 

2.4e-1 18:229:88 

RATTUS NORVEGICUS (RAT). 

P38378 

45 

HRIFA023304a 

PROBABLE CALCIUM-TRANSPORTING ATPASE 3 (EC 3.6.1.38) (ENDOPLASMIC RETICULUM CA2+-AT- 
PASE). 

1.3e-23:222:29 

50 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P39524 

HRIFA023434a 

VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV1.6 (RCK2) (KV2). 
55 0.00018:157:30 

RATTUS NORVEGICUS (RAT). 
P17659 
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HRIFA023464a 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR. 
1.0e-1 1:75:46 
ORYZA SATIVA (RICE). 
5 P29834 

HRIFA023489a 

HYPOTHETICAL 111.9 KD PROTEIN C22H10.03C IN CHROMOSOME I. 
4.4e-09:230:23 

10 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 

Q10297 

HRIFA023634a 

EBNA-1 NUCLEAR PROTEIN. 
15 1.8e-08:1 13:45 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

HRIFA023767a 
20 CYTOCHROME B5. 

1.1e-12:92:38 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P40312 

25 HRIFA023894a 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
3.6e-05:80:40 

MUS MUSCULUS (MOUSE). 
P05142 

30 

HRIFA023923a 

CYTOCHROME C OXIDASE POLYPEPTIDE I (EC 1.9.3.1). 
4.2e-76:1 28:85 
HOMO SAPIENS (HUMAN). 
35 P00395 

HRIFA024088a 

NEURON-SPECIFIC X11 PROTEIN (FRAGMENT). 
1.1e-05:118:32 
40 MUS MUSCULUS (MOUSE). 

P98084 

HRIFA024132a 

VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV1 .9. 
'45 6.5e-40:1 36:61 

HOMO SAPIENS (HUMAN). 
P51787 

HRIFA024185a 
50 ETS-DOMAIN TRANSCRIPTION FACTOR ERF. 

0.55:128:29 

HOMO SAPIENS (HUMAN). 
P50548 

55 HRIFA024197a 

MITOCHONDRIAL PRECURSOR PROTEINS IMPORT RECEPTOR (72 KD MITOCHONDRIAL OUTER MEM- 
BRANE PROTEIN) (MITOCHONDRIAL IMPORT RECEPTOR FOR THE ADP/ATP (CARRIER) (TRANSLOCASE 
OF OUTER MEMBRANE TOM70). 
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7.5e-09:93:34 
NEUROSPORA CRASSA. 
P23231 

5 HRIFA024218a 

PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. 

6.7e-06:1 80:36 

HOMO SAPIENS (HUMAN). 

P02452 

10 

HRIFA024255a 

HYPOTHETICAL 116.3 KD PROTEIN C26F1.09 IN CHROMOSOME I. 
4.8e-23:1 72:33 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
15 Q10496 

HRIFA024305a 

CYCLIC-AMP-DEPENDENT TRANSCRIPTION FACTOR ATF-6 (FRAGMENT). 
0.047:47:29 
20 HOMO SAPIENS (HUMAN). 

P18850 

HRIFA024392a 
. TRANSMEMBRANE PROTEIN SEX PRECURSOR. 
25 6.7e-24:1 19:43 

HOMO SAPIENS (HUMAN). 
P51805 

HRIFA024423a 

30 COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR (FRAGMENT). 

2.1e-18:109:41 

CRICETULUS GRISEUS (CHINESE HAMSTER). 
P49020 

35 HRIFA024473a 

COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS). 

3.3e-05:1 06:41 

BOS TAURUS (BOVINE). 

P02453 

40 

HRIFA024482a 

PISTIL-SPECIFIC EXTENSIN-LIKE PROTEIN PRECURSOR (PELP). 
1 .2e-07:99:31 

NICOTIANA TABACUM (COMMON TOBACCO). 
45 Q03211 

HRIFA024504a 

ESTRADIOL 17 BETA-DEHYDROGENASE 3 (EC 1.1.1.62) (1 7-BETA-HSD 3) (TESTICULAR 1 7-BETA-HY- 
DROXYSTEROID DEHYDROGENASE). 
50 2.6e-43:205:49 

HOMO SAPIENS (HUMAN). 
P37058 

HRIFA024543a 
55 GLYCOPROTEIN X PRECURSOR. 

1 .5e-06:257:28 

EQUINE HERPESVIRUS TYPE 1 (STRAIN AB4P) (EHV-1). 
P28968 
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HRIFA024718a 

BETA-GALACTOSIDASE PRECURSOR (EC 3.2.1.23) (LACTASE) (ACID BETA-GALACTOSIDASE). 
5.3e-45:1 68:52 
MUS MUSCULUS (MOUSE). 
5 P23780 

HRIFA024767a 

SODIUM CHANNEL PROTEIN (NA+ CHANNEL). 
7.4e-30:221 :31 

10 ELECTROPHORUS ELECTRICUS (ELECTRIC EEL). 

P02719 

HRIFA024884a 

HYPOTHETICAL 13.6 KD PROTEIN IN SPT4-ROM1 INTERGENIC REGION. 
15 0.0089:23:65 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53245 

HRIFA024893a 
20 REGULATORY PROTEIN E2. 

0.0021:167:31 

HUMAN PAPILLOMAVIRUS TYPE 8. 
P06422 

25 HRIFA024937a 
GNS1 PROTEIN. 
1.0e-1 5:1 73:33 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P25358 

30 

HRIFA024978a 

MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2). 
0.00019:150:32 
HOMO SAPIENS (HUMAN). 
35 Q02817 

HRIFA024994a 

EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN). 
5.3e-22:1 45:46 
40 NICOTIANA TABACUM (COMMON TOBACCO). 

P13983 

HRIFA025033a 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (VMW11 8 PROTEIN). 
45 0.50:215:29 

HERPES SIMPLEX VIRUS (TYPE 2 / STRAIN HG52). 
P28284 

HRIFA025046a 

so PROBABLE CALCIUM-TRANSPORTING ATPASE 6 (EC 3.6.1 .38). 

1.7e-41:1 04:48 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P39986 

55 HRIFA025250a 

"PROTEIN KINASE C, BRAIN ISOZYME (EC 2.7.1.-) (PKC) (DPKC53E(BR))." 
7.4e-1 7:1 26:34 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
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P05130 

HRIFA025261a 

MYOSIN I ALPHA (MMI-ALPHA). 
5 2.3e-64:1 41:84 

MUS MUSCULUS (MOUSE). 
P46735 

HRlFA025290a 
10 EBNA-1 NUCLEAR PROTEIN. 

0.016:79:40 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

15 HRIFA025327a 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 

2.3e-06:1 04:37 

MUS MUSCULUS (MOUSE). 

P05142 

20 

HRIFA025353a 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR. 
1.0e-1 1:75:46 
ORYZA SATIVA (RICE). 
25 P29834 

HRIFA025479a 

PROTEASE DEGS PRECURSOR (EC 3.4.21.-). 
3.0e-05:1 12:33 
30 ESCHERICHIA COLL 

P31137 

HRlFA025488a 

PROCOLLAGEN ALPHA 1(111) CHAIN PRECURSOR (FRAGMENTS). 
35 9.5e-05:1 04:40 

MUS MUSCULUS (MOUSE). 
P08121 

HRIFA025492a 

40 SERINE/THREONINE-SPECIFIC PROTEIN KINASE MINIBRAIN HOMOLOG (EC 2.7.1,-) (HP86) (DYRK). 

1.8e-53:159:69 
HOMO SAPIENS (HUMAN). 
Q13627 

45 HRIFA025636a 

MITOCHONDRIAL RESPIRATORY CHAIN COMPLEXES ASSEMBLY PROTEIN RCA1 (EC 3.4.24.-) (TAT-BIND- 
ING HOMOLOG 12). 
4.7e-32:81 :66 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
50 P40341 

HRIFA025695a 

PEREGRIN (BR140 PROTEIN). " 
3.1e-40:227:43 
55 HOMO SAPIENS (HUMAN). 

P55201 

HRIFA025703a 
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CELL SURFACE ANTIGEN 114/A10 PRECURSOR. 
1 .8e-08:71 :42 

MUS MUSCULUS (MOUSE). 
P19467 

HRIFA025706a 

GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-). 
1.2e-28:111:44 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P43636 

HRIFA025766a 
CYTOCHROME B5. 
4.2e-13:133:33 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P001 69 

HRIFA025771a 

HYPOTHETICAL 22.2 KD PROTEIN IN NSR1-TIF4631 INTERGENIC REGION. 
6.7e-1 0:1 29:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53288 

HRIFA025778a 

A- AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. 
1.5e-05:212:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32323 

HRIFA025800a 

HYPOTHETICAL 37.4 KD PROTEIN IN IRR1-TIM44 INTERGENIC REGION. 
3.7e-1 8:1 65:33 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P40544 

HRIFA025904a 

COMPLEMENT RECEPTOR TYPE 1 PRECURSOR (C3B/C4B RECEPTOR) (CD35 ANTIGEN). 

2.6e-05:211:28 

HOMO SAPIENS (HUMAN). 

P17927 

HRIFA025907a 

INTERFERON GAMMA UP-REGULATED 1-5111 PROTEIN PRECURSOR (IGUPI-5111). 

2.1 e-38:1 76:38 

HOMO SAPIENS (HUMAN). 

Q06323 

HRIFA025913a 

DOLICHYL-PHOSPHATE-MANNOSE-PROTEIN MANNOSYLTRANSF ERASE 4 (EC 2.4.1 .1 09). 
2.5e-32:1 85:37 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P46971 

HRIFA025936a 

TRANSCRIPTIONAL ACTIVATOR FE65. 
3.4e-09:43:46 

RATTUS NORVEGICUS (RAT). 
P46933 
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HRIFA025966a 
SYNAPTOTAGMIN III. 
4.5e-05:93:33 

RATTUS NORVEGICUS (RAT). 
5 P40748 

HRIFA025978a 

"GLUTENIN, HIGH MOLECULAR WEIGHT SUBUNIT DX5 PRECURSOR." 
3.5e-06:224:28 
10 TRITICUM AESTIVUM (WHEAT). 

P10388 

HRIFA026089a 

BUTYROPHILIN PRECURSOR (BT). 
15 1.1e-12:146:29 

BOS TAURUS (BOVINE). 
P18892 

HRIFA026121a 

20 FAS ANTIGEN LIGAND (APOPTOSIS ANTIGEN LIGAND) (APTL). 

9.7e-06:72:43 

HOMO SAPIENS (HUMAN). 
P48023 

25 HRIFA026242a 

HYPOTHETICAL 73.0 KD PROTEIN IN CLA4-MID1 INTERGENIC REGION. 
7.4e-09:1 88:26 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P48566 

30 

HRIFA026265a 

DNA BINDING PROTEIN S1 FA. 
0.67:43:37 

ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 
35 P42551 

HRIFA026303a 

SALIVARY PROLINE-RICH PROTEIN PO PRECURSOR (ALLELE S). 
0.014:88:32 
40 HOMO SAPIENS (HUMAN). 

P10163 

HRIFA026316a 

EBNA-2 NUCLEAR PROTEIN. 
45 1.5e-07:82:35 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P12978 

HRIFA026351a 

50 FLI-1 ONCOGENE (ERGB TRANSCRIPTION FACTOR). 

0.019:89:31 

HOMO SAPIENS (HUMAN). 
Q01543 

55 HRIFA026364a 

PROBABLE G PROTEIN-COUPLED RECEPTOR EDG-1 . 
8.3e-40:1 67:49 

RATTUS NORVEGICUS (RAT). 
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P48303 

HRIFA026382a 

T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA 11). 
5 6.2e-10:135:38 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P06333 

HRIFA026465a 

10 COLLAGEN ALPHA 1 (IX) CHAIN PRECURSOR (FRAGMENTS). 

8.6e-07:158:35 

GALLUS GALLUS (CHICKEN). 
P12106 

15 HRIFA026496a 

ZINC FINGER PROTEIN 140. 

5.9e-24:1 22:52 

HOMO SAPIENS (HUMAN). 

P52738 

20 

HRIFA0265193 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
1.3e-08:1 30:36 
MUS MUSCULUS (MOUSE). 
25 P05142 

HRIFA026564a 

GLYCOPROTEIN X PRECURSOR 
1.8e-1 0:225:25 

30 EQUINE HERPESVIRUS TYPE 1 (STRAIN AB4P) (EHN/-1). 

P28968 

HRIFA026576a 

"AD P, ATP CARRIER PROTEIN, HEART/SKELETAL MUSCLE ISOFORM T1 (A DP/ ATP TRANSLOCASE 1) (AD- 
35 ENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1)." 

1.7e-09:116:34 
HOMO SAPIENS (HUMAN). 
P12235 

40 HRIFA026615a 

REGULATORY PROTEIN E2. 
0.0024:132:31 

HUMAN PAPILLOMAVIRUS TYPE 9. 
P36780 

45 

HRIFA026618a 
PROTEIN Q300. 
1.2e-05:27:66 

MUS MUSCULUS (MOUSE). 
50 Q02722 

HRIFA026659a 

SERINE/THREONINE-PROTEIN KINASE SGK (EC 2.7.1.-) (SERUM/GLUCOCORTICOID-REGULATED KI- 
NASE). 
55 2.0e-1 0:81:45 

RATTUS NORVEGICUS (RAT). 
Q06226 
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HRIFA026764a 

MRC OX-45 SURFACE ANTIGEN PRECURSOR (BCM1 SURFACE ANTIGEN) ( BLAST- 1 ) (CD48). 
3.4e-05:1 62:25 

RATTUS NORVEGICUS (RAT). 
5 P10252 

HRIFA026789a 

PUTATIVE GENERAL NEGATIVE REGULATOR OF TRANSCRIPTION C16C9.04C. 
8.1e-22:175:38 

10 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 

Q09818 

HRIFA026813a 

"PROTEIN KINASE C, MU TYPE (EC 2.7.1 .-) (NPKC-MU)." 
15 7.1e-89:256:67 

HOMO SAPIENS (HUMAN). 
Q15139 

HRIFA026860a 

20 MONOCARBOXYLATE TRANSPORTER 2 (MCT 2). 

2.6e-1 9:1 03:43 

MESOCRICETUS AURATUS (GOLDEN HAMSTER). 
P53988 

25 HRIFA026923a 

CCAAT DISPLACEMENT PROTEIN (HOMEOBOX PROTEIN CLOX) (CLOX-1) (FRAGMENT). 
0.18:119:36 

CANIS FAMILIARIS (DOG). 
P39881 

30 

HRIFA027012a 

"MANNOSYL-OLIGOSACCHARIDE ALPHA-1 ,2-MANNOSIDASE (EC 3.2.1.113) (MAN(9)-ALPHA-MAN NOSI- 
DASE) (ALPHA-MANNOSIDASE 1A)." 
1.8e-44:234:41 
35 MUS MUSCULUS (MOUSE). 

P45700 

HRIFA027045a 

HYPOTHETICAL PROTEIN HI0519. 
40 2.7e-27:1 81:38 

HAEMOPHILUS INFLUENZAE. 
P44742 

HRIFA027125a 
45 ZINC FINGER PROTEIN 133. 

3.9e-33:70:61 

HOMO SAPIENS (HUMAN). 
P52736 

50 HRIFA027173a 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (VMW11 8 PROTEIN). 
0.15:137:27 

HERPES SIMPLEX VIRUS (TYPE 2 / STRAIN HG52). 
P28284 

55 

HRIFA027179a 

EXCISION REPAIR PROTEIN ERCC-6 (COCKAYNE SYNDROME PROTEIN CSB). 
3.6e-30:90:77 
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HOMO SAPIENS (HUMAN). 
Q03468 

HRIFA027187a 

5 B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD). 

4.7e-1 1:44:61 

HOMO SAPIENS (HUMAN). 
P20931 

10 HRIFA027327a 

COLLAGEN ALPHA 1(X) CHAIN PRECURSOR. 

3.8e-07:1 84:35 

HOMO SAPIENS (HUMAN). 

Q03692 

15 

HRIFA027329a 

SALIVARY GLUE PROTEIN SGS-3 PRECURSOR. 
9.1 e-08:1 95:29 

DROSOPHILA ERECTA (FRUIT FLY). 
20 P13730 

HR!FA027355a 

B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD). 
1.9e-06:33:72 
25 HOMO SAPIENS (HUMAN). 

P20931 

HRIFA027485a 

COLLAGEN ALPHA 1 (XI) CHAIN PRECURSOR. 
30 0.00099:174:36 

HOMO SAPIENS (HUMAN). 
P12107 

HRIFA027536a 

35 VITELLINE MEMBRANE PROTEIN VM26AB PRECURSOR (PROTEIN TU-4) (PROTEIN SV23). 

0.0042:104:35 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P13238 

.40 HRIFA027549a 

D(4) DOPAMINE RECEPTOR (D(2C) DOPAMINE RECEPTOR)." 

0.00023:101:44 

HOMO SAPIENS (HUMAN). 

P21917 

45 

HRIFA027622a 

GUANOSINE-DIPHOSPHATASE (EC 3.6.1.42) (GDPASE). 
2.2e-23:1 46:45 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
so P32621 

HRIFA027625a 

CALCIUM-TRANSPORTING ATPASE 1 (EC 3.6.1 .38) (GOLGI CA2+-ATPASE). 
1.1e-57:220:54 

55 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P13586 

HRIFA027644a 
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COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS). 
7.5e-05:72:40 

RATTUS NORVEGICUS (RAT). 
P02454 

5 

HRIFA027656a 

NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1 .112) (TYROS IN E-P ROTE IN KINASE 1). 
1.6e-13:149:34 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 
10 P18160 

HRlFA027673a 

CONNECTIVE TISSUE GROWTH FACTOR PRECURSOR. 
6.4e-06:47:57 
15 HOMO SAPIENS (HUMAN). 

P29279 

HRIFA027681a 

SPORULATION-SPECIFIC PROTEIN 1 (EC 2.7.1.-). 
20 1.1e-13:158:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P08458 

HRlFA027714a 

25 HYPOTHETICAL 146.8 KD PROTEIN C34E10.5 IN CHROMOSOME III. 

7.2e-06:1 46:30 

CAENORHABDITIS ELEGANS. 
P46580 

30 HRIFA027722a 

SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68). 

2.7e-1 05:242:85 

CANIS FAMILIARIS (DOG). 

Q00004 

35 

HRIFA027860a 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
8.3e-08:1 68:32 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
40 P 17437 

HRIFA027867a 

STANNIOCALCIN PRECURSOR (STC) (CORPUSCLES OF STANNIUS PROTEIN) (CS) (HYPOCALCIN) (TEL- 
EOCALCIN). 
45 1.0:100:27 

ANGUILLA AUSTRALIS (AUSTRALIAN EEL). 
P18301 

HRIFA027940a 

50 INHIBIN BETA C CHAIN PRECURSOR (ACTIVIN BETA-C CHAIN). 

8.7e-15:149:38 
HOMO SAPIENS (HUMAN). 
P55103 

55 HRIFA028061a 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-). 
9.7e-07:1 57:26 

THERMOMONOSPORA CURVATA. 
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P49695 

HRIFA028157a 

HIGH-AFFINITY CATIONIC AMINO ACID TRANSPORTER-1 (CAT-1) (CAT1) (SYSTEM Y+ BASIC AMINO ACID 
5 TRANSPORTER) (ECOTROPIC RETROVIRAL LEUKEMIA RECEPTOR HOMOLOG) (ERR) (ECOTROPIC RET- 

ROVIRUS RECEPTOR HOMOLOG). 
2.8e-71:201:68 
HOMO SAPIENS (HUMAN). 
P30825 

10 

HRIFA028187a 

EBNA-1 NUCLEAR PROTEIN. 

1.5e-09:1 31:38 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
15 P03211 

HRIFA028262a 

CELLULAR NUCLEIC ACID BINDING PROTEIN (CNBP). 
7.2e-09:99:33 
20 MUS MUSCULUS (MOUSE). 

P53996 

HRIFA028371a 

PLASMINOGEN (EC 3.4.21 .7) (FRAGMENT). 
25 1.0e-08:1 03:33 

RATTUS NORVEGICUS (RAT). 
Q01177 

HRIFA028402a 

30 PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1.-). 

3.2e-33:204:39 

THERMOMONOSPORA CURVATA. 
P49695 

35 HRIFA028440a 

COLLAGEN ALPHA 4(IV) CHAIN PRECURSOR. 

1.9e-07:1 92:36 

HOMO SAPIENS (HUMAN). 

P53420 

40 

HRIFA028468a 

CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE TYPE IV CATALYTIC CHAIN (EC 2.7.1.123) (CAM 
KINASE-GR) (CAMK IV) [CONTAINS: CALSPERMIN]. 
5.8e-32:1 78:44 
45 RATTUS NORVEGICUS (RAT). 

P 13234 

HRIFA028501a 

VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV1.6 (RCK2) (KV2). 
50 6.3e-05:1 61:31 

RATTUS NORVEGICUS (RAT). 
P17659 

HRIFA028511a 
55 ANKYRIN HOMOLOG PRECURSOR. 

3.0e-1 9:1 76:34 
CHROMATIUM VINOSUM. 
Q06527 
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HRIFA028576a 

ACROSIN PRECURSOR (EC 3.4.21.10). 
4.8e-08:78:46 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P48038 

HRIFA028614a 

HISTIDINE-RICH GLYCOPROTEIN PRECURSOR. 
1.0e-08:82:39 

PLASMODIUM LOPHURAE. 
P04929 

HRIFA028651a 

BAND 3 ANION TRANSPORT PROTEIN. 
1.3e-18:156:32 

GALLUS GALLUS (CHICKEN). 
P15575 

HRIFA028790a 

PROBABLE CALCIUM-TRANSPORTING ATPASE 6 (EC 3.6.1 .38). 
5.0e-1 8:212:29 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P39986 

HRIFA028804a 

CCAAT-BINDING FACTOR (CBF). 
0.98:232:23 

MUS MUSCULUS (MOUSE). 
P53569 

HRIFA028867a 
REGULATORY PROTEIN E2. 
0.0057:124:31 

HUMAN PAPILLOMAVIRUS TYPE 25. 
P36787 

HRIFA028911a 

HYPOTHETICAL 118.4 KD PROTEIN IN BAT2-DAL5 INTERGENIC REGION PRECURSOR. 
1.2e-09:206:33 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P47179 

HRIFA028983a 

HOMEOTIC GENE REGULATOR (BRAHMA PROTEIN). 
0.0051:115:33 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P25439 

HRIFA029002a 

FIBRINOGEN BETA CHAIN. 

3.2e-25:121:45 

BOS TAURUS (BOVINE). 

P02676 

HRIFA029050a 

RETINAL-CADHERIN PRECURSOR (R-CADHERIN) (R-CAD). 
1.2e-1 0:134:32 

GALLUS GALLUS (CHICKEN). 
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P24503 

HRIFA029208a 

RENAL TRANSCRIPTION FACTOR KID-1 (TRANSCRIPTION FACTOR 17). 
1.4e-1 4:64:59 

RATTUS NORVEGICUS (RAT). 
Q02975 

HRIFA029209a 

"ALPHA-MANNOSIDASE II (EC 3.2.1.114) (MANNOSYL-OLIGOSACCHARIDE 1 ,3-1 ,6-ALPHA-MANNOSI- 

DASE) (MAN II) (GOLGI ALPHA-MANNOSIDASE II)." 

2.3e-12:114:37 

MUS MUSCULUS (MOUSE). 

P27046 

HRIFA029256a 

GAP JUNCTION BETA-2 PROTEIN (CONNEXIN 26) (CX26). 
1.8e-35:89:75 

HOMO SAPIENS (HUMAN). 
P29033 

HRIFA029263a 

SARCALUMENIN PRECURSOR. 
2.1e-16:161:31 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P13666 

HRIFA029278a 

"SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3, CP4 AND CP5) [CONTAINS: BASIC PEP- 
TIDE IB-6" PEPTIDE P-H]. 
3.5e-1 0:204:32 
HOMO SAPIENS (HUMAN). 
P04280 

HRIFA029285a 

GLYCOPROTEIN 25L PRECURSOR (GP25L). 

4.9e-58:1 97:55 

CANIS FAMILIARIS (DOG). 

P27869 

HRIFA029317a 

HIGH AFFINITY SULPHATE TRANSPORTER 2. 
2.3e-25:83:50 

STYLOSANTHES HAMATA. 
P53392 

HRIFA029327a 

MITOCHONDRIAL 2-OXOGLUTARATE/MALATE CARRIER PROTEIN (OGCP). 

9.1e-34:227:37 

BOS TAURUS (BOVINE). 

P22292 

HRIFA029349a 

CUTICLE COLLAGEN 12 PRECURSOR. 
5.1e-09:190:33 

CAENORHABDITIS ELEGANS. 
P20630 



953 



EP1 130 094 A2 



HRIFA029393a 

PROBABLE G PROTEIN-COUPLED RECEPTOR APJ. 
9.7e-69:1 65:84 
HOMO SAPIENS (HUMAN). 
5 P35414 

HRIFA029398a 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (P135 PROTEIN) (IER 2.9/ER2.6). 
0.011:170:34 

10 BOVINE HERPESVIRUS TYPE 1 (STRAIN JURA). 

P29128 

HRIFA029425a 

ALPHA CRYSTALLIN B CHAIN (ALPHA(B)-CRYSTALLIN). 
15 2.0e-08:99:32 

BOS TAURUS (BOVINE). 
P02510 

HRIFA029434a 

20 "SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3, CP4 AND CPS) [CONTAINS: BASIC PEP- 

TIDE IB-6" PEPTIDE P-H]. 
2.6e-05:232:32 
HOMO SAPIENS (HUMAN). 
P04280 

HRIFA029440a 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
0.00046:131:33 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
30 P17437 

HRIFA029460a 
SYNAPTOTAGMIN III. 
1.5e-08:1 02:35 
35 . RATTUS NORVEGICUS (RAT). 

P40748 

HRIFA029467a 

GLYCOPROTEIN X PRECURSOR. 
40 5.2e-07:1 82:31 

EQUINE HERPESVIRUS TYPE 1 (STRAIN AB4P) (EHV-1). 
P28968 

HRIFA029508a 
45 PROPERDIN PRECURSOR. 

1.9e-06:218:32 
HOMO SAPIENS (HUMAN). 
P27918 

so HRIFA029511a 

POTASSIUM CHANNEL PROTEIN EAG. 
2.3e-66:139:61 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q02280 

55 

HRIFA029602a 

SEX-DETERMINING REGION Y PROTEIN (TESTIS-DETERMINING FACTOR). 
1.0:37:37 
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SUS SCROFA (PIG). 
P36393 

HRIFA029649a . 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (VMW118 PROTEIN). 
0.30:99:34 

HERPES SIMPLEX VIRUS (TYPE 2 / STRAIN HG52). 
P28284 

HRIFA029715a 

GROWTH ARREST AND DNA-DAMAGE-INDUCIBLE PROTEIN GADD153 (DNA-DAMAGE INDUCIBLE TRAN- 
SCRIPT 3) (DDIT3) (C/EBP-HOMOLOGOUS PROTEIN) (CHOP). 
0.54:95:30 

HOMO SAPIENS (HUMAN). 
P35638 

HRIFA029730a 

HISTIDINE-RICH GLYCOPROTEIN PRECURSOR. 

3.8e-05:131:29 

PLASMODIUM LOPHURAE. 

P04929 

HRIFA029792a 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1.-). 
9.0e-09:1 78:30 

THERMOMONOSPORA CURVATA. 
P49695 

HRIFA029802a 

TRAM PROTEIN (TRANSLOCATING CHAIN-ASSOCIATING MEMBRANE PROTEIN). 

7.2e-73:204:69 

CANIS FAMILIARIS (DOG). 

Q01685 

HRIFA029866a 

PROTEIN KINASE BYR2 (EC 2.7.1.-) (PROTEIN KINASE STE8) (MAPK KINASE KINASE) (MAPKKK). 
1.2e-27:144:45 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
P28829 

HRIFA029932a 
F-SPONDIN PRECURSOR. 
9.1e-24:191:37 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P35447 

HRIFA030025a 

ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHEROMONE ALPHA- 
FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPONENT). 
1.0e-11:138:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32802 

HRIFA030045a 

SARCALUMENIN PRECURSOR. 
2.4e-20:151:32 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P13666 
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HRIFA030103a 

HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC REGION. 
2.1e-05:215:29 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
5 P53214 

HRIFA030106a 

SCO-SPONDIN (FRAGMENT). 
0.53:60:36 
10 BOS TAURUS (BOVINE). 

P98167 

HRIFA030147a 

PUTATIVE MITOCHONDRIAL CARRIER YGR096W. 
« 1.8e-1 0:93:34 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53257 

HRlFA030250a 
20 ENAMELIN (TUFTELIN). 

3.7e-1 08:250:86 
BOS TAURUS (BOVINE). 
P27628 

25 HRIFA030264a 

SODIUM/GLUCOSE COTRANSPORTER 1 (NA(+)/GLUCOSE COTRANSPORTER 1) (HIGH AFFINITY SODI 
UM-GLUCOSE COTRANSPORTER). 
3.3e-09:1 19:27 

ORYCTOLAGUS CUNICULUS (RABBIT). 
30 P11170 

HRIFA030342a 

ESTRADIOL 17 BETA-DEHYDROGENASE 3 (EC 1.1.1.62) (17-BETA-HSD 3) (TESTICULAR 1 7-BETA-HY 
DROXYSTEROID DEHYDROGENASE). 
35 1.5e-42:203:49 

HOMO SAPIENS (HUMAN). 
P37058 

HRIFA030370a 
40 HYPOTHETICAL 56.2 KD PROTEIN CY31 .25C. 

8.0e-12:88:48 

MYCOBACTERIUM TUBERCULOSIS. 
Q 10555 

45 HRIFA030371a 

"PROTEIN KINASE C, MU TYPE (EC 2.7.1 .-) (NPKC-MU)." 

1.6e-68:228:59 

HOMO SAPIENS (HUMAN). 

Q15139 

50 

HRIFA030381a 

COLLAGEN 1(X) CHAIN PRECURSOR. 
3.0e-05:204:30 

GALLUS GALLUS (CHICKEN). 
55 P08125 

HRIFA030385a 

COLLAGEN ALPHA 1(X) CHAIN PRECURSOR. 
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0.029:162:31 

HOMO SAPIENS (HUMAN). 
Q03692 

HRIFA030411a 

SERINE PALMITOYLTRANSFERASE 2 (EC 2.3.1 .50) (LONG CHAIN BASE BIOSYNTHESIS PROTEIN 2) (SPT 
2). 

1.2e-27:115:53 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q09925 

HRIFA030448a 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE P78 (EC 2.7.1 .-). 

2.5e-92:225:77 

HOMO SAPIENS (HUMAN). 

P27448 

HRIFA030456a 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 

9.3e-08:127:35 

MUS MUSCULUS (MOUSE). 

P05142 

HRIFA030461a 

CUTICLE COLLAGEN 12 PRECURSOR. 
0.046:140:31 

CAENORHABDITIS ELEGANS. 
P20630 

HRIFA030472a 

NUC-1 NEGATIVE REGULATORY PROTEIN PREG. 
0.0030:98:31 

NEUROSPORACRASSA. 
Q06712 

HRIFA030509a 

"INTERFERON-INDUCED, DOUBLE-STRANDED RN A- ACTIVATED PROTEIN KINASE (EC 2.7.1.-) (INTER- 
FERON-INDUCIBLE RNA-DEPENDENT PROTEIN KINASE) (P68 KINASE) (P1/EIF-2A PROTEIN KINASE)." 
2.5e-09:65:43 

HOMO SAPIENS (HUMAN). 
P19525 

HRIFA030511a 

T-LYMPHOCYTE MATURATION-ASSOCIATED PROTEIN. 

0.00010:99:33 

HOMO SAPIENS (HUMAN). 

P21145 

HRIFA030545a 

PROBABLE SERINE/THREONINE-PROTEIN KINASE YNL020C (EC 2.7.1 .-). 
7.6e-21:1 65:35 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53974 

HRIFA030566a 

"GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA-GLUCOSIDASE) (1 ,4-ALPHA-D- 
GLUCAN GLUCOHYDROLASE)." 
2.7e-07:221 :30 
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SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P08640 

HRIFA030599a 
5 GLYCOPROTEIN X PRECURSOR. 

2.8e-05:236:27 

EQUINE HERPESVIRUS TYPE 1 (STRAIN AB4P) (EHV-1). 
P28968 

10 HRIFA030629a 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) (EC 5.3.4.1) (PROLYL 4-HYDROXYLASE BETA SUB- 
UNIT) (CELLULAR THYROID HORMONE BINDING PROTEIN) (P55). 
3.5e-16:115:38 
BOS TAURUS (BOVINE). 
15 P05307 

HRIFA030642a 

SULFATED SURFACE GLYCOPROTEIN 185 (SSG 185). 
2.58-1 2:93:47 
20 VOLVOX CARTER!. 

P21997 

HRIFA030662a 

NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 1 (EC 1.6.5.3). 
25 9. 1e-1 20:279:83 

HOMO SAPIENS (HUMAN). 
P03886 

HRIFA030839a 

30 HYPOTHETICAL GENE 51 MEMBRANE PROTEIN. 

1.0:66:27 

ICTALURID HERPESVIRUS 1 (CHANNEL CATFISH VIRUS) (CCV). 
Q00135 

35 HRIFA031091a 
PROTEIN Q300. 
0.0042:27:62 

MUS MUSCULUS (MOUSE). 
Q02722 

40 

HRIFA031126a 

P2Y PURINOCEPTOR 5 (P2Y5) (PURINERGIC RECEPTOR 5).(RB INTRON ENCODED G-PROTEIN COUPLED 
RECEPTOR). 
1.3e-06:70:34 
45 HOMO SAPIENS (HUMAN). 

P43657 

HRIFA031249a 

ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP33). 
50 5.9e-05:1 66:31 

RATTUS NORVEGICUS (RAT). 
P04474 

HRIFA031336a 

55 CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN B) (NF-YB) (CAAT- 

BOX DNA BINDING PROTEIN SUBUNIT B). 
6.6e-1 5:97:38 

PETROMYZON MARINUS (SEA LAMPREY). 
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P25210 

HRIFA031395a 

COLD SHOCK PROTEIN CSPB (FRAGMENT). 
5 0.95:32:40 

BACILLUS GLOBISPORUS. 
P41018 

HRIFA031397a 
10 REGULATORY PROTEIN E2. 

0.0077:145:35 

HUMAN PAPILLOMAVIRUS TYPE 47. 
P22420 

15 HRIFA031438a 

GLUCOSE REPRESSION MEDIATOR PROTEIN. 
1.3e-06: 176:26 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P14922 .. 

20 

HRIFA031869a 

TRANSCRIPTION FACTOR HES-1 (HAIRY AND ENHANCER OF SPLIT 1) (HAIRY-LIKE) (RHL). 
1.7e-1 8:1 63:41 

RATTUS NORVEGICUS (RAT). 
25 Q04666 

HRIFA031935a 

EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN). 
1.8e-06:1 92:32 
30 ZEA MAYS (MAIZE). 

P14918 

HRIFA031 98,6a 

SERINE/THREONINE-PROTEIN KINASE PAK-ALPHA (EC 2.7.1.-) (P68-PAK) (P21 -ACTIVATED KINASE) (AL- 
35 PHA-PAK) (PROTEIN KINASE MUK2). 

2.4e-49:222:47 

RATTUS NORVEGICUS (RAT). 
P35465 

40 HRIFA032009a 

PROBABLE G PROTEIN-COUPLED RECEPTOR FROM T-CELLS PRECURSOR (GLUCOCORTICOID-IN- 
DUCED RECEPTOR). 
1.0e-1 7:1 18:36 
MUS MUSCULUS (MOUSE). 
45 P30731 

HRIFA032011a 

MUSCARINIC ACETYLCHOLINE RECEPTOR M4. 
7.8e-35:184:32 
50 HOMO SAPIENS (HUMAN). 

P08173 

HRIFA032070a 

MITOCHONDRIAL RNA SPLICING PROTEIN MSR4. 
55 2.1e-18:107:44 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P23500 
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HRIFA032073a 

SECRETOGRANIN Mi PRECURSOR (SGIII). 
9.7e-69:1 82:76 
MUS MUSCULUS (MOUSE). 
5 P47867 

HRIFA032079a 

HYPOTHETICAL 49.3 KD PROTEIN C30D11.06C IN CHROMOSOME I. 
3.5e-12:96:39 

10 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 

Q09906 

- HRIFA032097a 
GLYCOPROTEIN J. 
15 0.023:61:32 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 
P06480 

HRIFA032161a 

20 CCAAT/ENHANCER BINDING PROTEIN DELTA (C/EBP DELTA) (NUCLEAR FACTOR NF-IL6-BETA) (NF- 

IL6-BETA). 
0.22:56:42 

HOMO SAPIENS (HUMAN). 
P49716 

25 

HRIFA032186a 

D-BINDING PROTEIN (DBP) (ALBUMIN D BOX-BINDING PROTEIN) (TAXREB302). 
0.86:50:38 

HOMO SAPIENS (HUMAN). 
30 Q 10586 

HRIFA032224a 

HYPOTHETICAL 52.7 KD PROTEIN C38C1 0.2 IN CHROMOSOME III. 
2.6e-43:1 96:45 
35 CAENORHABDITIS ELEGANS. 

Q03567 

HRIFA032257a 

GLUCOSE REPRESSION MEDIATOR PROTEIN. 
40 4.7e-07:204:25 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P14922 

HRIFA032274a 

45 ZINC FINGER PROTEIN 38 (ZFP-38) (CTFIN51) (TRANSCRIPTION FACTOR RU49) 

7.8e-60:1 63:74 
MUS MUSCULUS (MOUSE). 
Q07231 

50 HRIFA032275a 

CELL DIVISION CONTROL PROTEIN 28 (EC 2.7.1 .-). 
7.2e-41:1 79:38 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P00546 

55 

HRIFA032360a 

HYPOTHETICAL 84.3 KD PROTEIN ZK945.10 IN CHROMOSOME II. 
3.0e-05:198:28 
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CAENORHABDITIS ELEGANS. 
Q09625 

HRIFA032389a 
5 EBNA-1 NUCLEAR PROTEIN. 

1.3e-05:86:39 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). P03211 
HRIFA032433a 

10 GONADOTROPIN-RELEASING HORMONE RECEPTOR (GNRH-R). 

3.1e-14:54:53 

RATTUS NORVEGICUS (RAT). 
P30969 

15 HRIFA032453a 

BUTYROPHILIN PRECURSOR (BT). 

5.9e-13:162:32 

BOS TAURUS (BOVINE)' 

P18892 

20 

HRIFA032478a 

GLYCOPROTEIN X PRECURSOR. 
3.8e-06:253:28 

EQUINE HERPESVIRUS TYPE 1 (STRAIN AB4P) (EHV-1). 
25 P28968 

HRIFA032506a 

COLLAGEN ALPHA 3(VI) CHAIN PRECURSOR. 
1.2e-06:226:34 
30 HOMO SAPIENS (HUMAN). 

P12111 

. HRIFA032511a 

COLLAGEN ALPHA 1(XVI) CHAIN PRECURSOR. 
35 8.7e-09:229:34 

HOMO SAPIENS (HUMAN). 
Q07092 

HRIFA032530a 

40 SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 

9.0e-05:1 59:33 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P17437 

45 HRIFA032587a 

SYNAPTOTAGMIN (P65). 
3.2e-08:72:52 

APLYSIA CALIFORNIA (CALIFORNIA SEA HARE). 
P41823 

50 

HRIFA032605a 

ANTIGEN PEPTIDE TRANSPORTER 1 (APT1) (PEPTIDE TRANSPORTER TAP1) (PEPTIDE TRANSPORTER 
PSF1 ) (PEPTIDE SUPPLY FACTOR 1 ) (PSF-1) (PEPTIDE TRANSPORTER INVOLVED IN ANTIGEN PROCESS- 
ING 1). 
55 8.4e-37:1 92:41 

HOMO SAPIENS (HUMAN). 
Q03518 
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HRIFA032642a 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
5.0e-05:1 27:33 
MUS MUSCULUS (MOUSE). 
5 P05142 

HRIFA032696a 

COLLAGEN ALPHA 1(11) CHAIN (FRAGMENTS). 
1.4e-1 3:200:38 
io BOS TAURUS (BOVINE). 

P02459 

HRIFA032730a 
K-GLYPICAN PRECURSOR. 
15 4.8e-67:1 80:68 

MUS MUSCULUS (MOUSE). 
P51655 

HRIFA032820a 
20 GLUTAMIC ACID-RICH PROTEIN PRECURSOR. 

7.5e-05:1 92:23 

PLASMODIUM FALCIPARUM (ISOLATE FC27 / PAPUA NEW GUINEA). 
P13816 

25 Homology search result 2 

[0290] Homology of representative sequences of the 5'-end cluster to the data in Swiss- Prot database 

[0291] Representative sequence of the 5'-end cluster exhibiting relatively high homology (304 cluster: "exhibiting 

relatively high homology" means that the P value is 10 -10 or less) 

30 HRIFA000327a, HRIFA000432a, HRIFA000553a, HRIFA000564a, HRIFA000631a, HRIFA000683a, HR1FA000776a, 
HRIFA000814a, HRIFA001132a, HRIFA001138a, HRIFA00 1337a, HRIFA001341a, HRIFA001489a, HRIFA001 712a, 
HRIFA001720a, HRIFA001942a, HRIFA001975a, HRIFA001984a s HRIFA002384a, HRIFA002503a, HRIFA002743a, 
HRIFA002766a, HRIFA002805a, HRIFA002891a, HRIFA002919a, HRIFA002980a, HRIFA003063a } HRIFA003093a, 
HRIFA003635a, HRIFA004006a, HR1FA004034a, HRIFA004112a, HRlFA004426a, HRIFA004490a, HRIFA004523a, 

35 HRIFA004663a, HRlFA004696a, HRIFA0O4714a, HRIFA004745a, HRIFA004919a, HRIFA0051 84a, HRIFA005231a, 
HRIFA005240a, HRIFA005271a, HRIFA005372a, HRIFA005392a, HRIFA005409a, HRIFA005420a, HRIFA005438a, 
HRIFA005462a, HRIFA005644a, HRIFA005720a, HRIFA005732a, HRIFA005760a, HRIFA005781a, HRIFA006183a, 
HRIFA006494a, HRIFA006510a, HRIFA006566a, HRIFA006586a, HRIFA006596a, HRIFA006649a, HRIFA006667a, 
HRIFA006730a, HRIFA006926a, HRIFA007013a, HRIFA007219a } HRlFA007228a, HRIFA007243a, HRIFA007352a, 

40 HRIFA007424a, HRIFA007435a, HRlFA007463a, HRIFA007493a, HRIFA007571a, HRIFA007659a, HRIFA007722a, 
HRIFA007745a, HRIFA008000a, HRIFA008200a, HRIFA008284a, HRIFA008314a, HRIFA008362a, HRIFA008459a, 
HRIFA008483a, HRIFA008547a, HRIFA008611a, HRIFA008661a, HRIFA008717a, HRIFA008784a, HRIFA008981a, 
HRIFA009101a, HRIFA0091 71a, HRIFA009220a, HRIFA009451a, HRIFA009482a, HRIFA009783a, HRIFA009881a, 
HRIFA010085a, HRIFA010090a, 

45 HRIFA010130a, HRIFA010319a, HRIFA01 0394a, HRIFA010460a, HRlFA010790a, HRIFA010975a, HRIFA011016a, 
HRIFA011179a, HRIFA011197a, HRIFA011449a, HRIFA011659a, HRIFA011947a, HRIFA012278a, HRIFA012584a, 
HRIFA012625a, HRIFA012692a, HRIFA012795a, HRIFA012885a, HRIFA012914a, HRIFA012969a, HRIFA012990a, 
HRIFA013254a, HRIFA013265a, HRIFA01 3276a, HRIFA013376a, HRIFA013477a, HRIFA013586a, HRIFA013726a, 
HRIFA013744a, HRIFA013911a, HRIFA014006a, HRIFA014185a, HRIFA014336a, HRIFA014465a, HRIFA014500a, 

50 HRIFA014561a, HRIFA014568a, HRlFA014621a, HRIFA014688a, HRIFA014819a, HRIFA014951a, HRIFA014967a, 
HRIFA015063a, HRIFA015070a, HRIFA015246a, HRIFA015423a, HRIFA01 5453a, HRIFA015486a, HRIFA015506a, 
HRIFA015536a, HRIFA015547a, HRIFA015568a, HRIFA015756a, HRIFA015811 a, HRIFA016070a, HRIFA016290a, 
HRIFA01 6430a, HRIFA01 6654a, HRIFA01 6758a, HRIFA017031a, HRIFA01 7257a, HRIFA01 7295a, HRIFA017312a, 
HRIFA017703a, HRIFA017855a, HRIFA018092a, HRIFA018131a, HRIFA01 8134a, HRIFA01 8580a, HRIFA018827a, 

55 HRIFA018904a, HRIFA018993a, HRIFA019105a, HRIFA019136a, HRIFA01 9175a, HRIFA019262a, HRIFA019466a, 
HRIFA019867a, HRIFA019869a, HRIFA020272a, HRIFA020335a, HRIFA020349a, HRIFA020862a, HRIFA02121 3a, 
HRIFA021398a, HRIFA021499a, HRIFA021637a, HRIFA021651a, HRIFA021754a, HRIFA021781a, HRIFA022065a, 
HRlFA022139a, HRIFA0221 66a, HRIFA022177a, HRIFA022182a, HRIFA022227a, HRlFA022249a, HRIFA022265a, 
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HRlFA022328a, HRIFA022423a, HRlFA022528a, HRIFA022546a, HRIFA022564a, HRIFA022616a, HRIFA022671a, 
HR!FA022691a, HRIFA022707a, HRIFA022729a, HRIFA022737a, HRIFA022776a, HRIFA022875a, HRAFA022895a, 
HR!FA023007a, HRIFA023227a, HRIFA023257a, HRIFA023304a, HRIFA023464a, HRIFA023767a, HRIFA023923a, 
HRIFA024132a, HRIFA024255a, HRIFA024392a, HRIFA024423a, HRIFA024504a, HRIFA024718a, HRIFA024767a, 

5 HRIFA024937a, HRIFA024994a, HRIFA025046a, HRIFA025250a, HRIFA025261a, HRIFA025353a, HRIFA025492a, 
HRIFA025636a, HRIFA025695a, HRIFA025706a, HRIFA025766a, HRIFA025800a, HRIFA025907a, HRIFA025913a, 
HRIFA026089a, HRIFA026364a, HRIFA026496a, HRIFA026789a, HRIFA026813a, HRIFA026860a, HRIFA027012a, 
HRIFA027045a f HRIFA027125a, HRIFA027179a, HRIFA027187a, HRIFA027622a, HRIFA027625a, HRIFA027656a, 
HRIFA027681a, HRIFA027722a, HRIFA027940a, HRIFA028157a, HRIFA028402a, HRIFA028468a, HRlFA028511a, 

10 HRIFA028651a, HRIFA028790a, HRIFA029002a, HRIFA029208a, HRIFA029209a, HRIFA029256a, HRIFA029263a, 
HRIFA029285a, HRIFA029317a, HRIFA029327a, HRIFA029393a, HRIFA029511a, HRIFA029802a, HRIFA029866a, 
HR1FA029932a, HRIFA030025a, HRIFA030045a, HRlFA030250a, HRIFA030342a, HRIFA030370a, HRIFA030371 a, 
HRIFA030411a. HRIFA030448a, HRIFA030545a, HRIFA030629a, HRIFA030642a, HRIFA030662a, HRIFA031336a, 
HRIFA031869a, HRIFA031986a, HRIFA032009a, HRIFA032011a, HRIFA032070a, HRIFA032073a, HRIFA032079a, 

15 HRIFA032224a, HRIFA032274a, HRIFA032275a, HRIFA032433a, 
HRIFA032453a, HRIFA032605a, HRIFA032696a, HRIFA032730a, 

Homology search result 3 

20 [0292] Representative sequence of the 5'-end cluster exhibiting relatively low homology (221 cluster: "exhibiting 
relatively low homology" means that the P value is higher than 1 a 10 and 1 0* 4 or less) 

HRIFA000016a, HRIFA000071 a, HRIFA000116a, HRIFA000123a, HRIFA000264a, HRIFA000415a, HRIFA000446a, 
HRIFA000695a, HRIFA000845a, HRIFA001971a, HRIFA002063a, HRIFA002102a, HRIFA002284a, HRIFA002309a, 
HRlFA002694a, HRIFA002762a, HRIFA002787a, HRIFA003055a, HRIFA003340a, HRIFA003402a, HRIFA003504a, 

25 HRIFA003892a, HRIFA003946a, HRIFA004162a, HRIFA004401a, HRIFA004780a, HRIFA005072a, HRIFA005102a, 
HRIFA005214a, HRIFA005255a, HRIFA005300a, HRIFA005369a, HRIFA005702a, HRIFA005728a, HRIFA005944a, 
HRIFA006298a, HRIFA006448a, HRIFA006572a, HRIFA006633a, HRIFA006642a, HRIFA007068a, HRIFA007244a, 
HRIFA007262a, HRIFA007512a, HRIFA007532a, HRIFA007565a, HRIFA007728a, HRIFA007909a, HRIFA008174a, 
HRIFA008426a, HRIFA008596a, HRIFA008790a, HRIFA008989a, HRIFA009578a, HRIFA009825a, HRIFA009852a, 

30 HRIFA009983a, HRIFA01 0005a, HRIFA010078a, HRIFA010152a, HRIFA01 0301a, HRIFA010361a, HRIFA010425a, 
HRIFA010466a, HRIFA01 0799a, HRIFA01 1580a, HRIFA011820a, HRIFA012167a, HRIFA012354a, HRIFA012427a, 
HRIFA012436a, HRIFA012515a, HRIFA012702a, HRIFA012737a, HRIFA013135a, HRIFA013235a, HRIFA013279a, 
HRIFA013589a, HRIFA013620a, HRIFA013919a } HRIFA013932a, HRIFA014056a, HRIFA014111a, HRIFA014133a, 
HRIFA014396a, HRIFA014397a, HRIFA014598a, HRIFA014702a, HRIFA01 4868a, HRIFA015219a, HRIFA015995a, 

35 HRIFA016214a, HRIFA016240a, HRIFA016255a, HRIFA016639a, HRIFA01 6669a, HRIFA016963a, HRIFA017457a, 
HRlFA017643a, HRIFA017670a, 

HRIFA017801a, HRIFA017836a, HRlFA017921a, HRIFA018238a, HRIFA01 8262a, HRIFA018287a, HRIFA018666a, 
HRIFA018688a, HRIFA018754a, HRIFA018794a, HRIFA018870a, HRIFA01 8931a, HRIFA019412a, HRIFA019490a, 
HRIFA019498a, HRIFA019532a, HRIFA01 9651 a, HRIFA0201440, HRIFA020184a, HRIFA020453a, HRIFA020693a, 

40 HRIFA020707a, HRIFA020748a, HRIFA021061 a, HRIFA021224a, HRIFA021494a, HRIFA021794a, HRIFA021855a, 
HRIFA021906a, HRIFA022156a, HRIFA022203a, HRIFA022234a, HRIFA022702a, HRIFA022728a, HRIFA022782a, 
HRIFA022865a, HRIFA022890a, HRIFA022985a, HRIFA023048a, HRIFA023069a, HRIFA0231 29a, HRIFA023154a, 
HRIFA023212a, HRIFA023489a, HRIFA023634a, HRIFA023894a, HRIFA024088a, HRIFA0241 97a, HRIFA024218a, 
HRIFA024473a, HRIFA024482a, HRIFA024543a, HRIFA025327a, HRIFA025479a, HRIFA025488a, HRIFA025703a, 

45 HRIFA025771a, HRIFA025778a, HRIFA025904a, HRIFA025966a, HRlFA025978a, HRIFA0261 21a, HRIFA026242a, 
HRIFA026316a, HRIFA026382a, HRIFA026465a, HRIFA026519a, HRIFA026564a"; HRIFA026576a, HRIFA026618a, 
HRIFA026659a, HRIFA026764a, HRIFA027327a, HRIFA027329a, HRIFA027355a, HRIFA027644a, HRlFA027673a, 
HRIFA027714a, HRIFA027860a, HRIFA028061a, HRIFA028187a, HRIFA028262a, HRIFA028371a, HRIFA028440a, 
HRIFA028501a, HRIFA028576a, HRIFA028614a, HRIFA028911a, HRIFA029050a, HRIFA029278a, HRIFA029349a, 

50 HRIFA029425a, HRIFA029434a, HRIFA029460a, HRIFA029467a, HRIFA029508a, HRIFA029730a, HRIFA029792a, 
HRIFA030103a, HRIFA030147a, 

HRIFA030264a, HRIFA030381a, HRIFA030456a, HRIFA030509a, HRIFA030511 a, HRIFA030566a, HRIFA030599a, 
HRIFA031126a, HRIFA031249a, HRIFA031438a, HRIFA031935a, HRIFA032257a, HRIFA032360a, HRIFA032389a, 
HRIFA032478a, HRIFA032506a, HRIFA032511a, HRIFA032530a, HRIFA032587a, HRIFA032642a, HRIFA032820a, 

55 

Homology search result 4 

[0293] Representative sequence of the 5'-end cluster exhibiting low homology (115 cluster: "exhibiting low homology" 
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means that the P value is higher than 10" 4 and 1 or less) 

HRIFA001099a, HRIFA001200a, HRIFA001413a, HRIFA001439a, HRIFA001558a, HRIFA001 866a, HRIFA001 972a, 
HRIFA002689a, HRIFA003357a, HRIFA003592a, HRIFA003640a, HRIFA003883a, HRIFA005296a, HRIFA005500a! 
HRIFA005540a, HRIFA006250a, HRIFA006609a, HRIFA006798a, HRIFA007032a, HRIFA007152a, HRIFA007547a! 
HRIFA007829a, HRIFA007985a, HRIFA008212a, HRIFA008252a, HRIFA008976a, HRIFA009071 a, HRIFA009123a| 
HRIFA009136a, HRIFA009339a, HRIFA009762a, HRIFA010176a, HRIFA01 0490a, HRIFA01 0736a, HRIFA01 0859a' 
HRIFA010891a, HRIFA010988a, HRIFA011105a, HRIFA011128a, HRIFA011484a, HRIFA011512a, HRIFA011 926a! 
HRIFA012069a, HRIFA012151a, HRIFA013092a, HRIFA013103a, HRIFA013980a, HRIFA014024a, HRIFA014590a! 
HRIFA014620a, HRIFA015122a, HRIFA015351a, HRIFA015802a, HRIFA015902a, HRIFA015947a, HRIFA016599a! 
HRIFA017146a, HRIFA017190a, HRIFA017456a, HRIFA017791a, HRIFA01 7818a, HRIFA018447a, HRIFA019437a! 
HRIFA019958a, HRIFA020883a, HRIFA021007a, HRIFA021040a, HRIFA021445a, HRIFA021543a, HRIFA021 620a, 
HRIFA021787a, HRIFA022055a, HRIFA022335a, HRIFA022348a, HRIFA022411a, HRIFA022462a, HRIFA022493a! 
HRIFA022714a, HRIFA023434a, HRIFA024185a, HRIFA024305a, HRIFA024884a, HRIFA024893a, HRIFA024978a! 
HRIFA025033a, HRIFA025290a, HRIFA026265a, HRIFA026303a, HRIFA026351a, HRIFA026615a, HRIFA026923a! 
HRIFA027173a, HRIFA027485a, HRIFA027536a, HRIFA027549a, HRIFA027867a, HRIFA028804a, HRIFA028867a' 
HRIFA028983a, HRIFA029398a, 

HRIFA029440a, HRIFA029602a, HR!FA029649a, HRIFA029715a, HRIFA030106a, HRIFA030385a, HRlFA030461a, 
HRIFA030472a, HRIFA030839a, HRIFA031091a, HRIFA031395a, HRIFA031397a, HRIFA032097a, HRIFA032161a 
HRIFA032186a, 

Homology search result 5 

[0294] The result of the homology search in the SwissProt using the clone sequences of the 5'-ends. 

Indicated are from the top, 

the name of the clone sequence, 

definition of the top hit data, 

the P-value: the length of the sequence used for comparison (nucleotide):similarity (%), 
the organism of which the top hit data is obtained, 
the Accession No. of the top hit data. 

[0295] Data were not shown for the clones in which the P-value was higher than 1 . 
F-BNGH41 000020 

NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 1 (EC 1.6.5.3). 

1.2e-1 19:279:83 

HOMO SAPIENS (HUMAN). 

P03886 

F-BNGH41 000087 

PROPERDIN PRECURSOR. 

2.5e-06:218:32 

HOMO SAPIENS (HUMAN). 

P27918 

F-BNGH41 000091 

POTASSIUM CHANNEL PROTEIN EAG. 
3.1e-66:139:61 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q02280 

F-HEMBA1 000006 

S-ANTIGEN PROTEIN PRECURSOR. 
3.0e-05:1 64:31 

PLASMODIUM FALCIPARUM (ISOLATE V1). 
P09593 

F-HEMBA1000121 
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HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME III. 
8.2e-06:83:27 

CAENORHABDITIS ELEGANS. 
P34679 

5 

F-HEMBA1000128 

PATHOGENESIS- RELATED PROTEIN 1 PRECURSOR (PR-1). 
8.2e-08:89:34 

ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 
10 P33154 

F-HEMBA1 000275 

PROCOLLAGEN ALPHA 1 (I) CHAIN PRECURSOR. 
1.9e-06:231:34 
15 GALLUS GALLUS (CHICKEN). 

P02457 

F-HEMBA1000300 

!!!! ALU SUBFAMILY SX WARNING ENTRY !!!! 
20 1.4e-13:73:56 

HOMO SAPIENS (HUMAN). 
P39195 

F-HEMBA1 000349 
25 ATP-BINDING CASSETTE TRANSPORTER 1 . 

2.6e-1 6:238:31 
MUS MUSCULUS (MOUSE). 
P41233 

30 F-HEMBA1000443 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 

4.8e-06:1 20:35 

MUS MUSCULUS (MOUSE). 

P05142 

35 

F-HEMBA1000462 

PUTATIVE GENERAL NEGATIVE REGULATOR OF TRANSCRIPTION C16C9.04C. 
2.9e-21:86:52 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
40 Q09818 

F-HEMBA1000477 

HYPOTHETICAL 64.8 KD PROTEIN IN GDI1-COX15 INTERGENIC REGION. 
3.3e-09:138:34 

45 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P40085 

F-HEMBA1000590 

CARTILAGE MATRIX PROTEIN PRECURSOR (MATRILIN-1). 
50 2.2e-27:1 17:48 

GALLUS GALLUS (CHICKEN). 
P05099 

F-HEMBA1000634 

55 TRAMS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (IMMEDIATE-EARLY PROTEIN 1E110) (VMW110) (AL- 

PHA-0 PROTEIN). 
0.00027:85:43 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 
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P08393 

F-HEMBA1 000671 

ZINC FINGER PROTEIN 140. 

1.1e-44:1 55:47 

HOMO SAPIENS (HUMAN). 

P52738 

F-HEMBA1000713 

BLADDER CANCER 10 KD PROTEIN. 
1.5e-42:81:97 

HOMO SAPIENS (HUMAN). 
060629 

F-HE MBA 1000732 
FIBRILLIN 1 PRECURSOR. 
6.3e-1 8:77:46 

HOMO SAPIENS (HUMAN). 
P35555 

F-HEMBA1 000745 

SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3, CP4 AND CP5) [CONTAINS: BASIC PEP- 
TIDE IB-6; PEPTIDE P-H]. 
5.2e-06:1 05:33 
HOMO SAPIENS (HUMAN). 
P04280 

F-HEMBA1 000835 

FIBRILLIN 2 PRECURSOR. 

2.1e-42:214:44 

HOMO SAPIENS (HUMAN). 

P35556 

F-HEMBA1 000875 

ZINC FINGER PROTEIN 133. 

5. 8e-1 6:49:87 

HOMO SAPIENS (HUMAN). 
P52736 

F-HEMBA1 000907 

PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. 

2.2e-05:1 72:34 

MUS MUSCULUS (MOUSE). 

P11087 

F-HEMBA1 000940 

GAP JUNCTION CX43.4 PROTEIN (CONNEXIN 43.4) (CX43.4). 
1 .4e-20:90:42 

BRACHYDANIO RERIO (ZEBRAFISH) (ZEBRA DANIO). 
Q92052 

F-HEMBA1 000962 

WATER-STRESS INDUCIBLE PROTEIN RAB21 . 

0.089:122:25 

ORYZA SATIVA (RICE). 

P 12253 

F-HEMBA1001184 
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SH3BGR PROTEIN (21-GLUTAMIC ACID-RICH PROTEIN) (21-GARP). 

4.9e-33:1 00:60 

HOMO SAPIENS (HUMAN). 

P55822 

5 

F-H EM BA1 001221 
AGRIN PRECURSOR. 
1 .7e-26:239:32 

GALLUS GALLUS (CHICKEN). 
10 P31696 

F-H EM BA1 00 1228 

CARTILAGE OLIGOMERIC MATRIX PROTEIN PRECURSOR (COMP). 
7.7e-1 14:147:83 
15 HOMO SAPIENS (HUMAN). 

P49747 

F-H EM BA1 001272 

SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53). 
20 5.8e-06:1 29:33 

HOMO SAPIENS (HUMAN). 
Q 15427 

F-HEMBA1 001296 

25 TRANSCRIPTION FACTOR BF-2 (BRAIN FACTOR 2) (BF2) (CBF-2) (T-14-6). 

0.0019:115:36 

GALLUS GALLUS (CHICKEN). 
Q98937 

30 F-H EM BA1 00 1297 

50S RIBOSOMAL PROTEIN L37E (L35E). 
0.65:40:40 

HALOARCULA MARISMORTUI (HALOBACTERIUM MARISMORTUI). 
P32410 

35 

F-H EM BA1 00 1390 

SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT). 
0.00050:89:33 

NEPHILA CLAVIPES (ORB SPIDER). 
40 P46804 

F-H EM BA1 00 1563 

B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD). 
0.00041:34:61 
45 HOMO SAPIENS (HUMAN). 

P20931 

F-HEMBA1001621 

PROBABLE G PROTEIN-COUPLED RECEPTOR APJ. 
50 1.1e-64:1 05:72 

HOMO SAPIENS (HUMAN). 
P35414 

F-HEMBA1001878 
55 VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 . 

1.3e-24:1 70:35 
PODOSPORA ANSERINA. 
Q00808 
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F-HEMBA1001886 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 

1.8e-94:273:64 

HOMO SAPIENS (HUMAN). 

Q03923 

F-HEMBA1 002048 

EARLY ANTIGEN PROTEIN D (EA-D). 
0.13:93:34 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03191 

F-HEMBA1002131 

PROCOLLAGEN-LYSlNE,2-OXOGLUTARATE 5-DIOXYGENASE 1 PRECURSOR (EC 1.14.11 4) (LYSYL HY- 
DROXYLASE 1) (LH1). 
6.3e-12:140:30 

GALLUS GALLUS (CHICKEN). 
P24802 

F-HEMBA1002163 

HYPOTHETICAL 40.7 KD PROTEIN IN DAK1-ORC1 INTERGENIC REGION. 
2. 1e-1 0:204:27 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
Q04651 

F-HEMBA1002164 

BIOTIN CARBOXYL CARRIER PROTEIN OF ACETYL-COA CARBOXYLASE PRECURSOR (EC 6.4.1 2) (BC- 
CP). 

0.022:62:32 

GLYCINE MAX (SOYBEAN). 
Q42783 

F-HEMBA1002167 

ACETYLCHOLINESTERASE PRECURSOR (EC 3.1 .1 .7). 
5.2e-31:247:31 

BUNGARUS FASCIATUS (BANDED KRAIT). 
Q92035 

F-HEMBA1002178 

PROCOLLAGEN-LYSINE,2-OXOGLUTARATE 5-DIOXYGENASE 1 PRECURSOR (EC 1.14 11 4) (LYSYL HY- 
DROXYLASE 1) (LH1). 
1.5e-11:140:30 

GALLUS GALLUS (CHICKEN). 
P24802 

F-HEMBA1002195 

VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1. 

5.0e-07:52:36 

PODOSPORA ANSERINA. 

Q00808 

F-HEMBA1 002227 

MYRISTOYLATED ALANINE-RICH C-KINASE SUBSTRATE (MARCKS) (ACAMP-81). 

0.00063:21:100 

BOS TAURUS (BOVINE). 

P 12624 

F-HEMBA1 002239, 
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!!!! ALU SUBFAMILY SC WARNING ENTRY !!!! 

1.56-33:101:70 

HOMO SAPIENS (HUMAN). 

P39192 

F-HEMBA1002316 

EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN). 
4.6e-08:1 86:32 

SORGHUM VULGARE (SORGHUM). 
P24152 

F-H EM BA1 002420 

WISKOTT-ALDRICH SYNDROME PROTEIN HOMOLOG (WASP). 
0.0078:19:68 

MUS MUSCULUS (MOUSE). 
P70315 

F-HEMBA1 002421 

SYNDECAN-2 PRECURSOR (FIBROGLYCAN) (HEPARAN SULFATE PROTEOGLYCAN CORE PROTEIN) 

(HSPG) (SYND2). 

1.1e-52:1 07:97 

HOMO SAPIENS (HUMAN). 

P34741 

F-HEMBA1 002524 

ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP33). 
5.0e-05: 104:34 

RATTUS NORVEGICUS (RAT). 
P04474 

F-HEMBA1 002551 

HYPOTHETICAL WD-REPEAT PROTEIN SLR0143. 
9.9e-09:128:29 

SYNECHOCYSTIS SP. (STRAIN PCC 6803). 
P74442 

F-HEMBA1 002767 

N - AC ETY LLACTO SAM I N E SYNTHASE (EC 2.4.1.90) (N-ACETYLGLUCOSAMINE (BETA 1 ->4) GALACTOSYL - 

TRANSFERASE) (EC 2.4.1.38) (LACTOSE SYNTHASE A PROTEIN (EC 2.4.1.22)) (GALACTOSYLTRANS- 

FERASE) (GT). 

8.0e-92:246:67 

MUS MUSCULUS (MOUSE). 

P 15535 

F-HEMBA1 002985 

TRANSCRIPTION FACTOR GATA-6 (GATA BINDING FACTOR-6). 
0.060:49:34 

MUS MUSCULUS (MOUSE). 
Q61169 

F-HEMBA1 002992 
HOLOTRICIN 3 PRECURSOR. 
0.0035:64:37 

HOLOTRICHIA DIOMPHALIA. 
Q25055 

F-HEMBA1 003047 

BONE MORPHOGENETIC PROTEIN 1 PRECURSOR (EC 3.4.24.-) (BMP-1). 
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1.5e-23:216:31 

HOMO SAPIENS (HUMAN). 

P 13497 

F-HEMBA1 003072 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 

6.8e-09:1 29:41 

MUS MUSCULUS (MOUSE). 

P05142 

F-HEMBA1003101 

PROCOLLAGEN ALPHA 2(l) CHAIN PRECURSOR. 

2.2e-10:124:37 

HOMO SAPIENS (HUMAN). 

P08123 

F-HEMBA1003120 

ZINC FINGER PROTEIN 140. 

4.8e-23:43:74 

HOMO SAPIENS (HUMAN). 
P52738 

F-HEMBA1 003230 

FIBULIN-1, ISOFORM C PRECURSOR (BASEMENT-MEMBRANE PROTEIN 90) (BM-90). 

2.7e-41:239:39 

MUS MUSCULUS (MOUSE). 

Q08878 

F-H EM BA1 003294 

!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!! 
7.0e-34:84:69 

HOMO SAPIENS (HUMAN). 
P39194 

F-HEMBA1003315 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 1 .8 PRECURSOR (GRP 1 .8). 
0.00012:178:32 

PHASEOLUS VULGARIS (KIDNEY BEAN) (FRENCH BEAN). 
P10496 

F-HEMBA1 003392 

LOW-DENSITY LIPOPROTEIN RECEPTOR-RELATED PROTEIN 1 PRECURSOR (LRP) (ALPHA-2-MAC- 

ROGLOBULIN RECEPTOR) (A2MR). 

1.1e-31:202:37 

GALLUS GALLUS (CHICKEN). 
P98157 

F-H EM BA1 003399 
MVP1 PROTEIN. 
5.6e-12:67:38 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P40959 

F-HEMBA1 003487 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 

4.5e-08:1 75:29 

MUS MUSCULUS (MOUSE). 

P05142 
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F-HEMBA1 003497 

ZINC FINGER PROTEIN 151 (POLYOMAVIRUS LATE INITIATOR PROMOTER BINDING PROTEIN) (LP-1) 
(ZINC FINGER PROTEIN Z13). 
9.3e-1 8:1 71:33 
5 MUS MUSCULUS (MOUSE). 

Q60821 

F-HEMBA1 003530 

SALIVARY PROLINE-RICH PROTEIN 11-1 (FRAGMENT). 
10 9.9e-12:122:35 

HOMO SAPIENS (HUMAN). 
P81489 

F-HEMBA1 003602 
15 PROLINE-RICH PROTEIN MP-3 (FRAGMENT). 

0.98:114:33 

MUS MUSCULUS (MOUSE). 
P05143 

20 F-H EM BA1 003732 

TRANSCRIPTIONAL REGULATORY PROTEIN ALGP (ALGINATE REGULATORY PROTEIN ALGR3). 
0.35:225:28 

PSEUDOMONAS AERUGINOSA. 
P15276 

25 

F-HEMBA1 003945 

HYPOTHETICAL 43.7 KD PROTEIN C24B11 .08C IN CHROMOSOME I. 
2.9e-48:268:41 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
30 Q09895 

F-HEMBA1 004007 

THYROID TRANSCRIPTION FACTOR 1 (THYROID NUCLEAR FACTOR 1) (TTF-1) (FRAGMENT). 
0.90:60:30 

35 CAVIA PORCELLUS (GUINEA PIG). 

P97273 

F-HEMBA1 004067 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (IMMEDIATE-EARLY PROTEIN IE110) (VMW110) (AL- 
40 PHA-0 PROTEIN). 

3.0e-05:200:31 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 
P08393 

45 F-H EM BA1 004085 

GLUCOSE REPRESSION MEDIATOR PROTEIN. 
0.0030:190:26 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P14922 

50 

F-HEMBA1004110 

EPIDERMAL GROWTH FACTOR RECEPTOR SUBSTRATE SUBSTRATE 15 (PROTEIN EPS15). 
1.2e-14:1 02:36 
MUS MUSCULUS (MOUSE). 
55 P42567 

F-H EM BA1 004250 

CADHERIN-RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN). 
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1.8e-08:1 50:33 

DROSOPHILA M E LAN OG ASTER (FRUIT FLY). 
P33450 

5 F-HEMBA1 004391 

TUMOR SUPPRESSOR PROTEIN DCC PRECURSOR. 
4.5e-09:96:35 

MUS MUSCULUS (MOUSE). 
P70211 

10 

F-H EM BA1 004444 

GLYCOPROTEIN 25L PRECURSOR (GP25L). 
4.6e-41:1 48:52 
CANIS FAMILIARIS (DOG). 
15 P27869 

F-HEMBA1 004454 
CD9 ANTIGEN. 
0.0070:24:70 
20 BOS TAURUS (BOVINE). 

P30932 

F-HEMBA1 004505 

MANNOSYL-OLIGOSACCHARIDE ALPHA-1 ,2-MANNOSIDASE ISOFORM 1 (EC 3.2.1.113) (MAN(9)-ALPHA- 
25 MANNOSIDASE). 
7.0e-45:239:43 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P53624 

30 F-H EM BA1 004785 

MODIFIER 3 PROTEIN (M33). 
7.4e-26:76:61 

MUS MUSCULUS (MOUSE). 
P30658 

35 

F-HEMBA1 004797 
PROTEIN Q300. 
0.00071:21:66 

MUS MUSCULUS (MOUSE). 
40 Q02722 

F-HEMBA1 004952 

EBNA-1 NUCLEAR PROTEIN. 

2.4e-05:67:49 

45 EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 

P03211 

F-HEMBA1 004971 

50 F-HEMBA1 004982 

MULTIDRUG RESISTANCE PROTEIN 2 (MULTIDRUG-EFFLUX TRANSPORTER 2). 
8.6e-08:1 44:25 
BACILLUS SUBTILIS. 
P39843 

55 

F-HEMBA1 005070 

HYPOTHETICAL PROTEIN KIAA0310. 
1.0e-38:140:68 
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HOMO SAPIENS (HUMAN). 
015027 

F-HEMBA1 005084 

5 NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1 .11 2) (TYROSINE-PROTEIN KINASE 1). 

2.5e-1 0:1 02:37 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 
P18160 

io F-HEMBA1 005145 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
1.8e-06:85:37 

MUS MUSCULUS (MOUSE). 
P05142 

15 

F-H EM BA1 005230 

ZINC FINGER PROTEIN 140. , 

8.2e-20:83:66 

HOMO SAPIENS (HUMAN). 
20 P52738 

F-HEMBA1 005246 

TRANSCRIPTION REGULATORY PROTEIN SNF5 (SWI/SNF COMPLEX COMPONENT SNF5) (TRANSCRIP- 
TION FACTOR TYE4). 
25 1.5e-09:1 32:34 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P1 8480 

F-HEMBA1 005267 

30 B-CELL LYMPHOMA 3-ENCODED PROTEIN (BCL-3 PROTEIN). 

1.9e-15:1 92:32 
HOMO SAPIENS (HUMAN). 
P20749 

35 F-HEMBA1 005337 

ACIDIC PHOSPHOPROTEIN PRECURSOR (50 KD ANTIGEN). 

8.0e-05:31:64 

PLASMODIUM CHABAUDI. 

Q02752 

40 

F-HEMBA1 005430 

MALE SPECIFIC SPERM PROTEIN MST84DB. 
0.34:42:42 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
45 Q01643 

F-HEMBA1 005449 

PROCYCLIC FORM SPECIFIC POLYPEPTIDE B-ALPHA PRECURSOR (PROCYCLIN) (PARP B-ALPHA) (PS- 
SA-1). 
50 4.5e-09:95:33 

TRYPANOSOMA BRUCEI BRUCEI. 
Q06084 

F-HEMBA1 005489 

55 CHANNEL ASSOCIATED PROTEIN OF SYNAPSE-110 (CHAPSYN-110). 

7.2e-05:90:36 

HOMO SAPIENS (HUMAN). 
Q 15700 
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F-H EM BA1 005522 

COAGULATION FACTOR VII PRECURSOR (EC 3.4.21 .21 ). 
3.3e-1 7:78:51 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P98139 

F-H EM BA1 005545 

MUSCARINIC ACETYLCHOLINE RECEPTOR M3. 

7.28-91211:85 

HOMO SAPIENS (HUMAN). 

P20309 

F-H EM BA1 005698 

PROTEIN TRANSPORT PROTEIN SEC22 (PROTEIN SLY2). 
3.3e-08:1 32:28 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P22214 

F-H EM BA1 00591 3 
HYPOTHETICAL 5.8 KD PROTEIN. 
0.97:43:30 

CLOVER YELLOW MOSAIC VIRUS (CYMV). 
P16485 

F-HEMBA1 005929 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE P78 (EC 2.7.1.-). 

6.6e-1 04:275:72 

HOMO SAPIENS (HUMAN). 

P27448 

F-HEMBA1 005945 

BRITTLE-1 PROTEIN PRECURSOR. 

7.8e-30:214:35 

2EA MAYS (MAIZE). 

P29518 

F-HEMBA1006016 

IN! ALU SUBFAMILY J WARNING ENTRY !!!! 
1 .9e-07:34:76 

HOMO SAPIENS (HUMAN). 
P39188 

F-HEMBA1006171 
PROBABLE E5 PROTEIN. 
0.98:66:31 

HUMAN PAPILLOMAVIRUS TYPE 33. 
P06426 

F-HEMBA1 006276 

ZINC FINGER PROTEIN 90 (ZFP-90) (ZINC FINGER PROTEIN NK10). 
4.1e-07:56:57 

MUS MUSCULUS (MOUSE). 
Q61967 

F-HEMBA1006299 

BASIC PROLINE-RICH PEPTIDE P-E (IB-9). 
0.11:38:28 

HOMO SAPIENS (HUMAN). 
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P02811 

F-HEMBA1006311 

ZINC FINGER PROTEIN 23 (ZINC FINGER PROTEIN KOX16) (FRAGMENT). 

0.91:22:45 

HOMO SAPIENS (HUMAN). 
P 17027 

F-HEMBA1 006335 

PERIPHERAL MYELIN PROTEIN 22 (PMP-22) (GROWTH-ARREST-SPECIFIC PROTEIN 3) (GAS3), 
0.017:125:27 

MUS MUSCULUS (MOUSE). 
P16646 

F-HEMBA1006357 

SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 2. 

5.2e-40:1 36:52 

HOMO SAPIENS (HUMAN). 

015127 

F-H EM BA1 006430 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG. 
2.7e-38:96:72 

CAENORHABDITIS ELEGANS. 
P46975 

F-HEMBA1 006482 

SC01 PROTEIN PRECURSOR. 

7.1e-25:84:45 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P23833 

F-HEMBA1006517 

HYPOTHETICAL 93.4 KD PROTEIN IN STE3-GIN10 INTERGENIC REGION. 
0.48:145:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P34239 

F-HEMBA1 006544 

TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAFIM35) (TAFII135) (TAFII-130) (TAFII130). 

7.0e-11:210:37 

HOMO SAPIENS (HUMAN). 

000268 

F-HEMBA1 006572 

ANTITHROMBIN-HI PRECURSOR (ATI II) (FRAGMENT). 
0.011:50:40 

GALLUS GALLUS (CHICKEN). 
Q03352 

F-H EM BA1 006658 

SERIN E/THREONINE-PROTEIN KINASE MIG-15 (EC 2.7.1.-). 
4.6e-44:234:45 

CAENORHABDITIS ELEGANS. 
Q23356 

F-HEMBA1 006707 

CARTILAGE MATRIX PROTEIN PRECURSOR (MATRILIN-1). 



975 



EP1 130 094 A2 



9.3e-34:1 59:50 

GALLUS GALLUS (CHICKEN). 
P05099 

F-H EM BA1 006724 

PLATELET FACTOR 4 (PF-4). 

0.025:65:27 

SUS SCROFA (PIG). 

P30034 

F-HEMBA1 006749 

CARTILAGE MATRIX PROTEIN PRECURSOR (MATRILIN-1). 
7.9e-37:1 47:53 

GALLUS GALLUS (CHICKEN). 
P05099 

F-H EM BA1 006770 

FLOWERING TIME CONTROL PROTEIN FCA. 
3.4e-27:1 39:39 

ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 
004425 

F-H EM BA1 006902 

CARTILAGE MATRIX PROTEIN PRECURSOR (MATRILIN-1). 
1.5e-37: 137:51 

GALLUS GALLUS (CHICKEN). 
P05099 

F-HEMBA1006912 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (IMMEDIATE-EARLY PROTEIN IE110) (VMW110) (AL- 

PHA-0 PROTEIN). 

0.27:121:29 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 
P08393 

F-HEMBA1006916 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
1.1e-05:1 63:30 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P17437 

F-HEMBA1 006960 

SMALL PROLINE-RICH PROTEIN 2-1 . 

1.0:34:35 

HOMO SAPIENS (HUMAN). 
P35326 

F-HEMBA1 007013 

S-ANTIGEN PROTEIN PRECURSOR. 
2.8e-09:226:28 

PLASMODIUM FALCIPARUM (ISOLATE V1). 
P09593 

F-HEMBA1 007057 

PROCYCLIC FORM SPECIFIC POLYPEPTIDE B-ALPHA PRECURSOR (PROCYCLIN) (PARP B-ALPHA) (PS- 
SA-1). 

4.0e-1 0:33:72 

TRYPANOSOMA BRUCEI BRUCEI. 
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Q06084 

F-HEMBA1 007063 
AGAMOUS PROTEIN. 
1.0:40:42 

ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 
P17839 

F-HEMBA1 007226 

PUTATIVE CUTICLE COLLAGEN C09G5.5. 
0.10:105:38 

CAENORHABDITIS ELEGANS. 
Q09456 

F-HEMBA1 007241 

HYPOTHETICAL 24.5 KD PROTEIN IN SAP185-BCK1 INTERGENIC REGION. 
3.3e-15:106:42 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P40857 

F-HEMBA1 007291 

RETINOIC ACID RECEPTOR RXR-BETA. 

0.0013:124:33 

HOMO SAPIENS (HUMAN). 

P28702 

F-H EM BA1 007332 

ALPHA-2A ADRENERGIC RECEPTOR (ALPHA-2 A ADRENOCEPTOR) (ALPHA-2AAR). 
0.0024:130:34 

MUS MUSCULUS (MOUSE). 
Q01338 

F-HEMBB1000106 

CELLULAR NUCLEIC ACID BINDING PROTEIN (CNBP). 
9.5e-09:99:33 

MUS MUSCULUS (MOUSE). 
P53996 

F-H EM BB1 000276 
F-HEMBB1 000309 
F-HEMBB1 000407 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (VMW11 8 PROTEIN). 
0.38:99:34 

HERPES SIMPLEX VIRUS (TYPE 2 / STRAIN HG52). 
P28284 

F-H EM BB1 000447 

HISTIDINE-RICH GLYCOPROTEIN PRECURSOR. 
0.0076:80:31 

PLASMODIUM LOPHURAE. 
P04929 

F-HEMBB1 000542 

BETA-2 BUNGAROTOXIN B CHAIN PRECURSOR (BUNGAROTOXIN, B2 CHAIN). 
0.017:53:33 

BUNGARUS MULTICINCTUS (MANY-BANDED KRAIT). 
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P00989 

F-HEMBB1000567 

HISTIDINE-RICH GLYCOPROTEIN PRECURSOR. 
5 5.0e-05:131:29 

PLASMODIUM LOPHURAE. 
P04929 

F-HEMBB1 000642 
10 BASIC PROLINE-RICH PEPTIDE IB-1 . 

0.0074:66:31 

HOMO SAPIENS (HUMAN). 
P04281 

15 F-HEMBB1 000668 

VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1. 
7.3e-1 0:1 84:32 
PODOSPORA ANSERINA. 
Q00808 

20 

F-HEMBB1 000679 

TRAM PROTEIN (TRANSLOCATING CHAIN-ASSOCIATING MEMBRANE PROTEIN). 
9.5e-73:204:69 
CANIS FAMILIARIS (DOG). 
25 Q01685 

F-HEMBB1 000881 
F-SPONDIN PRECURSOR. 
1.2e-23:1 91:37 
30 XENOPUS LAEVIS (AFRICAN CLAWED FROG). 

P35447 

F-HEMBB1000905 

TRANSCRIPTIONAL REPRESSOR RCO-1 , 
35 0.068:105:34 

NEUROSPORA CRASSA. 
P78706 

F-HEMBB1001026 

40 ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHEROMONE ALPHA- 

FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPONENT). 
1.3e-11:138:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32802 

45 

F-HEMBB1001048 
SARCALUMENIN PRECURSOR. 
3.1e-20:151:32 

ORYCTOLAGUS CUNICULUS (RABBIT). 
50 P13666 

F-HEMBB1001200 

HYPOTHETICAL GENE 51 MEMBRANE PROTEIN. 
1.0:66:27 

55 ICTALURID HERPESVIRUS 1 (CHANNEL CATFISH VIRUS) (CCV). 

Q00135 

F-HEMBB1001407 
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!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!! 
2.0e-24:58:60 

HOMO SAPIENS (HUMAN). 
P39194 

F-HEMBB1 001530 

SLS1 PROTEIN PRECURSOR. 

0.0012:37:51 

YARROWIA LIPOLYTICA (CANDIDA LIPOLYTICA). 
Q99158 

F-HEMBB1001547 

HYPOTHETICAL 71.7 KD PROTEIN F52H3.2 IN CHROMOSOME II. 
4.1e-49:200:55 

CAENORHABDITIS ELEGANS. 
Q20680 

F-HEMBB1001573 
PROTEIN Q300. 
0.0055:27:62 

MUS MUSCULUS (MOUSE). 
Q02722 

F-HEMBB1 001847 

ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP33). 
7.8e-05:1 66:31 

RATTUS NORVEGICUS (RAT). 
P04474 

F-HEMBB1001959 

CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN B) (NF-YB) (CAAT- 
BOX DNA BINDING PROTEIN SUBUNIT B). 
8.8e-1 5:97:38 

PETROMYZON MARINUS (SEA LAMPREY). 
P25210 

F-HEMBB1001978 

MICROCIN B17 PROCESSING PROTEIN MCBC. 

0.049:100:31 

ESCHERICHIA COLI. 

P23185 

F-H EM BB1 002039 

COLD SHOCK PROTEIN CSPB (FRAGMENT). 
0.98:32:40 

BACILLUS GLOBISPORUS. 
P41018 

F-HEMBB1 002041 
REGULATORY PROTEIN E2. 
0.010:145:35 

HUMAN PAPILLOMAVIRUS TYPE 47. 
P22420 

F-HEMBB1 002051 

FLI-1 ONCOGENE (ERGB TRANSCRIPTION FACTOR). 
0.0056:89:31 

HOMO SAPIENS (HUMAN). 
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Q01543 

F-HEMBB1002120 

UDP-N-ACETYLGLUCOSAMINE--PEPTIDE N-ACETYLGLUCOSAMINYLTRANSFERASE 110 KD SUBUNIT 
(EC 2.4.1.-) (O-GLCNAC TRANSFERASE P110 SUBUNIT). 
1.4e-08:1 54:30 

RATTUS NORVEGICUS (RAT). 
P56558 

F-HEMBB1002162 

IMMEDIATE-EARLY PROTEIN IE180. 
0.86:130:31 

PSEUDORABIES VIRUS (STRAIN INDIANA-FUNKHAUSER / BECKER) (PRV). 
P11675 

F-HEMBB1 002228 

PTB-ASSOCIATED SPLICING FACTOR (PSF). 

0.00092:97:34 

HOMO SAPIENS (HUMAN). 

P23246 

F-HEMBB1 002245 

PROSTAGLANDIN F2-ALPHA RECEPTOR REGULATORY PROTEIN PRECURSOR (PROSTAGLANDIN F2-AL- 

PHA RECEPTOR ASSOCIATED PROTEIN). 

2.5e-55:128:88 

RATTUS NORVEGICUS (RAT). 
Q62786 

F-HEMBB1 002302 
REGULATORY PROTEIN E2. 
0.042:100:37 

HUMAN PAPILLOMAVIRUS TYPE 25. 
P36787 

F-HEMBB1 002427 

FUCOSYLGLYCOPROTEIN ALPHA-N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1.40) (HISTO- 
BLOOD GROUP A TRANSFERASE) (A TRANSFERASE) / FUCOSYLGLYCOPROTEIN 3-ALPHA-GALACTOS- 
YLTRANSFERASE (EC 2.4.1 .37) (HISTO-BLOOD GROUP B TRANSFERASE) (B TRANSFERASE) (NAGAT). 
5.0e-1 5:53:54 

HOMO SAPIENS (HUMAN). 
P16442 

F-H EM BB1 002465 

ACYL-COA DEHYDROGENASE (EC 1 .3.99.-). 
8.2e-35:1 62:50 
BACILLUS SUBTILIS. 
P45857 

F-HEMBB1 002661 

TRANSCRIPTION FACTOR HES-1 (C-HAIRY1). 
2.2e-18:159:40 

GALLUS GALLUS (CHICKEN). 
057337 

F-HEMBB1 002663 
F-HEMBB1 002693 

GAG POLYPROTEIN [CONTAINS: CORE PROTEIN P1 5; INNER COAT PROTEIN P12; CORE SHELL PROTEIN 
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P30; NUCLEOPROTEIN P10]. 
0.83:74:28 

DUPLAN MURINE LEUKEMIA VIRUS. 
P23090 

5 

F-MAMMA1 000046 

!!!! ALU SUBFAMILY SB2 WARNING ENTRY !!!! 
2.3e-24:98:67 

HOMO SAPIENS (HUMAN). 
10 P39191 

F-MAMMA1000102 

APOLIPOPROTEIN L PRECURSOR (APO-L). 
4.3e-22:213:34 
15 HOMO SAPIENS (HUMAN). 

014791 

F-MAMMA1000106 

PISTIL-SPECIFIC EXTENSIN-LIKE PROTEIN PRECURSOR (PELP). 
20 1 .6e-07:99:31 

NICOTIANA TABACUM (COMMON TOBACCO). 
Q03211 

F-MAMMA1000118 
25 HYPOTHETICAL 29.3 KD PROTEIN (ORF92). 

0.00059:155:30 

ORGYIA PSEUDOTSUGATA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV). 010341 

F-MAMMA1 000141 
30 !!!! ALU SUBFAMILY SX WARNING ENTRY !!!! 

0.00011:39:66 
HOMO SAPIENS (HUMAN). 
P39195 

35 F-MAMMA1 000204 

SYNAPTOTAGMIN III (SYTIII). 
5.9e-05:93:33 

MUS MUSCULUS (MOUSE). 
035681 

40 

F-MAMMA1 000226 

GLUTENIN, HIGH MOLECULAR WEIGHT SUBUNIT DX5 PRECURSOR. 
4.6e-06:224:28 

TRITICUM AESTIVUM (WHEAT). 
45 P10388 

F-MAMMA1 000403 

COLLAGEN ALPHA 1 (IX) CHAIN PRECURSOR (FRAGMENTS). 
1.1e-06:1 58:35 
50 GALLUS GALLUS (CHICKEN). 

P12106 

F-MAMMA1 000449 

SYNAPSINS IA AND IB (BRAIN PROTEIN 4.1). 
55 6.3e-05:1 37:32 

HOMO SAPIENS (HUMAN). 
P 17600 
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F-MAMMA1 000457 

NADH-CYTOCHROME B5 REDUCTASE (EC 1 .6.2.2). 
7.6e-48:1 51:62 
BOS TAURUS (BOVINE). 
5 P07514 

F-MAMMA 1000473 
SPERM PROTAMINE P1. 
0.024:29:44 

10 DROMICIOPS AUSTRALIS (MONITO DEL MONTE) (DROMICIOPS GLIROIDES). P42132 

F-MAMMA1 000496 

HYPOTHETICAL 73.0 KD PROTEIN IN CLA4-MID1 INTERGENIC REGION. 
9.8e-09:1 88:26 

15 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P48566 

F-MAMMA1 000528 
DNA BINDING PROTEIN S1FA. 
20 0.77:43:37 

ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 
P42551 

F-MAMMA1 000591 

25 SALIVARY PROLINE-RICH PROTEIN PO PRECURSOR (ALLELE S). 

0.018:88:32 

HOMO SAPIENS (HUMAN). 
P10163 

30 F-MAMMA1000614 

HYPOTHETICAL 29.3 KD PROTEIN (ORF92). 
7.5e-08:1 48:36 

ORGYIA PSEUDOTSUGATA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV). 010341 

35 F-MAMMA1 000652 

!!!! ALU SUBFAMILY SB WARNING ENTRY !!!! 
5.3e-36:56:85 

HOMO SAPIENS (HUMAN). 
P39189 

40 

F-MAMMA1 000681 

PROBABLE G PROTEIN-COUPLED RECEPTOR EDG-1. 
7.5e-41:1 67:51 
MUS MUSCULUS (MOUSE). 
45 008530 

F-MAMMA1 000706 

T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA 11). 
8.1e-10:135:38 
50 ORYCTOLAGUS CUNICULUS (RABBIT). 

P06333 

F-MAMMA1 000788 

HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC REGION. 
55 2.0e-06:214:32 

SACCHAROMYCES CEREVISIAE (BAKERS YEAST). 
P53214 
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F-MAM MA 1000810 
REGULATORY PROTEIN E2. 
0.0031:132:31 

HUMAN PAPILLOMAVIRUS TYPE 9. 
5 P36780 

F-MAMMA1 000814 
PROTEIN Q300. 
1.6e-05:27:66 
io MUS MUSCULUS (MOUSE). 

Q02722 

F-MAMMA1 000881 

SERINE/THREONINE-PROTEIN KINASE SGK (EC 2.7.1.-) (S E RU M/G LUCO CO RTICO ID- REGULATED Kl- 
15 NASE). 

2.7e-10:81:45 

RATTUS NORVEGICUS (RAT). 
Q06226 

20 F-MAMMA1 000986 

INVOLUCRIN. 
0.95:125:24 
SUSSCROFA(PIG). 
P18175 

25 

F-MAMMA1 000994 

CUTICLE COLLAGEN 2C (FRAGMENT). 
0.00062:97:34 

HAEMONCHUS CONTORTUS. 
30 P 16252 

F-MAMMA1001043 

MRC OX-45 SURFACE ANTIGEN PRECURSOR (BCM1 SURFACE ANTIGEN) ( BLAST- 1 ) (CD48). 
4.5e-05:1 62:25 
35 RATTUS NORVEGICUS (RAT). 

P 10252 

F-MAMMA1001066 

B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD). 
40 2.6e-06:33:72 

HOMO SAPIENS (HUMAN). 
P20931 

F-MAMMA1001094 

45 PUTATIVE GENERAL NEGATIVE REGULATOR OF TRANSCRIPTION C1 6C9.04C. 

1.1e-21:175:38 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q09818 

50 F-MAMMA1001141 

PTB-ASSOCIATED SPLICING FACTOR (PSF). 
0.13:196:27 

HOMO SAPIENS (HUMAN). 
P23246 

55 

F-MAMMA1001150 

PROTEIN KINASE C, MU TYPE (EC 2.7.1 .-) (NPKC-MU). 
9.4e-89:256:67 
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HOMO SAPIENS (HUMAN). 
Q15139 

F-MAMMA1001237 
5 MONOCARBOXYLATE TRANSPORTER 2 (MOT 2). 

3.5e-19:1 03:43 

MESOCRICETUS AURATUS (GOLDEN HAMSTER). 
P53988 

10 F-MAMMA1001284 

AUTOIMMUNE REGULATOR (APECED PROTEIN). 
0.027:178:30 

HOMO SAPIENS (HUMAN). 
043918 

15 

F-MAMMA1001310 

HYPOTHETICAL 57.3 KDTRP-ASP REPEATS CONTAINING PROTEIN IN POM152-REC114 INTERGENIC RE- 
GION. 

1.9e-14:151:31 

20 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

Q04225 

F-MAMMA1001344 

MALE SPECIFIC SPERM PROTEIN MST84DC. 
25 0.16:35:42 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q01644 

F-MAMMA1001418 
30 HYPOTHETICAL PROTEIN HI051 9. 

3.5e-27:1 81:38 

HAEMOPHILUS INFLUENZAE. 
P44742 

35 F-MAMMA1001532 

ZINC FINGER PROTEIN 90 (ZFP-90) (ZINC FINGER PROTEIN NK10). 
1.1e-34:78:58 

MUS MUSCULUS (MOUSE). 
Q61967 

40 

F-MAMMA1001609 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (VMW118 PROTEIN). 
0.20:137:27 

HERPES SIMPLEX VIRUS (TYPE 2 / STRAIN HG52). 
45 P28284 

F-MAMMA1001615 
5E5 ANTIGEN. 
2.3e-07:205:34 
50 RATTUS NORVEGICUS (RAT). 

Q63003 

F-MAMMA1001623 

EXCISION REPAIR PROTEIN ERCC-6 (COCKAYNE SYNDROME PROTEIN CSB). 
55 4.8e-30:90:77 

HOMO SAPIENS (HUMAN). 
Q03468 
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F-MAMMA1001634 

B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD). 
6. 1e-1 1:44:61 

HOMO SAPIENS (HUMAN). 
5 P20931 

F-MAMMA1001893 

COLLAGEN ALPHA 1 (XI) CHAIN PRECURSOR. 
0.0013:174:36 
10 HOMO SAPIENS (HUMAN). 

P12107 

F-MAMMA1001901 

!!!! ALU SUBFAMILY SX WARNING ENTRY III! 
15 1.3e-21:65:66 

HOMO SAPIENS (HUMAN). 
P39195 

F-MAMMA1001957 

20 VITELLINE MEMBRANE PROTEIN VM26AB PRECURSOR (PROTEIN TU-4) (PROTEIN SV23). 

0.0055:104:35 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P13238 

25 F-MAMMA1001978 

D(4) DOPAMINE RECEPTOR (D(2C) DOPAMINE RECEPTOR). 

0.00030:101:44 

HOMO SAPIENS (HUMAN). 

P21917 

30 

F-MAMMA 1002070 

PLASMINOGEN (EC 3.4.21 .7) (FRAGMENT). 
1.4e-08: 103:33 

RATTUS NORVEGICUS (RAT). 
35 Q01177 

F-MAMMA1 002080 

FMRFAM IDE-RELATED NEUROPEPTIDES PRECURSOR. 
8.2e-08:1 31:32 
40 LYMNAEA STAGNALIS (GREAT POND SNAIL). 

P42565 

F-MAMMA1 002087 

MALE SPECIFIC SPERM PROTEIN MST84DD. 
45 0.65:24:45 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q01645 

F-MAMMA1 002091 

50 APYRASE PRECURSOR (EC 3.6.1.5) (ATP-DI PHOSPHATASE) (ADENOSINE Dl PHOSPHATASE) (AD PAS E) 

(ATP-DIPHOSPHOHYDROLASE). 
2.6e-24:1 55:43 

SOLANUM TUBEROSUM (POTATO). 
P80595 

55 

F-MAMMA1 002095 

CALCIUM-TRANSPORTING ATPASE 1 (EC 3.6.1 .38) (P-TYPE CALCIUM ATPASE). 
2.3e-58:213:56, 
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YARROWIA LIPOLYTICA (CANDIDA LIPOLYTICA), 
043108 

F-MAMMA1002128 
5 COLLAGEN ALPHA 1 (I) CHAIN (FRAGMENTS). 

9.9e-05:72:40 

RATTUS NORVEGICUS (RAT). 
P02454 

10 F-MAMMA1002142 

NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1 .112) (TYROSINE-PROTEIN KINASE 1). 
2.1e-13:149:34 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 
P18160 

15 

F-MAMMA1002165 

CONNECTIVE TISSUE GROWTH FACTOR PRECURSOR. 
8.4e-06:47:57 

HOMO SAPIENS (HUMAN). 
20 P29279 

F-MAMMA1 002205 

!!!! ALU SUBFAMILY J WARNING ENTRY !!!! 
5.9e-26:56:78 
25 HOMO SAPIENS (HUMAN). 

P39188 

F-MAMMA1 002224 

!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!! 
30 3.7e-1 6:62:67 

HOMO SAPIENS (HUMAN). 
P39194 

F-MAMMA1 002234 
35 SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68). 

3.5e-1 05:242:85 
CANIS FAMILIARIS (DOG). 
Q00004 

40 F-MAMMA1 002586 

MANNOSYL-OLIGOSACCHARIDE ALPHA- 1 ,2-MANNOSIDASE (EC 3.2.1.113) (MAN(9)-ALPHA-MANNOSI- 

DASE) (ALPHA-MANNOSIDASE 1 A). 

4.7e-24:203:35 

MUS MUSCULUS (MOUSE). 
45 P45700 

F-MAMMA1 002633 

!!!! ALU SUBFAMILY J WARNING ENTRY !!!! 
7.3e-27:49:73 
50 HOMO SAPIENS (HUMAN). 

P391 88 

F-MAMMA1003126 
SARCALUMENIN PRECURSOR. 
55 7.9e-30:1 56:35 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P13666 
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F-NT2RM 1000407 

LACTOSE OPERON REPRESSOR. 

1 .4e-07:36:86 

ESCHERICHIA COLI. 

P03023 

F-NT2RM1000462 

ATRIAL GLAND-SPECIFIC ANTIGEN PRECURSOR (AGSA). 
6.7e-11:85:41 

APLYSIA CALIFORNIA (CALIFORNIA SEA HARE). 
P 15287 

F-NT2RM 1000542 

BETA-GALACTOSI DASE PRECURSOR (EC 3.2.1.23) (LACTASE) (ACID B ETA-GAL ACTO S I DAS E) . 
3.5e-1 9:1 04:48 

FELIS SILVESTRIS CATUS (CAT). 
019015 

F-NT2RM1 000580 

GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-). 
3.4e-36:1 80:43 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P43636 

F-NT2RM 1000789 

T-CELL-SPECIFIC TRANSCRIPTION FACTOR 1 (TCF-1) (T-CELL FACTOR 1) (TRANSCRIPTION FACTOR-7). 

1.5e-40:1 12:75 

MUS MUSCULUS (MOUSE). 

Q00417 

F-NT2RM1 000855 

PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT. 

2.5e-81:1 52:94 

CANIS FAMILIARIS (DOG). 

P38377 

F-NT2RM1 000858 

HYPOTHETICAL 36.7 KD PROTEIN AH6.2 IN CHROMOSOME II. 
3.1e-50:127:54 

CAENORHABDITIS ELEGANS. 
Q09201 

F-NT2RM1 000899 

MITOCHONDRIAL RNA SPLICING PROTEIN MSR4. 
6.6e-17:107:43 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P23500 

F-NT2RM2000241 

DOUBLESEX PROTEIN, MALE-SPECIFIC. 
0.0021:64:32 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P23023 

F-NT2RM2000306 

PUTATIVE GTP-BINDING PROTEIN W08E3.3. 
1.1e-69:1 98:69 

CAENORHABDITIS ELEGANS. 
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P91917 

F-NT2RM2000410 

BETA-LYTIC M ETALLO EN DO PEPTIDASE PRECURSOR (EC 3.4.24.32) (BETA-LYTIC PROTEASE). 
0.73:118:31 

ACHROMOBACTER LYTICUS. 
P27458 

F-NT2RM2000423 

BETA GALACTOSIDASE-RELATED PROTEIN PRECURSOR. 

1.3e-23:235:34 

HOMO SAPIENS (HUMAN). 

P 16279 

F-NT2RM2000497 

DNA-REPAIR PROTEIN COMPLEMENTING XP-D CELLS (XERODERMA PIGMENTOSUM GROUP D COM- 
PLEMENTING PROTEIN) (DNA EXCISION REPAIR PROTEIN ERCC-2). 
9.4e-1 9:199:31 

CRICETULUS GRISEUS (CHINESE HAMSTER). 
Q60452 

F-NT2RM2000514 
HYPOTHETICAL PROTEIN HI1558. 
7.7e-06:82:34 

HAEMOPHILUS INFLUENZAE. 
P45252 

F-NT2RM2000565 

HYPOTHETICAL 85.7 KD PROTEIN C13G6.03 IN CHROMOSOME I. 
2.8e-57:232:52 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q09782 

F-NT2RM2000582 
PROTEIN Q300. 
0.066:13:84 

MUS MUSCULUS (MOUSE). 
Q02722 

F-NT2RM2000589 

RAC- FAMILY SERINE/THREONINE KINASE HOMOLOG (EC 2.7.1 .-). 
2.1e-07:90:32 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 
P54644 

F-NT2RM2000622 

GLUTENIN, HIGH MOLECULAR WEIGHT SUBUNIT PW212 PRECURSOR. 
1.9e-07:1 33:35 

TRITICUM AESTIVUM (WHEAT). 
P08489 

. F-NT2RM2000632 

EXCISION REPAIR PROTEIN ERCC-6 (COCKAYNE SYNDROME PROTEIN CSB). 

4.6e-28:1 94:35 

HOMO SAPIENS (HUMAN). 

Q03468 

F-NT2RM2000773 
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MYC-ASSOCIATED ZINC FINGER PROTEIN (MAZI) (PUR-1) (ZF87). 

3.4e-24:1 56:47 

HOMO SAPIENS (HUMAN). 

P56270 

5 

F-NT2RM2001126 

NEURON-SPECIFIC X11 PROTEIN (FRAGMENT). 
1.5e-05:1 18:32 
MUS MUSCULUS (MOUSE). 
10 P98084 

F-NT2RM2001558 

MAJOR FIBROUS SHEATH PROTEIN PRECURSOR (FSC1) (P82). 
1.9e-24:1 64:40 
15 MUS MUSCULUS (MOUSE). 

Q60662 

F-NT2RM2001626 

HYPOTHETICAL 118.4 KD PROTEIN IN BAT2-DAL5 INTERGENIC REGION PRECURSOR. 
20 1.6e-09:206:33 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P47179 

F-NT2RM2001643 
25 HYPOTHETICAL PROTEIN MJ1025. 

0.21:203:22 

METHANOCOCCUS JANNASCHll. 
Q58431 

30 F-NT2RM2001738 

REGULATORY PROTEIN E2. 
0.0076:124:31 

HUMAN PAPILLOMAVIRUS TYPE 25. 
P36787 

35 

F-NT2RM2001767 

HOMEOTIC GENE REGULATOR (BRAHMA PROTEIN). 
0.0068:115:33 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
40 P25439 

F-NT2RM2001792 - 
FIBRINOGEN BETA CHAIN. 
4.3e-25:1 21:45 
45 BOS TAURUS (BOVINE). 

P02676 

F-NT2RM2001818 

EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN). 
50 2.4e-06:1 92:32 

ZEA MAYS (MAIZE). 
P14918 

F-NT2RM2001902 

55 SERINE/THREONINE-PROTEIN KINASE PAK-BETA (EC 2.7.1.-) (BETA-PAK) (P21 -ACTIVATED KINASE 3) 

(P65-PAK). 
2.3e-52:250:45 

RATTUS NORVEGICUS (RAT). 
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Q62829 

F-NT2RM2001939 

PROBABLE G PROTEIN-COUPLEID RECEPTOR GPR19 (GPR-NGA). 

4.0e-97:204:92 

HOMO SAPIENS (HUMAN). 

Q 15760 

F-NT2RM2001941 

MUSCARINIC ACETYLCHOLINE RECEPTOR M4. 

1.0e-34: 184:32 

HOMO SAPIENS (HUMAN). 

P08173 

F-NT2RM4000100 

EBNA-1 NUCLEAR PROTEIN. 

1.7e-05:86:39 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

F-NT2RM4000115 

DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (RNA POLYMERASE II SUBUNIT 1). 
9.5e-05:1 16:35 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
P36594 

F-NT2RM4000198 

BUTYROPHILIN PRECURSOR (BT). 

8.6e-1 4:1 62:33 

MUS MUSCULUS (MOUSE). 

Q62556 

F-NT2RM4000284 

COLLAGEN ALPHA 2(VI) CHAIN (FRAGMENT). 
0.86:95:37 

HOMO SAPIENS (HUMAN). 
P12110 

F-NT2RM4000295 

COLLAGEN ALPHA 1 (XVI) CHAIN PRECURSOR. 

1.1e-08:229:34 

HOMO SAPIENS (HUMAN). 

Q07092 

F-NT2RM4000326 

SH3 DOMAIN-BINDING PROTEIN 3BP-2. 

6.1e-05:187:31 

HOMO SAPIENS (HUMAN). 

P78314 

F-NT2RM4000417 
SYNAPTOTAGMIN (P65). 
4.2e-08:72:52 

APLYSIA CALIFORNIA (CALIFORNIA SEA HARE). 
P41823 

F-NT2RM4000444 " 

ANTIGEN PEPTIDE TRANSPORTER 1 (APT1) (PEPTIDE TRANSPORTER TAP1) (PEPTIDE TRANSPORTER 
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PSF1) (PEPTIDE SUPPLY FACTOR 1) (PSF-1) (PEPTIDE TRANSPORTER INVOLVED IN ANTIGEN PROCESS- 
ING 1). 

1.1e-36:1 92:41 
HOMO SAPIENS (HUMAN). 
5 Q03518 

F-NT2RM4000587 

COLLAGEN ALPHA 1 (II) CHAIN (FRAGMENTS). 
1.8e-1 3:200:38 
10 BOS TAURUS (BOVINE). 

P02459 

F-NT2RM4000593 

15 F-NT2RM4000648 

K-GLYPICAN PRECURSOR. 

6.4e-67:1 80:68 

MUS MUSCULUS (MOUSE). 

P51655 

20 

F-NT2RM4000761 

CYTOCHROME C OXIDASE POLYPEPTIDE I (EC 1.9.3.1). 
2.3e-53:1 07:81 

RATTUS NORVEGICUS (RAT). 
25 P05503 

F-NT2RM4000965 

PUTATIVE IMPORTIN BETA-4 SUBUNIT (KARYOPHERIN BETA-4 SUBUNIT). 
4.9e-14:188:34 

30 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 

060100 

F-NT2RM4000997 
HISTONE H1C (CLONE XLHW2). 
35 0.88:73:26 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P15866 

F-NT2RM4001321 
40 HOMEOBOX PROTEIN HOX-A2. 

0.27:77:37 

GALLUS GALLUS (CHICKEN). 
Q08727 

45 F-NT2RM4001325 

CHONDROITIN 6-SULFOTRANSFERASE (EC 2.8.2.17) (C6ST). 
3.8e-30:1 84:39 

GALLUS GALLUS (CHICKEN). 
Q92179 

50 

F-NT2RM4001377 
HYPOTHETICAL BHLF1 PROTEIN. 
5.9e-06:216:33 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
55 P03181 

F-NT2RM4001735 
GNS 1 PROTEIN. 
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0.0028:114:29 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P25358 

5 F-NT2RM4001768 

PROBABLE OXIDOREDUCTASE (EC 1 .-.-.-). 
8.6e-24:205:36 

STREPTOMYCES ANTIBIOTICUS. 
Q03326 

w 

F-NT2RM4001843 

BETA-GALACTOSIDASE PRECURSOR (EC 3.2.1.23) (LACTASE). 
4.6e-33:258:37 

XANTHOMONAS MANIHOTIS. 
15 P48982 

F-NT2RM4002352 

BASEMENT MEMBRANE PROTEOGLYCAN PRECURSOR (PERLECAN HOMOLOG). 
1.0e-15:85:45 
20 CAENORHABDITIS ELEGANS. 

Q06561 

F-NT2RP1 000002 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN (CLONE W10-1) (FRAGMENT). 
25 0.00011:24:62 

LYCOPERSICON ESCULENTUM (TOMATO). 
Q01157 

F-NT2RP1 000050 
30 A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. 

2.5e-07:1 98:33 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32323 

35 F-NT2RP1000181 . 

CYTOCHROME B5. 
4.4e-1 1:1 17:29 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P40312 

40 

F-NT2RP1 000239 

TARNS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (VMW118 PROTEIN). 
7.8e-05:141 :33 

HERPES SIMPLEX VIRUS (TYPE 2 / STRAIN HG52). 
45 P28284 

F-NT2RP1 000261 
ORM1 PROTEIN. 
2.2e-18:137:35 

50 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P53224 

F-NT2RP1 000271 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 
55 8.3e-81:1 94:70 

HOMO SAPIENS (HUMAN). 
Q03923 
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F-NT2RP1 000300 

HYPOTHETICAL 57.1 KD PROTEIN IN MAP2-TEL1 INTERGENIC REGION. 
2.0e-07:202:24 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
5 P38176 

F-NT2RP1 000325 

MITOCHONDRIAL PHOSPHATE CARRIER PROTEIN PRECURSOR. 
1.6e-55:86:81 
10 HOMO SAPIENS (HUMAN). 

Q00325 

F-NT2RP1 000448 
PROLINE-RICH PEPTIDE P-B. 
15 0.094:32:43 

HOMO SAPIENS (HUMAN). 
P02814 

F-NT2RP1 000465 
20 EBNA-1 NUCLEAR PROTEIN. 

3.1e-07:101:39 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

25 F-NT2RP1000468 

CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN B) (NF-YB) (CAAT- 
BOX DIVA BINDING PROTEIN SUBUNIT B). 
1.4e-1 4:97:38 

PETROMYZON MARINUS (SEA LAMPREY). 
30 P25210 

F-NT2RP1 000551 

INTERFERON-RELATED PROTEIN PC4 (TPA INDUCED SEQUENCE 7) (TIS7 PROTEIN). 
1.9e-33:221:41 
35 MUS MUSCULUS (MOUSE). 

P19182 

F-NT2RP1 000579 

SUCCINATE DEHYDROGENASE [UBIQUINONE] FLAVOPROTEIN SUBUNIT PRECURSOR (EC 1 .3.5.1) (FP) 
40 (FLAVOPROTEIN SUBUNIT OF COMPLEX II). 

3.4e-68:247:62 
HOMO SAPIENS (HUMAN). 
P31040 

45 F-NT2RP1 000613 

CARBONIC ANHYDRASE VI (EC 4.2.1.1) (SALIVARY) (CARBONATE DEHYDRATASE VI). 

1.9e-19:137:37 

OVIS ARIES (SHEEP). 

P08060 

50 

F-NT2RP1000679 

EBNA-1 NUCLEAR PROTEIN. 

0.00055:54:50 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
55 P03211 

F-NT2RP1 000740 

TRANSCRIPTION INITIATION FACTOR TFI ID 135 KD SUBUNIT (TAFII-135) (TAFII135) (TAFII-130) (TAFII130). 



993 



EP1 130 094 A2 



0.071:71 :45 

HOMO SAPIENS (HUMAN). 
000268 

F-NT2RP1 000903 

SPORE COAT PROTEIN SP96. 

0.016:124:26 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 
P14328 

F-NT2RP1 000981 

CELL SURFACE A33 ANTIGEN PRECURSOR. 

1.1e-08:196:28 

HOMO SAPIENS (HUMAN). 

Q99795 

F-NT2RP1001004 
F-SPONDIN PRECURSOR. 
1.26-11:155:31 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P35447 

F-NT2RP1001020 

SPORULATION-SPECIFIC PROTEIN 1 (EC 2.7.1.-). 
2.2e-05:126:29 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P08458 

F-NT2RP1001031 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1.-). 
5.8e-26:159:38 

THERMOMONOSPORA CURVATA. 
P49695 

F-NT2RP1001563 

METALLOTHIONEIN-III (MT-III) (GROWTH INHIBITORY FACTOR) (GIF). 

0.00036:42:40 

BOS TAURUS (BOVINE). 

P37359 

F-NT2RP2000092 

ZINC FINGER PROTEIN 136. 

2.9e-44:129:62 

HOMO SAPIENS (HUMAN). 

P52737 

F-NT2RP2000178 

HOMEOTIC GENE REGULATOR (BRAHMA PROTEIN). 
0.0050:75:37 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P25439 

F-NT2RP2000240 

PUTATIVE CUTICLE COLLAGEN C09G5.5. 
9.2e-08:137:34 

CAENORHABDITIS ELEGANS. 
Q09456 
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F-NT2RP2000394 

PROCYCLIC FORM SPECIFIC POLYPEPTIDE A-BETA PRECURSOR (PROCYCLIN) (PARP A-BETA). 
0.00019:28:64 

TRYPANOSOMA BRUCEI BRUCEI. 
P09791 

F-NT2RP2000447 

GOLGIN-95. 

6.4e-25:55:67 

HOMO SAPIENS (HUMAN). 
Q08379 

F-NT2RP2000479 
PROBABLE E5B PROTEIN. 

1.0:32:37 

HUMAN PAPILLOMAVIRUS TYPE 6B. 
P06461 

F-NT2RP2000514 

AXONIN-1 PRECURSOR (AXONAL GLYCOPROTEIN TAG-1 ) (TRANSIENT AXONAL GLYCOPROTEIN 1). 

1.5e-1 8:201:33 

HOMO SAPIENS (HUMAN). 

Q02246 

F-NT2RP2000533 
CORNICHON PROTEIN. 
5.6e-52:1 44:65 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P49858 

F-NT2RP2000610 

CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN B) (NF-YB) (CAAT- 
BOX DNA BINDING PROTEIN SUBUNIT B). 

8.7e-15:97:38 

PETROMYZON MARINUS (SEA LAMPREY). 
P25210 

F-NT2RP2000616 

PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. 
0.028:163:30 

MUS MUSCULUS (MOUSE). 
P11087 

F-NT2RP2000649 

POTENTIAL CAAX PRENYL PROTEASE 1 (EC 3.4.24.-) (PRENYL PROTEIN- SPECIFIC ENDOPROTEASE 1) 
(PPSEP 1). 
9.5e-22.241 :32 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q10071 

F-NT2RP2000663 

PANCREATIC HORMONE PRECURSOR (PANCREATIC POLYPEPTIDE) (PP). 
0.71:28:46 

GALLUS GALLUS (CHICKEN), AND MELEAGRIS GALLOPAVO (COMMON TURKEY). 
P01306 

F-NT2RP2000694 

WISKOTT-ALDRICH SYNDROME PROTEIN HOMOLOG (WASP). 
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8.8e-10:90:42 

MUS MUSCULUS (MOUSE). 
P70315 

5 F-NT2RP2000712 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 

2.3e-50:1 66:50 

HOMO SAPIENS (HUMAN). 

Q03923 

10 

F-NT2RP2000739 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 
8.9e-45:180:43 
HOMO SAPIENS (HUMAN). 
15 Q03923 

F-NT2RP2000818 
SYG1 PROTEIN. 
2.4e-14:1 64:35 

20 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P40528 

F-NT2RP2000903 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
25 0.28:149:34 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P17437 

F-NT2RP2001200 
30 MIC1 PROTEIN. 

1.8e-13:115:38 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53258 

35 F-NT2RP2001223 

CCAAT DISPLACEMENT PROTEIN (HOMEOBOX PROTEIN CLOX) (CLOX-1) (FRAGMENT). 

0.00017:92:35 

CANIS FAMILIARIS (DOG). 

P39881 

40 

F-NT2RP2001276 

NPDC-1 PROTEIN PRECURSOR. 

4.9e-35:96:71 

MUS MUSCULUS (MOUSE). 
45 Q64322 

F-NT2RP2001388 
CECROPIN B PRECURSOR. 
0.98:31:51 

50 DROSOPHILA MELANOGASTER (FRUIT FLY). 

P14956 

F-NT2RP2001469 

VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 . 
55 6.0e-07:146:22 

PODOSPORA ANSERINA. 
Q00808 
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F-NT2RP2001480 

THROMBOSPONDIN 3 PRECURSOR. 
2.1 e-1 00:209:88 
HOMO SAPIENS (HUMAN). 
5 P49746 

F-NT2RP2001495 

HYPOTHETICAL 53.3 KD PROTEIN IN HXT8-CAN1 INTERGENIC REGION. 
3.1e-11:174:24 

10 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P39981 

F-NT2RP2001514 

PROBABLE CALCIUM-TRANSPORTING ATPASE 6 (EC 3.6.1.38). 
15 4.0e-1 8:1 63:36 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P39986 

F-NT2RP2001529 

20 DEATH-ASSOCIATED PROTEIN KINASE 1 (EC 2.7.1.-) (DAP KINASE 1). 

4.4e-83:1 86:78 
HOMO SAPIENS (HUMAN). 
P53355 

25 F-NT2RP2001538 

PAIRED AM PHI PATH IC HELIX PROTEIN. 
1.7e-06:1 52:26 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P22579 

30 

F-NT2RP2001562 

CLATHRIN LIGHT CHAIN B (BRAIN AND LYMPHOCYTE LCB). 
0.0093:124:27 
HOMO SAPIENS (HUMAN). 
35 P09497 

F-NT2RP2001662 

5'-TG-3' INTERACTING FACTOR (HOMEOBOX PROTEIN TGIF). 
5.6e-36:1 46:57 
40 HOMO SAPIENS (HUMAN). 

Q 15583 

F-NT2RP2001755 
F-SPONDIN PRECURSOR. 
45 1 .2e-33:84:89 

RATTUS NORVEGICUS (RAT). 
P35446 

F-NT2RP2001769 
so PROTEIN KINASE CEK1 (EC 2.7.1.-). 

1.3e-37:159:53 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
P38938 

55 F-NT2RP2001817 

HST1 PROTEIN (HOMOLOGOUS TO SIR2 PROTEIN 1). 
6.4e-32:85:48 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
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P53685 

F-NT2RP2001878 

EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN). 
1.1e-06:1 73:28 

NICOTIAN A TABACUM (COMMON TOBACCO). 
P13983 

F-NT2RP2001903 

CALPAIN P94, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CALCIUM- ACTIVATED NEUTRAL PROTEIN- 
ASE) (CANP) (P94 PROTEIN) (MUSCLE-SPECIFIC CALCIUM- ACTIVATED NEUTRAL PROTEASE 3 LARGE 
SUBUNIT). 
2.4e-1 0:11 0:37 
HOMO SAPIENS (HUMAN). 
P20807 

F-NT2RP2001915 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (VMW118 PROTEIN). 
0.0069:74:39 

HERPES SIMPLEX VIRUS (TYPE 2 / STRAIN HG52). 
P28284 

F-NT2RP2001921 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (P135 PROTEIN) (IER 2.9/ER2 6) 
0.016:51:45 

BOVINE HERPESVIRUS TYPE 1 (STRAIN K22). 
P29836 

F-NT2RP2001948 

COLLAGEN ALPHA 1(X) CHAIN PRECURSOR. 

6.7e-08:121:37 

HOMO SAPIENS (HUMAN). 

Q03692 

F-NT2RP2001956 
ORM1 PROTEIN. 
7.6e-1 7:1 06:36 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53224 

F-NT2RP2002015 
HOMEOBOX PROTEIN HOX-A2. 
0.12:77:37 

GALLUS GALLUS (CHICKEN). 
Q08727 

F-NT2RP2002063 

HYPOTHETICAL 51 .5 KD PROTEIN D2024.3 IN CHROMOSOME IV. 
3.2e-47:2 13:41 

CAENORHABDITIS ELEGANS. 
P49191 

F-NT2RP2002188 

ACETYLCHOLINESTERASE PRECURSOR (EC 3.1.1.7) (ACHE). 
9.2e-15:109:36 

TORPEDO CALIFORNIA (PACIFIC ELECTRIC RAY). 
P04058 
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F-NT2RP2002232 

HYPOTHETICAL 85.7 KD PROTEIN C13G6.03 IN CHROMOSOME I. 
2.0e-12:92:50 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q09782 

F-NT2RP2002304 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN (CLONE W10-1) (FRAGMENT). 
0.00059:16:68 

LYCOPERSICON ESCULENTUM (TOMATO). 
Q01157 

F-NT2RP2002409 

COLLAGEN ALPHA 1 (I) CHAIN (FRAGMENTS). 

0.00039:184:33 

BOS TAURUS (BOVINE). 

P02453 

F-NT2RP2002510 

T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA 11). 
0.0010:97:37 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P06333 

F-NT2RP2002527 
CYTOCHROME B5. 
1.3e-1 1:77:38 

SACCHAROMYCES CEREVISIAE (BAKERS YEAST). 
P40312 

F-NT2RP2002533 

DIHYDROPYRIDINE-SENSITIVE L-TYPE, CALCIUM CHANNEL ALPHA-2/DELTA SUBUNITS PRECURSOR. 
2.0e-37:1 65:42 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P13806 

F-NT2RP2002564 

EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN). 
4.7e-06:81:35 

NICOTIANA TABACUM (COMMON TOBACCO). 
P13983 

F-NT2RP2002674 

SOLUBLE EPOXIDE HYDROLASE (SEH) (EC 3.3.2.3) (EPOXIDE HYDRATASE) (CYTOSOLIC EPOXIDE HY- 
DROLASE) (CEH). 
2.4e-25:147:41 
HOMO SAPIENS (HUMAN). 
P34913 

F-NT2RP2002721 

GLUCOSE 6-PHOSPHATE TRANSLOCASE. 
0.0073:88:26 

HOMO SAPIENS (HUMAN). 
043826 

F-NT2RP2002824 

ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHEROMONE ALPHA- 
FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPONENT). 
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1.0e-1 6:1 39:36 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32802 

F-NT2RP2002942 

NEURAL CELL ADHESION MOLECULE L1 PRECURSOR (N-CAM L1). 

5.1e-18:153:30 

HOMO SAPIENS (HUMAN). 

P32004 

F-NT2RP2002974 

HOMEOBOX PROTEIN SIX5 (DM LOCUS-ASSOCIATED HOMEODOMAIN PROTEIN HOMOLOG) (FRAG- 
MENT). 

3.6e-80:1 87:84 

MUS MUSCULUS (MOUSE). 

P701 78 

F-NT2RP2002976 

HYPOTHETICAL 149.7 KD PROTEIN IN IRE1-KSP1 INTERGENIC REGION. 
2.8e-1 8:99:47 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P38800 

F-NT2RP2003042 

PHOSPHATIDYLCHOLINE-STEROL ACYLTRANSFERASE PRECURSOR (EC 2.3.1.43) (LECITHIN-CHOLES- 
TEROL ACYLTRANSFERASE) (PHOSPHOLIPID-CHOLESTEROL ACYLTRANSFERASE) (FRAGMENT). 
1.2e-41:135:57 

GALLUS GALLUS (CHICKEN). 
P53760 

F-NT2RP2003138 

5'-TG-3'l NTERACTI NG FACTOR (HOMEOBOX PROTEIN TGIF). 

3.3e-09:1 04:45 

MUS MUSCULUS (MOUSE). 

P70284 

F-NT2RP2003179 

CARBON CATABOLITE DEREPRESSING PROTEIN KINASE (EC 2.7.1.-). 
7.2e-1 5:96:40 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P06782 

F-NT2RP2003210 

LONG-CHAIN FATTY ACID TRANSPORT PROTEIN (FATP). 

6.2e-69:235:57 

MUS MUSCULUS (MOUSE). 

Q60714 

F-NT2RP2003302 

ZINC FINGER PROTEIN 136. 

9. 7e-52: 140:52 

HOMO SAPIENS (HUMAN). 

P52737 

F-Nf2RP2003369 

SALIVARY PROLINE-RICH PROTEIN PO (ALLELE M) [CONTAINS: PEPTIDE P-D] (FRAGMENT). 

0.00020:87:32 

HOMO SAPIENS (HUMAN). 
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P10161 

F-NT2RP2003383 

LONG NEUROTOXIN 2 (TOXINS I AND V). 
5 0.86:38:39 

DENDROASPIS VIRIDIS (WESTERN GREEN MAMBA). 
P01395 

F-NT2RP2003390 
10 NPL1 PROTEIN (SEC63 PROTEIN). 

1.1e-1 4:11 3:38 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P14906 

15 F-NT2RP2003469 

MYO-INOSITOL TRANSPORTER 2. 
1.7e-09:148:28 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P30606 

20 

F-NT2RP2003546 

SERINE/THREONINE-PROTEIN KINASE NRK1 (EC 2.7.1.-) (N-RICH KINASE 1). 
9. 2e-32: 198:41 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
25 P38692 

F-NT2RP2003593 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
0.00019:128:32 
30 MUS MUSCULUS (MOUSE). 

P05142 

F-NT2RP2003599 

ATP-DEPENDENT BILE ACID PERMEASE. 
35 0.88:69:34 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32386 

F-NT2RP2003655 

40 HYPOTHETICAL 26.3 KD PROTEIN IN OYE2-GND1 INTERGENIC REGION. 

2.9e-1 6:93:47 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P38869 

45 F-NT2RP2003664 

HYPOTHETICAL 15.7 KD PROTEIN IN NUP85-SSC1 INTERGENIC REGION. 
5.6e-08:121:32 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P47111 

50 

F-NT2RP2003931 

ACROSIN PRECURSOR (EC 3.4.21.10). 
0.38:20:70 

HOMO SAPIENS (HUMAN). 
55 P10323 

F-NT2RP2003940 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 
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1.3e-84: 126:74 

HOMO SAPIENS (HUMAN). 

Q03923 

F-NT2RP2003950 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (IMMEDIATE-EARLY PROTEIN IE110) (VMW110) (AL- 
PHA-0 PROTEIN). 
1.5e-05: 134:33 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 
P08393 

F-NT2RP2004069 

HYPOTHETICAL 26.4 KD PROTEIN EEED8.8 IN CHROMOSOME II. 
4.3e-1 3:68:54 

CAENORHABDITIS ELEGANS. 
Q09297 

F-NT2RP2004108 

ZINC FINGER PROTEIN 136. 

8.6e-47:1 26:67 

HOMO SAPIENS (HUMAN). 

P52737 

F-NT2RP2004141 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
0.013:127:35 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P 17437 

F-NT2RP2004179 

GLYCEROPHOSPHORYL DIESTER PHOSPHODIESTERASE (EC 3.1.4.46) (GLYCEROPHOSPHODIESTER 

PHOSPHODIESTERASE). 

5.9e-1 0:1 10:36 

ESCHERICHIA COLI. 

P10908 

F-NT2RP2004205 

MYELIN-OLIGODENDROCYTE GLYCOPROTEIN PRECURSOR. 
4.6e-1 0:99:34 

HOMO SAPIENS (HUMAN). 
Q 16653 

F-NT2RP2004447 

PROCOLLAGEN ALPHA 2(l) CHAIN PRECURSOR. 
0.86:48:37 

MUS MUSCULUS (MOUSE). 
Q01149 

F-NT2RP2004495 

HYPOTHETICAL 53.3 KD PROTEIN IN HXT8-CAN1 INTERGENIC REGION. 
0.031:135:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P39981 

F-NT2RP2004524 

HYPOTHETICAL 18.7 KD PROTEIN IN HMS1-ABF2 INTERGENIC REGION. 
0.042:96:23 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
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Q04767 

F-NT2RP2004556 

SALIVARY PROLINE-RICH PROTEIN 11-1 (FRAGMENT). 
5 0.0082:87:35 

HOMO SAPIENS (HUMAN). 
P81489 

F-NT2RP2004606 

io METALLO PROTEINASE INHIBITOR 1 PRECURSOR (TIMP-1) (ERYTHROID POTENTIATING ACTIVITY) (EPA) 

(TISSUE INHIBITOR OF METALLOPROTEINASES) (FIBROBLAST COLLAGENASE INHIBITOR) (COLLA- 

GENASE INHIBITOR). 

2.2e-57: 163:73 

HOMO SAPIENS (HUMAN). 
15 P01033 

F-NT2RP2004648 

BETA-GALACTOSIDASE PRECURSOR (EC 3.2.1.23) (UVCTASE) (ACID BETA-G ALACTOS I D AS E) . 
3.2e-25:90:62 
20 FELIS SILVESTRIS CATUS (CAT). 

019015 

F-NT2RP2004670 

CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE TYPE I (EC 2.7.1 .123) (CAM KINASE I). 
25 6.6e-1 4:1 08:34 

RATTUS NORVEGICUS (RAT). 
Q63450 

F-NT2RP2004794 

30 HYPOTHETICAL 24.5 KD PROTEIN IN SAP185-BCK1 INTERGENIC REGION. 

5.7e-11:140:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P40857 

35 F-NT2RP2004837 

F-NT2RP2004847 

ADULT ENHANCER FACTOR 1 (AEF-1). 
7.9e-09:81:37 

40 DROSOPHILA MELANOGASTER (FRUIT FLY). 

P39413 

F-NT2RP2005027 

GLUCOSE TRANSPORTER TYPE 3, BRAIN. 
45 3.6e-64:130:96 

HOMO SAPIENS (HUMAN). 
P11169 

F-NT2RP2005069 

50 CCAAT DISPLACEMENT PROTEIN (CDP) (CDP2) (FRAGMENT). 

0.22:116:32 

RATTUS NORVEGICUS (RAT). 
P53565 

55 F-NT2RP2005163 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR. 
5.3e-06:70:38 

ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 
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P40602 

F-NT2RP2005181 

HIGH-AFFINITY CATIONIC AMINO ACID TRANSPORTER-1 (CAT-1) (CAT1) (SYSTEM Y+ BASIC AMINO ACID 
5 TRANSPORTER) (ECOTROPIC RETROVIRAL LEUKEMIA RECEPTOR HOMOLOG) (ERR) (ECOTROPIC RET- 

ROVIRUS RECEPTOR HOMOLOG). 
4.2e-54:153:69 
HOMO SAPIENS (HUMAN). 
P30825 

10 

F-NT2RP2005247 

EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN). 
2.0e-11:1 06:35 

SORGHUM VULGARE (SORGHUM). 
15 P24152 

F-NT2RP2005378 

A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. 
0.11:97:32 

20 , SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32323 

F-NT2RP2005391 
G-BOX BINDING FACTOR (GBF). 
25 5.1e-10:156:30 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 
P36417 

F-NT2RP2005425 
30 M PROTEIN, SEROTYPE 49 PRECURSOR. 

2.1e-05:183:27 

STREPTOCOCCUS PYOGENES. 
P16947 

35 F-NT2RP2005463 

OVOMUCOID (FRAGMENT). 
1.0:21:52 

BAMBUSICOLA THORACICA (CHINESE BAM BOO -PARTRIDGE). 
P52259 

40 

F-NT2RP2005514 
MOBC PROTEIN. 
1 .0:26:53 

THIOBACILLUS FERROOXIDANS. 
45 P22899 

F-NT2RP2005535 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 
3.8e-92:243:69 
50 HOMO SAPIENS (HUMAN). 

Q03923 

F-NT2RP2005541 

N-ACETYLGLUCOSAMINE-6-SULFATASE PRECURSOR (EC 3.1.6.14) (G6S) (GLUCOSAMINE-6-SULFA- 
55 TASE). 

8.8e-1 6:78:51 

HOMO SAPIENS (HUMAN). 
P15586 
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F-NT2RP2005597 

DOLICHYL-PHOSPHATE-MANNOSE--PROTEIN MANNOSYLTRANSFERASE 4 (EC ' 

2.4.1.109). 

7.4e-1 3:99:34 

5 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P46971 

F-NT2RP2005632 

ADENYLATE CYCLASE, TYPE V (EC 4.6. 1.1) (ATP PYROPHOSPHATE-LYASE) (CA(2+)-INHIBITABLE ADENY- 
10 LYL CYCLASE). 

3.0e-05:73:43 

CANIS FAMILIARIS (DOG). 
P30803 

15 F-NT2RP2005666 

HEPATOCYTE NUCLEAR FACTOR 3-BETA (HNF-3B). 
0.086:105:31 

MUS MUSCULUS (MOUSE). 
P35583 

20 

F-NT2RP2005774 
ZINC FINGER PROTEIN 136. 
7.8e-33:1 28:57 
HOMO SAPIENS (HUMAN). 
25 P52737 

F-NT2RP2005878 

PUTATIVE STEROID DEHYDROGENASE KIK-I (EC 1 .1 .1 .-). 
6.8e-23:96:48 
30 MUS MUSCULUS (MOUSE). 

070503 

F-NT2RP2005883 

DOPAMINE-BETA-MONOOXYGENASE PRECURSOR (EC 1.14.17.1) (DOPAMINE BETA- HYDROXYLASE) 
35 . (DBH). 

6.4e-23:1 85:32 

RATTUS NORVEGICUS (RAT). 
Q05754 

40 F-NT2RP2005887 

DNA-DIRECTED RNA POLYMERASE SUBUNIT K (EC 2.7.7.6). 
1.0:40:30 

METHANOCOCCUS JANNASCHII. 
Q57650 

45 

F-NT2RP2005941 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
3.5e-08:136:32 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
50 P17437 

F-NT2RP2005994 

HYPOTHETICAL 51 .5 KD PROTEIN D2024.3 IN CHROMOSOME IV. 
4.4e-36: 144:47 
55 CAENORHABDITIS ELEGANS. 

P49191 

F-NT2RP2006004 



1005 



EP1 130 094 A2 



BONE PROTEOGLYCAN II PRECURSOR (PG-S2) (DECORIN) (PG40) (DERMATAN SULFATE PROTEOGLY- 

CAN-II) (DSPG). 

0.030:28:50 

RATTUS NORVEGICUS (RAT). 
Q01129 

F-NT2RP2006042 

HYPOTHETICAL PROTEIN KIAA0144. 

1.2e-22:228:39 

HOMO SAPIENS (HUMAN). 

Q14157 

F-NT2RP2006092 

TRANSCRIPTIONAL ACTIVATOR FE65. 
3.1e-27:101:54 

RATTUS NORVEGICUS (RAT). 
P46933 

F-NT2RP2006099 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN) 
7.0e-07:1 23:34 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P17437 

F-NT2RP2006134 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (EARLY PROTEIN 0) (EP0) 
0.0041:118:30 

PSEUDORABIES VIRUS (STRAIN INDIANA-FUNKHAUSER / BECKER) (PRV) 
P29129 

F-NT2RP2006269 

DOLICHYL-PHOSPHATE-MANNOSE-PROTEIN MANNOSYLTRANSFERASE 4 (EC 2 4 1 109) 
6.3e-1 7:1 19:36 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P46971 

F-NT2RP2006512 
GNS1 PROTEIN. 
8.6e-14:186:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P25358 

F-NT2RP3000011 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7 1 -) 
2.9e-1 2:1 37:32 

THERMOMONOSPORA CURVATA. 
P49695 

F-NT2RP3000022 

SERINE/THREONINE-PROTEIN KINASE MAK (EC 2.7.1.-) (MALE GERM CELL-ASSOCIATED KINASE) 
1.6e-47:1 21:79 

RATTUS NORVEGICUS (RAT). 
P20793 

F-NT2RP3000059 

COLLAGEN ALPHA 1(111) CHAIN. 

1.5e-05:211:33 

BOS TAURUS (BOVINE). 
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P04258 

F-NT2RP3000063 

EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN). 
5 4.2e-23:230:28 

ZEA MAYS (MAIZE). 
P14918 

F-NT2RP3000125 

10 CARBOXYPEPTIDASE KEX1 PRECURSOR (EC 3.4.16.6) (CARBOXYPEPTIDASE D). 

2.3e-08:1 10:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P09620 

15 F-NT2RP3000148 

ZINC FINGER PROTEIN 133. 
1 .4e-34:84:48 

HOMO SAPIENS (HUMAN). 
P52736 

20 

F-NT2RP3000169 

SMALL PROLINE-RICH PROTEIN 2-1 . 
0.00092:14:57 
HOMO SAPIENS (HUMAN). 
25 P35326 

F-NT2RP3000171 

24.1 KD PROTEIN IN VMA12-APN1 INTERGENIC REGION. 
4.6e-1 0:1 34:32 

30 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P28707 

F-NT2RP3000172 

CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE TYPE I (EC 2.7.1 .123) (CAM KINASE I). 
35 1.8e-33:1 61:42 

RATTUS NORVEGICUS (RAT). 
Q63450 

F-NT2RP3000201 

40 SERINE/THREONINE-PROTEIN KINASE MIG-15 (EC 2.7.1 .-). 

4.1e-79:254:64 

CAENORHABDITIS ELEGANS. 
Q23356 

45 F-NT2RP3000232 

ZINC FINGER PROTEIN 184 (FRAGMENT). 

8.5e-23:1 19:45 

HOMO SAPIENS (HUMAN). 

Q99676 

50 

F-NT2RP3000304 

LOW-DENSITY LIPOPROTEIN RECEPTOR- RELATED PROTEIN 1 PRECURSOR (LRP) (ALPHA-2-MAC- 
ROGLOBULIN RECEPTOR) (A2MR) (APOLIPOPROTEIN E RECEPTOR) (APOER) (CD91). 
9.8e-36:1 72:43 
55 HOMO SAPIENS (HUMAN). 

Q07954 

F-NT2RP3000378 
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PAIRED AM PHI PATH IC HELIX PROTEIN. 
2.7e-26:1 86:36 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P22579 



F-NT2RP3000427 
5E5 ANTIGEN. 
0.086:204:31 

RATTUS NORVEGICUS (RAT). 
Q63003 



F-NT2RP3000436 

PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR (EC 5 3 4 1) 
1.3e-23: 106:33 

CAENORHABDITIS ELEGANS. 
Q11067 



F-NT2RP3000444 

TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAFII-135) (TAFII135) (TAFII-130) (TAFII130). 

0.00052:166:36 

HOMO SAPIENS (HUMAN). 

000268 



F-NT2RP3000460 

PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT. 

1.0e-98:194:100 

RATTUS NORVEGICUS (RAT). 

P38378 



F-NT2RP3000481 

NONSENSE-MEDIATED MRNA DECAY PROTEIN 5. 
7.4e-1 9:21 7:29 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P46970 



F-NT2RP3000616 

BONE PROTEOGLYCAN II PRECURSOR (PG-S2) (DECORIN) 

1.2e-13:1 15:33 

BOS TAURUS (BOVINE). 

P21793 



F-NT2RP3000645 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN) 
2.3e-1 0:237:30 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P 17437 



F-NT2RP3000652 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 

3.1e-106:283:67 

HOMO SAPIENS (HUMAN). 

Q03923 



F-NT2RP3000676 

AD P, ATP CARRIER PROTEIN, HEART/SKELETAL MUSCLE ISOFORM T1 (ADP/ATP TRANSLOCASE 1) (AD- 
ENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1). 
7.4e-07: 102:32 
HOMO SAPIENS (HUMAN). 
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P 12235 

F-NT2RP3000677 

MHC CLASS II REGULATORY FACTOR RFX1 (RFX) (ENHANCER FACTOR C) (EF-C). 
5 1.5e-27:66:54 

HOMO SAPIENS (HUMAN). 
P22670 

F-NT2RP3O00721 

W HYPOTHETICAL 62.5 KD PROTEIN IN SEC53-ACT1 INTERGENIC REGION. 

1.6e-22:208:32 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P43560 

15 F-NT2RP3000789 

ONCONEURAL VENTRAL ANTIGEN-1 (NOVA-1) (PARANEOPLASTIC Rl ANTIGEN) (VENTRAL NEURON- 
SPECIFIC PROTEIN 1). 
1.0e-07:1 90:26 
HOMO SAPIENS (HUMAN). 

20 P51513 

F-NT2RP3000818 

HYPOTHETICAL 67.5 KD PROTEIN IN APE1/LAP4-CWP1 INTERGENIC REGION. 
5.9e-05:100:32 

25 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P34248 

F-NT2RP3000820 

BIOTIN SYNTHASE (EC 2.8.1 .6) (BIOTIN SYNTHETASE). 
30 0.92:97:26 

SYNECHOCYSTIS SP. (STRAIN PCC 6803). 
P73538 

F-NT2RP3000838 

35 SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 

6.4e-07:231:31 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P 17437 

40 F-NT2RP3000871 

COLLAGEN ALPHA 1 (I) CHAIN (FRAGMENTS). 
2.8e-07:221:33 

RATTUS NORVEGICUS (RAT). 
P02454 

45 

F-NT2RP3000907 

PROBABLE CALCIUM-TRANSPORTING ATPASE 6 (EC 3.6.1 .38). 
2.2e-41:1 04:48 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
50 P39986 

F-NT2RP3000921 

BASEMENT MEMBRANE-SPECIFIC HEPARAN SULFATE PROTEOGLYCAN CORE PROTEIN PRECURSOR 
(HSPG) (PERLECAN) (PLC). 
55 4.5e-08:1 49:31 

HOMO SAPIENS (HUMAN). 
P98160 
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F-NT2RP3001012 

HISTIDINE-RICH GLYCOPROTEIN PRECURSOR. 
5.5e-06:37:51 

PLASMODIUM LOPHURAE. 
5 P04929 

F-NT2RP3001044 

RNA POLYMERASE PRINCIPAL SIGMA FACTOR HRDA. 
0.10:61:31 

io STREPTOMYCES COELICOLOR. 

P18182 

F-NT2RP3001061 

GLYCOPROTEIN X PRECURSOR. 
15 0.00011:140:27 

EQUINE HERPESVIRUS TYPE 1 (STRAIN AB4P) (EHV-1). 
P28968 

F-NT2RP3001159 
20 A- AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. 

1.1e-09:249:32 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32323 

25 F-NT2RP3001170 

POU DOMAIN PROTEIN 1 (DJPOU1). 
0.020:173:29 

DUGESIA JAPONICA (PLANARIAN). 
P31370 

30 

F-NT2RP3001195 

GALACTOSE-PROTON SYMPORT (GALACTOSE TRANSPORTER). 
1.2e-14:1 80:30 
ESCHERICHIA COLI. 
35 P37021 

F-NT2RP3001240 

PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT. 
3.1e-118:229:88 
40 RATTUS NORVEGICUS (RAT). 

P38378 

F-NT2RP3001271 
EBNA-1 NUCLEAR PROTEIN. 
45 2.3e-08:113:45 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

F-NT2RP3001322 

50 PROBABLE CALCIUM-TRANSPORTING ATPASE 3 (EC 3.6.1.38) (ENDOPLASMIC RETICULUM CA2+-AT- 

PASE). 

1.7e-23:222:29 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P39524 

55 

F-NT2RP3001388 
SYNAPTOTAGMIN IV 
4.8e-1 9:1 68:38 
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RATTUS NORVEGICUS (RAT). 
P50232 

F-NT2RP3001542 

TUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1 , ENDOTHELIAL (B12 PROTEIN). 

2.7e-12:132:37 

HOMO SAPIENS (HUMAN). 

Q 13829 

F-NT2RP3001560 
SYNAPSINS IA AND IB. 
0.59:104:35 

BOS TAURUS (BOVINE). 
P17599 

F-NT2RP3001592 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR. 

1.3e-11:75:46 

ORYZA SATIVA(RICE). 

P29834 

F-NT2RP3001650 

CCAAT DISPLACEMENT PROTEIN (HOMEOBOX PROTEIN CLOX) (CLOX-1) (FRAGMENT). 
0.23:119:36 

CANIS FAMILIARIS (DOG). 
P39881 

F-NT2RP3001685 

HYPOTHETICAL PROTEIN IN MMSB 3'REGION (ORF1) (FRAGMENT). 
2.2e-48:207:48 

PSEUDOMONAS AERUGINOSA. 
P28812 

F-NT2RP3001738 
CYTOCHROME B5. 
9.5e-13:133:33 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P00169 

F-NT2RP3001754 

SYNAPSINS IA AND IB (BRAIN PROTEIN 4.1). 

7.9e-05:1 17:29 

HOMO SAPIENS (HUMAN). 

P17600 

F-NT2RP3001858 
CUTICLE COLLAGEN 2. 
0.030:118:35 

CAENORHABDITIS ELEGANS. 
P17656 

F-NT2RP3001976 

ZINC FINGER PROTEIN 140. 

7.8e-24:122:52 

HOMO SAPIENS (HUMAN). 

P52738 

F-NT2RP3002015 
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PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. 
0.018:224:30 

GALLUS GALLUS (CHICKEN). 
P02457 

F-NT2RP3002160 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
0.0058:206:29 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P 17437 

F-NT2RP3002281 

HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN F (HNRNP F). 
1.3e-14:86:40 

HOMO SAPIENS (HUMAN). 
P52597 

F-NT2RP3002286 

ETS-DOMAIN TRANSCRIPTION FACTOR ERF. 
0.65:128:29 

HOMO SAPIENS (HUMAN). 
P50548 

F-NT2RP3002311 

BETA-GALACTOS I DAS E PRECURSOR (EC 3.2.1.23) (LACTASE) (ACID BETA-GALACTOSI DASE) . 
6.1 e-46:1 72:54 

FELIS SILVESTRIS CATUS (CAT). 
019015 

F-NT2RP3002324 

HYPOTHETICAL 13.6 KD PROTEIN IN SPT4-ROM1 INTERGENIC REGION. 
0.012:23:65 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53245 

F-NT2RP3002342 

HYPOTHETICAL 53.3 KD PROTEIN IN HXT8-CAN1 INTERGENIC REGION. 
1.8e-13:219:26 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P39981 

F-NT2RP3002353 
REGULATORY PROTEIN E2. 
0.0027:167:31 

HUMAN PAPILLOMAVIRUS TYPE 8. 
P06422 

F-NT2RP3002409 

MITOCHONDRIAL PRECURSOR PROTEINS IMPORT RECEPTOR (72 KD MITOCHONDRIAL OUTER MEM- 
BRANE PROTEIN) (MITOCHONDRIAL IMPORT RECEPTOR FOR THE ADP/ATP CARRIER) (TRANSLOCASE 
OF OUTER MEMBRANE TOM70). 
9.9e-09:93:34 
NEUROSPORA CRASSA. 
P23231 

F-NT2RP3002411 

PUTATIVE STEROID DEHYDROGENASE KIK-I (EC 1.1.1.-). 
5.6e-1 07:254:80 
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MUS MUSCULUS (MOUSE). 
070503 

F-NT2RP3002448 

5 TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAFII-135) (TAFII135) (TAFII-130) (TAFII130). 

1.5e-05:1 63:33 
HOMO SAPIENS (HUMAN). 
000268 

10 F-NT2RP3002571 

HYPOTHETICAL 116.3 KD PROTEIN C26F1.09 IN CHROMOSOME I. 
6.4e-23:1 72:33 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q 10496 

15 

F-NT2RP3002664 

CYCLIC-AMP-DEPENDENT TRANSCRIPTION FACTOR ATF-6 (FRAGMENT). 
0.062:47:29 

HOMO SAPIENS (HUMAN). 
20 P18850 

F-NT2RP3002721 

CITRATE SYNTHASE, MITOCHONDRIAL PRECURSOR (EC 4.1.3.7). 
6.2e-1 40:283:92 
25 SUS SCROFA (PIG). 

P00889 

F-NT2RP3002737 

VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV1.9. 
30 4.1e-40:136:61 

MUS MUSCULUS (MOUSE). 
P97414 

F-NT2RP3002738 

35 SALIVARY PROLINE-RICH PROTEIN PO PRECURSOR (ALLELE S). 

0.029:195:28 

HOMO SAPIENS (HUMAN). 
P10163 

40 F-NT2RP3002790 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 

1.7e-08:130:36 

MUS MUSCULUS (MOUSE). 

P05142 

45 

F-NT2RP3002836 

TRANSMEMBRANE PROTEIN SEX PRECURSOR. 
8.9e-24:1 19:43 
HOMO SAPIENS (HUMAN). 
so P51805 

F-NT2RP3002887 

SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONE CP7) [CONTAINS: BASIC PEPTIDE P-F] (FRAG- 
MENT). 
55 2.9e-11:1 98:34 

HOMO SAPIENS (HUMAN). 
P02812 
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F-NT2RP3002900 

COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR (FRAGMENT). 
2.8e-18:109:41 

CRICETULUS GRISEUS (CHINESE HAMSTER). 
P49020 

F-NT2RP3002958 

TRANS-GOLGI NETWORK INTEGRAL MEMBRANE PROTEIN TGN38 PRECURSOR. 
6.4e-06:1 72:27 

RATTUS NORVEGICUS (RAT). 
P19814 

F-NT2RP3002983 

COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS). 

4.4e-05:1 06:41 

BOS TAURUS (BOVINE). 

P02453 

F-NT2RP3003000 

SODIUM CHANNEL PROTEIN (NA+ CHANNEL). 
9.7e-30:221:31 

ELECTROPHORUS ELECTRICUS (ELECTRIC EEL). 
P02719 

F-NT2RP3003076 

ENVELOPE GLYCOPROTEIN GP340 (MEMBRANE ANTIGEN) (MA) [CONTAINS: GLYCOPROTEIN GP220]. 
0.00033:173:30 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03200 

F-NT2RP3003354 

SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 3. 

2.0e-54:204:51 

MUS MUSCULUS (MOUSE). 

035609 

F-NT2RP3003448 

PROTEASE DEGS PRECURSOR (EC 3.4.21.-). 
4.0e-05:1 12:33 
ESCHERICHIA COLI. 
P31137 

F-NT2RP3003469 

!!!! ALU SUBFAMILY SQ WARNING ENTRY I!!! 
1.2e-1 7:70:64 

HOMO SAPIENS (HUMAN). 
P391 94 

F-NT2RP3003473 

BACTENECIN 7 PRECURSOR (BAC7) (PR-59). 

0.0037:33:63 

BOS TAURUS (BOVINE). 

P19661 

F-NT2RP3003527 

SERIN E/THREONINE-SPECIFIC PROTEIN KINASE MINIBRAIN HOMOLOG (EC 2.7.1.-) (HP86) (DYRK). 

1.8e-53:1 59:69 

HOMO SAPIENS (HUMAN). 
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Q 13627 

F-NT2RP3003532 

OX-2 MEMBRANE GLYCOPROTEIN PRECURSOR (FRAGMENT). 

2.3e-114:219:97 

HOMO SAPIENS (HUMAN). 

P41217 

F-NT2RP3003535 

HYPOTHETICAL 7.2 KD PROTEIN IN RPS2 3 REGION (ORF57). 
0.98:36:30 

ASTASIA LONGA (EUGLENOPHYCEAN ALGA). 
P34774 

F-NT2RP3003559 

MALE SPECIFIC SPERM PROTEIN MST84DB. 
0.047:29:48 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q01643 

F-NT2RP3003614 

TRYPSIN INHIBITOR II (BDTI-II). 

0.98:23:39 

BRYONIA DIOICA (RED BRYONY). 
P11968 

F-NT2RP3003729 

HYPOTHETICAL 42.1 KD PROTEIN IN SNZ1-YPK2 INTERGENIC REGION. 
4. 1e-1 1:204:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
Q03151 

F-NT2RP3003849 

PROTEIN KINASE C, BRAIN ISOZYME (EC 2.7.1.-) (PKC) (DPKC53E(BR)). 
9.7e-17:126:34 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P051 30 

F-NT2RP3003874 

MYOSIN I ALPHA (MMI-ALPHA). 

3.1 e-64:1 41:84 

MUS MUSCULUS (MOUSE). 

P46735 

F-NT2RP3003939 

CELL DIVISION PROTEIN FTSH HOMOLOG 4 (EC 3.4.24.-)- 
7.1e-34:76:61 

SYNECHOCYSTIS SP. (STRAIN PCC 6803). 
P72991 

F-NT2RP3003963 

HISTIDINE-RICH, METAL BINDING POLYPEPTIDE. 
0.95:31:38 

HELICOBACTER PYLORI (CAMPYLOBACTER PYLORI). 
Q48251 

F-NT2RP3004000 

DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAGMENT). 
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7.1e-07:187:29 

CRICETULUS GRISEUS (CHINESE HAMSTER). 
P11414 

5 F-NT2RP3004025 

EBNA-1 NUCLEAR PROTEIN. 
0.022:79:40 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

10 

F-NT2RP3004067 

COLLAGEN ALPHA 1(X) CHAIN PRECURSOR. 
5.0e-07:1 84:35 
HOMO SAPIENS (HUMAN). 
15 Q03692 

F-NT2RP3004075 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN PRECURSOR. 
2.9e-07:92:40 
20 HORDEUM VULGARE (BARLEY). 

P17816 

F-NT2RP3004083 

ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L). 
25 0.013:24:45 

COTURNIX COTURNIX JAPONICA (JAPANESE QUAIL). 
P50682 

F-NT2RP3004090 
30 SALIVARY GLUE PROTEIN SGS-3 PRECURSOR. 

1.2e-07:1 95:29 

DROSOPHILA ERECTA (FRUIT FLY). 
P 13730 

35 F-NT2RP3004119 

PEREGRIN (BR140 PROTEIN). 

4.1e-40:227:43 

HOMO SAPIENS (HUMAN). 

P55201 

40 

F-NT2RP3004130 

CELL SURFACE ANTIGEN 114/A10 PRECURSOR. 
2.4e-08:71:42 

MUS MUSCULUS (MOUSE). 
45 P19467 

F-NT2RP3004133 

GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-). 
1.5e-28:1 11:44 

50 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P43636 

F-NT2RP3004202 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
55 3.0e-06:104:37 

MUS MUSCULUS (MOUSE). 
P05142 



1016 



EP 1 130 094 A2 



F-NT2RP3004294 

HYPOTHETICAL 22.2 KD PROTEIN IN NSR1-TIF4631 INTERGENIC REGION. 
8.8e-10:129:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
5 P53288 

F-NT2RP3004309 

A- AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. 
1.9e-05:212:30 

10 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P32323 

F-NT2RP3004321 

REGULATORY PROTEIN SIR2 HOMOLOG (LMSIR2RP). 
15 2.8e-09:81:40 

LEISHMANIA MAJOR. 
Q25337 

F-NT2RP3004345 

20 GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR. 

1.3e-1 1:75:46 
ORYZA SATIVA(RICE). 
P29834 

25 F-NT2RP3004355 

HYDROGENASE EXPRESSION/FORMATION PROTEIN HUPV. 
0.81:154:26 

AZOTOBACTER CHROOCOCCUM MCD 1 . 
Q43959 

30 

F-NT2RP3004374 
HOMEOBOX PROTEIN HOX-A2. 
0.28:77:37 

GALLUS GALLUS (CHICKEN). 
35 Q08727 

F-NT2RP3004406 

HYPOTHETICAL 37.4 KD PROTEIN IN IRR1-TIM44 INTERGENIC REGION. 
4.9e-1 8:1 65:33 

40 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P40544 

F-NT2RP3004481 

BUTYROPHILIN PRECURSOR (BT). 
45 4.0e-13:152:31 

HOMO SAPIENS (HUMAN). 
Q13410 

F-NT2RP3004552 

50 COMPLEMENT RECEPTOR TYPE 1 PRECURSOR (C3B/C4B RECEPTOR) (CD35 ANTIGEN). 

3.4e-05:211:28 
HOMO SAPIENS (HUMAN). 
P17927 

55 F-NT2RP3004557 

INTERFERON GAMMA UP-REGULATED 1-5111 PROTEIN PRECURSOR (IGUP 1-5111). 

1.6e-23:1 29:35 

HOMO SAPIENS (HUMAN). 
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Q06323 

F-NT2RP3004625 
GLYCOPROTEIN X PRECURSOR. 
5 2.4e-1 0:225:25 

EQUINE HERPESVIRUS TYPE 1 (STRAIN AB4P) (EHV-1). 
P28968 

F-NT2RP3004640 
10 ENAMELIN (TUFTELIN). 

2.6e-70:1 67:85 
BOS TAURUS (BOVINE). 
P27628 

15 F-NT2RP3004647 

AD P, ATP CARRIER PROTEIN, HEART/SKELETAL MUSCLE ISOFORM T1 (ADP/ATP TRANSLOCASE 1) (AD- 
ENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1). 
4.6e-1 0:1 16:34 
HOMO SAPIENS (HUMAN). 

20 P12235 

F-NT2RP4000108 

NEUROFILAMENT TRIPLET L PROTEIN (68 KD NEUROFILAMENT PROTEIN) (NF-L) (NF68). 
3.4e-107:255:87 
25 RATTUS NORVEGICUS (RAT). 

P 19527 

F-NT2RP4000634 

MAPK/ERK KINASE KINASE 2 (EC 2.7.1 .-) (MEK KINASE 2) (MEKK 2). 
30 7.9e-1 42:267:88 

MUS MUSCULUS (MOUSE). 
Q61083 

F-NT2RP4000962 
35 SPORULATION-SPECIFIC PROTEIN 1 (EC 2.7.1 .-). 

1.5e-13:158:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P08458 

40 F-NT2RP4001001 

F-NT2RP4001009 

' POTENTIAL CAAX PRENYL PROTEASE 1 (EC 3.4.24.-) (PRENYL PROTEIN- SPECIFIC ENDOPROTEASE 1) 
(PPSEP 1). 
45 7.7e-24:235:31 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q10071 

F-NT2RP4001467 

50 ^-NUCLEOTIDASE PRECURSOR (EC 3.1 .3.5) (ECTO-NUCLEOTIDASE) (5'-NT) (CD73 ANTIGEN). 

1.2e-1 20:237:97 
HOMO SAPIENS (HUMAN). 
P21589 

55 F-NT2RP4001877 

GLYCINE-RICH RNA-BINDING PROTEIN. 
1 .4e-08:89:34 

DAUCUS CAROTA (CARROT). 
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Q03878 

F-NT2RP4001879 

VERY HYPOTHETICAL 8.9 KD PROTEIN CY441.05 PRECURSOR. 
5 0.98:49:34 

MYCOBACTERIUM TUBERCULOSIS. 
P71934 

F-NT2RP4002187 
10 PUTATIVE STEROID DEHYDROGENASE KIK-I (EC 1 .1 .1 .-)• 

4.5e-98:246:78 
MUS MUSCULUS (MOUSE). 
070503 

15 F-NT2RP4002451 

CUTICLE COLLAGEN 2. 
0.85:92:35 

CAENORHABDITIS ELEGANS. 
P17656 

20 

F-NT2RP4002715 

HYPOTHETICAL 13.6 KD PROTEIN IN SPT4-ROM1 INTERGENIC REGION. 
0.47:31:48 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
25 P53245 

F-NT2RP4002750 

HIGH-AFFINITY CATIONIC AMINO ACID TRANSPORTER-1 (CAT-1) (CAT1) (SYSTEM Y+ BASIC AMINO ACID 
TRANSPORTER) (ECOTROPIC RETROVIRAL LEUKEMIA RECEPTOR HOMOLOG) (ERR) (ECOTROPIC RET- 
30 ROVIRUS RECEPTOR HOMOLOG). 

3.3e-63:1 85:67 
HOMO SAPIENS (HUMAN). 
P30825 

35 F-OVARC 1000003 

RENAL SODIUM-DEPENDENT PHOSPHATE TRANSPORT PROTEIN 2 (SODIUM/PHOSPHATE COTRANS- 
PORTER 2) (NA(+)/PI COTRANSPORTER 2) (RENAL SODIUM-PHOSPHATE TRANSPORT PROTEIN 2) (RE- 
NAL NA+-DEPENDENT PHOSPHATE COTRANSPORTER 2). 
2.2e-82:1 97:72 

40 HOMO SAPIENS (HUMAN). 

Q06495 

F-OVARC 1000090 

HOMEOBOX PROTEIN HOX-B1 (GHOX-LAB). 
45 0.049:120:32 

GALLUS GALLUS (CHICKEN). 
P31259 

F-OVARC1000105 

50 UBIQUITIN-CONJUGATING ENZYME E2-28.4 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN LIGASE) (UBIQUITIN 

CARRIER PROTEIN). 
8.6e-47:1 59:58 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P33296 

55 

F-OVARC1 000137 

HYPOTHETICAL 22.7 KD PROTEIN IN PAS1-MST1 INTERGENIC REGION. 
0.058:28:64 
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SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P36015 

F-OVARC1 000208 
5 !!!! ALU SUBFAMILY SX WARNING ENTRY !!!! 

2.2e-12:51:74 

HOMO SAPIENS (HUMAN). 
P39195 

10 F-OVARC1 000255 

TYROSINE-PROTEIN KINASE SYK (EC 2.7.1 .112) (SPLEEN TYROSINE KINASE). 

1.1e-112:144:86 

HOMO SAPIENS (HUMAN). 

P43405 . 

15 

F-OVARC 1000275 
GASTRIN PRECURSOR. 
0.11:59:37 

HOMO SAPIENS (HUMAN). 
20 P01350 

F-OVARC1 000298 

PROLINE-RICH PROTEIN MP-3 (FRAGMENT). 
0.014:74:39 
25 MUS MUSCULUS (MOUSE). 

P05143 

F-OVARC 1000307 

EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN). 
30 1.0:33:54 

NICOTIANA TABACUM (COMMON TOBACCO). 
P13983 

F-OVARC1000313 

35 PROTEIN DISULFIDE ISOMERASE-RELATED PROTEIN PRECURSOR (ERP72) (CALCIUM-BINDING PRO- 

TEIN 2) (CABP2). 
4.0e-15:127:37 

RATTUS NORVEGICUS (RAT). 
P38659 

40 

F-OVARC1 000331 

GMP REDUCTASE (EC 1.6.6.8) (GUANOSINE 5'-MONOPHOSPHATE OXIDOREDUCTASE). 
2.0e-24:64:84 

HOMO SAPIENS (HUMAN). 
45 P36959 

F-OVARC1 000410 

FIBRINOGEN-LIKE PROTEIN A PRECURSOR (FREP-A). 
1.9e-44:229:41 

50 PARASTICHOPUS PARVIMENSIS (SEA CUCUMBER). 

P19477 

F-OVARC 1000439 

SALIVARY GLUE PROTEIN SGS-7 PRECURSOR. 
55 0.99:41:43 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P02841 
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F-OVARC 1000467 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN (CLONE W10-1) (FRAGMENT). 
0.0061:30:63 

LYCOPERSICON ESCULENTUM (TOMATO). 
Q01157 

F-OVARC 1000529 

PROBABLE SERINE/THREONINE-PROTEIN KINASE YKL 101 W (EC 2.7.1.-). 
1.5e-20:1 27:42 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P34244 

F-OVARC 1000553 

DIPEPTIDYL PEPTIDASE IV (EC 3.4.14.5) (DPP IV) (THYMOCYTE -ACTIVATING MOLECULE) (THAM). 

7.6e-26:1 69:40 

MUS MUSCULUS (MOUSE). 

P28843 

F-OVARC1 000775 

M ETALLOTH I O N E I N (MT). 

0.91:31:38 

CARASSIUS AURATUS (GOLDFISH). 
P52723 

F-OVARC1 000811 

COAGULATION FACTOR XII PRECURSOR (EC 3.4.21.38) (HAGEMAN FACTOR) (HAF). 
2.8e-11:69:43 

HOMO SAPIENS (HUMAN). 
P00748 

F-OVARC 1000853 
CUTICLE COLLAGEN 40. 
0.00013:130:33 

CAENORHABDITIS ELEGANS. 
P34804 

F-OVARC 1000873 

MALE SPECIFIC SPERM PROTEIN MST84DB. 
0.00015:53:33 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q01643 

F-OVARC1000916 

GALACTOSYLTRANSFERASE ASSOCIATED PROTEIN KINASE P58/GTA (EC 2.7.1.-). 

2.5e-26:1 09:53 

MUS MUSCULUS (MOUSE). 

P24788 

F-OVARC 1000956 

D(4) DOPAMINE RECEPTOR (D(2C) DOPAMINE RECEPTOR). 

0.00073:115:33 

HOMO SAPIENS (HUMAN). 

P21917 

F-OVARC 1000995 

POSSIBLE GLOBAL TRANSCRIPTION ACTIVATOR SNF2L2 (SNF2-ALPHA). 

0.00031:139:25 

HOMO SAPIENS (HUMAN). 
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P51531 

F-OVARC1001030 
5E5 ANTIGEN. 
5 1 .9e-09:89:41 

RATTUS NORVEGICUS (RAT). 
Q63003 

F-OVARC 100 1049 
10 PROCOLLAGEN ALPHA 1 (I) CHAIN PRECURSOR. 

1.5e-08:146:38 

GALLUS GALLUS (CHICKEN). 
P02457 

15 F-OVARC 100 1086 

VITELLOGENIN II PRECURSOR (MAJOR VITELLOGENIN) [CONTAINS: LIPOVITELLIN I (LVI); PHOSVITIN 
(PV); LIPOVITELLIN II (LVII); YGP40]. 
5.3e-08:1 82:32 

GALLUS GALLUS (CHICKEN). 
20 P02845 

F-OVARC 100 11 32 

GC-RICH SEQUENCE DNA-BINDING FACTOR (GCF) (TRANSCRIPTION FACTOR 9) (TCF-9). 
9.2e-40:229:37 
25 HOMO SAPIENS (HUMAN). 

P16383 

F-OVARC 100 11 63 

HYPOTHETICAL 49.3 KD PROTEIN C30D 11.06C IN CHROMOSOME I. 
30 8.8e-05:38:44 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q09906 

F-OVARC1001222 
35 AMELOGENIN, CLASS I PRECURSOR. 

0.72:96:31 

BOS TAURUS (BOVINE). 
P02817 

40 F-OVARC1001260 

F-OVARC1001336 

RENAL SODIUM-DEPENDENT PHOSPHATE TRANSPORT PROTEIN 2 (SODIUM/PHOSPHATE COTRANS- 
PORTER 2) (NA(+)/PI COTRANSPORTER 2) (RENAL SODIUM-PHOSPHATE TRANSPORT PROTEIN 2) (RE- 
45 NAL NA+-DEPENDENT PHOSPHATE COTRANSPORTER 2). 

1.1e-33:1 03:71 

RATTUS NORVEGICUS (RAT). 
Q06496 

50 F-OVARC 1001 338 

SERINE/THREONINE-PROTEIN KINASE UNC-51 (EC 2.7.1 .-). 
3.8e-30:89:46 

CAENORHABDITIS ELEGANS. 
Q23023 

55 

F-OVARC 1001 569 

ACROSIN PRECURSOR (EC 3.4.21,10) (53 KD FUCOSE-BINDING PROTEIN). 
2.2e-06:28:64 
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SUS SCROFA (PIG). 
P08001 

F-OVARC 1001 570 
5 CATHEPSIN E PRECURSOR (EC 3.4.23.34). 

1.89-09:121:33 

CAVIA PORCELLUS (GUINEA PIG). 
P25796 

10 F-OVARC 1001 596 

REGULATORY PROTEIN E2. 
0.33:77:37 

HUMAN PAPILLOMAVIRUS TYPE 14. 
P36783 

15 

F-OVARC1001607 

ALPHA- 1 ,6-MANNOSYL-GLYCOPROTEIN BETA-1 ,2-N-ACETYLGLUCOSAMINYLTRANSFERASE (EC 
2.4.1 .143) (N-GLYCOSYL-OLIGOSACCHARIDE-GLYCOPROTEIN N-ACETYLGLUCOSAMINYLTRANS- 
FERASE II) (BETA-1 ,2-N-ACETYLGLUCOSAMINYLTRANSFERASE II) (GNT-II) (GLCNAC-T II). 
20 1.0e-28:69:84 

HOMO SAPIENS (HUMAN). 
Q 10469 

F-OVARC 100 1725 

25 

F-OVARC 1001 727 
F-OVARC1001807 

EARLY RESPONSE PROTEIN NAK1 (TR3 ORPHAN RECEPTOR). 
30 2.4e-51:153:75 

Homo sapiens (human). 

P22736 

F-OVARC 100 1833 
35 CIS-GOLGI MATRIX PROTEIN GM130. 

1.2e-55:1 69:75 

RATTUS NORVEGICUS (RAT). 
Q62839 

40 F-OVARC 1001 952 

EBNA-1 NUCLEAR PROTEIN. 
3.5e-1 9:130:43 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

45 

F-OVARC1001991 

HYPOTHETICAL PROTEIN KIAA0176 (FRAGMENT). 
3.7e-1 6:141:43 
HOMO SAPIENS (HUMAN). 
so Q 14681 

F-OVARC 1002058 

LAMININ ALPHA-5 CHAIN (FRAGMENT). 
2.8e-22:163:33 
55 MUS MUSCULUS (MOUSE). 

Q61001 

F-OVARC1002178 
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TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (IMMEDIATE-EARLY PROTEIN IE110) (VMW110) (AL- 

PHA-0 PROTEIN). 

0.12:73:36 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 
P08393 

F-PLACE1 000033 

VON WILLEBRAND FACTOR PRECURSOR. 

1.7e-1 9:1 90:28 

CANIS FAMILIARIS (DOG). 

Q28295 

F-PLACE1 000231 

DNA-BINDING J PROTEIN MNB1A. 

0.24:60:33 

ZEA MAYS (MAIZE). 

P38564 

F-PLACE1 000258 

ZINC FINGER PROTEIN 177. 

3.6e-1 9:55:61 

HOMO SAPIENS (HUMAN). 
Q 13360 

F-PLACE1 000442 

ZINC FINGER PROTEIN 136. 

1.7e-80:1 80:72 

HOMO SAPIENS (HUMAN). 

P52737 

F-PLACE1 000560 
COLICIN E9 (EC 3.1.21.1). 
0.015:47:44 
ESCHERICHIA COLI. 
P09883 

F-PLACE1 000740 

NEUROGENIC LOCUS NOTCH HOMOLOG PROTEIN 4 PRECURSOR (TRANSFORMING PROTEIN INT-3). 
1 .6e-05:75:36 

MUS MUSCULUS (MOUSE). 
P31695 

F-PLACE1 000907 

ZINC FINGER PROTEIN 141. 

2. 8e-1 5:43:88 

HOMO SAPIENS (HUMAN). 
Q 15928 

F-PLACE1000912 

PROBABLE E4 PROTEIN (E1 A E4). 

0.19:46:36 

HUMAN PAPILLOMAVIRUS TYPE 6B. 
P06459 

F-PLACE1000914 

MALE SPECIFIC SPERM PROTEIN MST87F. 
0.054:27:44 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
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P08175 

F-PLACE1 000927 

HYPOTHETICAL PROTEIN HI0044. 
5 3.9e-07:139:30 

HAEMOPHILUS INFLUENZAE. 
P44477 

F-PLACE1 000986 

10 

F-PLACE1001016 

SODIUM CHANNEL PROTEIN, BRAIN II ALPHA SUBUNIT. 
2.7e-05:1 20:32 

. RATTUS NORVEGICUS (RAT). 
15 P04775 

F-PLACE1001100 

F-PLACE1001114 
20 PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. 

2.5e-07:250:28 
MUS MUSCULUS (MOUSE). 
P11087 

25 F-PLACE1 001123 

INTESTINAL MEMBRANE A4 PROTEIN (DIFFERENTIATION-DEPENDENT PROTEIN A4). 
6.2e-09:95:31 

HOMO SAPIENS (HUMAN). 
Q04941 

30 

F-PLACE1001183 

NONHISTONE CHROMOSOMAL PROTEIN HMG-17. 
0.31:52:34 

GALLUS GALLUS (CHICKEN). 
35 P02314 

F-PUVCE 1001229 

NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1.6.5.3) (FRAGMENT). 
1.0:38:47 

40 ARTEMIA SAUNA (BRINE SHRIMP). 

P19047 

F-PLACE1 001231 

SODIUM/GLUCOSE COTRANSPORTER 1 (NA(+)/GLUCOSE COTRANSPORTER 1) (HIGH AFFINITY SODI- 
45 UM-GLUCOSE COTRANSPORTER). 

4.7e-06:1 81:27 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P11170 

so F-PLACE1001340 

MITOCHONDRIAL PRECURSOR PROTEINS IMPORT RECEPTOR (72 KD MITOCHONDRIAL OUTER MEM- 
BRANE PROTEIN) (MITOCHONDRIAL IMPORT RECEPTOR FOR THE ADP/ATP CARRIER) (TRANSLOCASE 
OF OUTER MEMBRANE TOM70). 
6.5e-14:136:29 

55 NEUROSPORA CRASSA. 

P23231 

F-PLACE1001401 
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HIGH AFFINITY IMMUNOGLOBULIN EPSILON RECEPTOR BETA-SUBUNIT (FCERI) (IGE FC RECEPTOR, 

BETA-SUBUNIT). 

1.3e-11:103:40 

RATTUS NORVEGICUS (RAT). 
5 P13386 

F-PLACE1 001407 

INTEGUMENTARY MUCIN C.1 (FIM-C.1) (FRAGMENT). 
0.013:121:32 

10 XENOPUS LAEVIS (AFRICAN CLAWED FROG). 

Q05049 

F-PLACE1001464 

5'-NUCLEOTIDASE PRECURSOR (EC 3.1 .3.5) (ECTO-NUCLEOTIDASE) (5'-NT) (CD73 ANTIGEN). 
15 i.4e-1 19:246:89 

HOMO SAPIENS (HUMAN). 
P21589 

F-PLACE1001500 
20 BLOOM'S SYNDROME PROTEIN. 

8.3e-26:203:34 
HOMO SAPIENS (HUMAN). 
P54132 

25 F-PLACE1001516 

GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA-GLUCOSIDASE) (1 ,4-ALPHA-D- 

GLUCAN GLUCOHYDROLASE). 

7.4e-07:204:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
30 P08640 

F- PLACE 1001536 

F-PLACE1001564 
35 LEUCOCYTE ANTIGEN CD97 PRECURSOR. 

2.1e-09:170:24 
HOMO SAPIENS (HUMAN). 
P48960 

40 F-PLACE1001655 

VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV2.1 (DRK1). 
4.0e-34:1 89:39 

RATTUS NORVEGICUS (RAT). 
P15387 

45 

F-PUVCE1001788 

HYPOTHETICAL 36.7 KD PROTEIN C2F7.02C IN CHROMOSOME I. 
6.2e-21:75:58 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
50 Q09695 

F-PLACE1001795 

HYPOTHETICAL 30.6 KD PROTEIN IN SCP160-SMC3 INTERGENIC REGION PRECURSOR. 
3.8e-21:159:40 

55 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P47032 

F-PLACE1001836 
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ENV POLYPROTEIN PRECURSOR (COAT POLYPROTEIN) [CONTAINS: OUTER MEMBRANE PROTEIN GP70; 
TRANSMEMBRANE PROTEIN P20E]. 
4.5e-29:1 34:47 

BABOON ENDOGENOUS VIRUS (STRAIN M7). 
5 P10269 

F-PLACE1001918 

ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHEROMONE ALPHA- 
FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPONENT). 
10 1.5e-30:228:32 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32802 

F-PLACE1001949 

15 PROBABLE CALCIUM-TRANSPORTING ATPASE 9 (EC 3.6.1 .38). 

5. Ie-36:210:46 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
Q 12697 

20 F-PLACE1 002080 

HYPOTHETICAL PROTEIN KIAA0288 (HA6H 6). 

3.5e-26:207:45 , 

HOMO SAPIENS (HUMAN). 

P56524 

25 

F- PLACE 1002095 

N-ACETYLLACTOS AMINE SYNTHASE (EC 2.4.1 .90) (N -AC ETYLGLUCOS AMINE (BETA 1 ^GALACTOSYL- 
TRANSFERASE) (EC 2.4.1.38) (LACTOSE SYNTHASE A PROTEIN (EC 2.4.1.22)) (GALACTOSYLTRANS- 
FERASE) (GT). 
30 0.32:50:34 

MUS MUSCULUS (MOUSE). 
P 15535 

F-PLACE1002153 

35 CELL SURFACE GLYCOPROTEIN 1 PRECURSOR (OUTER LAYER PROTEIN B) (SLAYER PROTEIN 1). 

0.00021:214:26 

CLOSTRIDIUM THERMOCELLUM. 
Q06852 

40 F- PLACE 1002329 

EPIDERMAL GROWTH FACTOR RECEPTOR KINASE SUBSTRATE EPS8. 

1.1 e-35:1 79:44 

MUS MUSCULUS (MOUSE). 

Q08509 

45 

F-PLACE1 002355 

COMPLEMENT C4 PRECURSOR [CONTAINS: C4A ANAPHYLATOXIN] (FRAGMENTS). 
1.0e-1 4:1 83:32 
BOS TAURUS (BOVINE). 
50 P01030 

F-PLACE1 002374 

CATHEPSIN L PRECURSOR (EC 3.4.22.15) (MAJOR EXCRETED PROTEIN) (MEP). 
9.2e-1 07:225:86 
55 HOMO SAPIENS (HUMAN). 

P07711 

F-PLACE1002518 
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HYPOTHETICAL 13.2 KD PROTEIN IN ORC2-TIP1 INTERGENIC REGION. 
6.1e-05:59:44 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P38239 

5 

F-PLACE1 002547 

MITOCHONDRIAL PRECURSOR PROTEINS IMPORT RECEPTOR (72 KD MITOCHONDRIAL OUTER MEM- 
BRANE PROTEIN) (MITOCHONDRIAL IMPORT RECEPTOR FOR THE ADP/ATP CARRIER) (TRANSLOCASE 
OF OUTER MEMBRANE TOM70). 
10 1 .0e-22:230:31 

NEUROSPORACRASSA. 
P23231 

F-PLACE1 002726 
15 COLLAGEN ALPHA 1 (I) CHAIN (FRAGMENT). 

0.61:25:48 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P02456 

20 F-PLACE1 002905 

ENDOZEPINE-RELATED PROTEIN PRECURSOR (MEMBRANE-ASSOCIATED DIAZEPAM BINDING INHIBI- 
TOR) (MA-DBI). 
5.0e-31:93:64 
BOS TAURUS (BOVINE). 

25 P07106 

F-PLACE1 002911 

T-CELL SURFACE PROTEIN TACTILE PRECURSOR (CD96 ANTIGEN). 
6.6e-06:95:35 
30 HOMO SAPIENS (HUMAN). 

P40200 

F-PLACE1 002967 

HIGH AFFINITY IMMUNOGLOBULIN EPSILON RECEPTOR BETA-SUBUNIT (FCERI) (IGE FC RECEPTOR, 
35 BETA-SUBUNIT). 
9.4e-08:95:37 

MUS MUSCULUS (MOUSE). 
P20490 

40 F-PLACE1003135 

SERINE/THREONINE-PROTEIN KINASE STE20 (EC 2.7.1 .-). 
1 .9e-33:99:50 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
Q03497 

45 

F-PLACE1003163 

ENDOZEPINE-RELATED PROTEIN PRECURSOR (MEMBRANE-ASSOCIATED DIAZEPAM BINDING INHIBI- 
TOR) (MA-DBI). 
9.8e-15:105:38 
50 BOS TAURUS (BOVINE). 

P07106 

F-PLACE1 003407 
CLN5 PROTEIN. 
55 4.2e-1 09:21 7:89 

HOMO SAPIENS (HUMAN). 
075503 
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F-PLACE1 003428 

POTINIDASE PRECURSOR (EC 3.5.1 .12). 
1.0e-36:1 04:46 
HOMO SAPIENS (HUMAN). 
5 P43251 

F-PLACE1 003438 

HYPOTHETICAL 104.4 KD PROTEIN C17A5.16 IN CHROMOSOME I. 
1.1e-10:148:33 

10 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 

013776 

F- PLACE 1003460 

2-HYDROXY-6-KETONONA-2,4-DIENEDIOIC ACID HYDROLASE (EC 3.7.1 .-). 
15 0.00028:134:27 

ESCHERICHIA COLL 
P77044 

F-PLACE1 003529 

20 TRANSCRIPTION REGULATORY PROTEIN SNF5 (SWl/SNF COMPLEX COMPONENT SNF5) (TRANSCRIP- 

TION FACTOR TYE4). 
0.00047:157:27 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P18480 

25 

F- PLACE 1003573 

T-CELL SURFACE GLYCOPROTEIN YE1/48 (T LYMPHOCYTE ANTIGEN A1) (LY49-A ANTIGEN). 
0.022:129:25 

MUS MUSCULUS (MOUSE). 
30 P20937 

F-PLACE1 003598 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (P135 PROTEIN) (IER 2.9/ER2.6). 
0.0017:102:44 

35 BOVINE HERPESVIRUS TYPE 1 (STRAIN JURA). 

P29128 

F-PLACE1 003644 
PROTEIN Q300. 
40 6.7e-05:24:70 

MUS MUSCULUS (MOUSE). 
Q02722 

F-PLACE1 003737 
45 TOLL PROTEIN PRECURSOR. 

7.3e-08:203:27 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P08953 

50 F-PLACE1 003772 

SALIVARY PROLINE-RICH PROTEIN 11-1 (FRAGMENT). 

3.7e-07:141 :32 

HOMO SAPIENS (HUMAN). 

P8t489 

55 

F-PLACE1 003839 

PROLINE-RICH PROTEIN MP-3 (FRAGMENT). 
1.3e-09:201:31 
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MUS MUSCULUS (MOUSE). 
P05143 

F-PLACE1 003845 

5 PUTATIVE UDP-GLUCOSE 4-EPIM ERASE (EC 5.1 .3.2) (GALACTOWALDENASE) (UDP-GALACTOSE 4-EPI- 

MERASE). 
5.0e-13:103:33 

METHANOCOCCUS JANNASCHII. 
Q57664 

10 

F-PLACE1 003852 

CELL SURFACE GLYCOPROTEIN EMR1 PRECURSOR (EMR1 HORMONE RECEPTOR). 
2.0e-1 8:1 89:29 
HOMO SAPIENS (HUMAN). 
15 Q 14246 

F- PLACE 1004028 

HYPOTHETICAL 9.7 KD PROTEIN IN PURC-PURL INTERGENIC REGION. 
0.97:47:31 
20 BACILLUS SUBTILIS. 

P12049 

F-PLACE1 004078 
ADSEVERIN (SCINDERIN) (SC). 
25 5.3e-98:1 76:90 

BOS TAURUS (BOVINE). 
Q28046 

F-PLACE1004166 
30 CREB-BINDING PROTEIN. 

9.6e-08:1 07:34 
HOMO SAPIENS (HUMAN). 
Q92793 

35 F-PLACE1004168 

GENERAL NEGATIVE REGULATOR OF TRANSCRIPTION SUBUNIT 1 . 
6.8e-05:147:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P25655 

40 

F-PLACE1004199 

!!!! ALU SUBFAMILY J WARNING ENTRY !!!! 
4.2e-05:65:52 

HOMO SAPIENS (HUMAN). 
45 P39188 

F-PLACE1 004279 

HYPOTHETICAL 59.1 KD PROTEIN ZK637.1 IN CHROMOSOME III. 
3.6e-11:166:30 
so CAENORHABDITIS ELEGANS. 

P30638 

F-PLACE1 004282 
HISTONE H1 C (CLONE XLHW2). 
55 0.74:73:26 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P15866 
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F-PLACE1004305 
RAS-RELATED PROTEIN RAC1 . 
2.3e-23:1 61:39 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
5 P40792 

F-PLACE1 004441 

PROBABLE G PROTEIN-COUPLED RECEPTOR GPR1 . 
5.4e-70:156:89 
10 HOMO SAPIENS (HUMAN). 

P46091 

F-PLACE1 004450 

AMINOPEPTIDASE N (EC 3.4.11 .2) (MICROSOMAL AMINOPEPTIDASE). 
15 3.1e-40:196:44 

RATTUS NORVEGICUS (RAT). 
P15684 

F-PLACE1 004482 
20 ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L). 

0.23:26:30 

GALLUS GALLUS (CHICKEN). 
P14093 

25 F- PLACE 1004492 

COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS). 

1.2e-05: 150:34 

BOS TAURUS (BOVINE). 

P02453 

30 

F-PLACE1004519 
ENL PROTEIN. 
0.68:170:30 

HOMO SAPIENS (HUMAN). 
35 Q03111 

F-PLACE1 004520 

PREGNANCY-SPECIFIC BETA-1 GLYCOPROTEIN PRECURSOR. 
3.5e-50:150:74 
40 HOMO SAPIENS (HUMAN). 

P11462 

F-PLACE1 004630 

INTEGRIN BETA- 6 SUBUNIT PRECURSOR. 
45 9.1e-31:189:39 

HOMO SAPIENS (HUMAN). 
P18564 

F-PLACE1 004637 
50 MALE SPECIFIC SPERM PROTEIN MST84DA. 

0.47:29:44 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q01642 

55 F-PLACE1 004648 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
8.4e-05:89:40 

MUS MUSCULUS (MOUSE). 
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P05142 

F-PLACE1004816 

MICROFIBRIL-ASSOCIATED GLYCOPROTEIN 4. 
5 1.0e-25:117:46 

HOMO SAPIENS (HUMAN). 
P55083 

F- PLACE 1004887 
10 SALIVARY GLUE PROTEIN SGS-3 PRECURSOR. 

8.4e-09:1 95:30 

DROSOPHILA ERECTA (FRUIT FLY). 
P13730 

15 F-PLACE1 005003 

PROSTASIN PRECURSOR (EC 3.4.21.-)- 

1.2e-24:1 39:40 

HOMO SAPIENS (HUMAN). 

Q16651 

20 

F-PLACE1 005005 

UBIQUITIN-CONJUGATING ENZYME E2 G2 (EC 6.3.2.19) (UBIQUITIN-PROTEIN LIGASE) (UBIQUITIN CAR- 
RIER PROTEIN). 
2.5e-28:51:84 
25 HOMO SAPIENS (HUMAN). 

P56554 

F-PLACE1 005031 

CHLORINE CHANNEL PROTEIN P64. 
30 2.7e-52:1 42:76 

BOS TAURUS (BOVINE). 
P35526 

F-PLACE1 005239 

35 SPLICING FACTOR, ARGININE/SERINE-RICH 6 (PRE-MRNA SPLICING FACTOR SRP55) (FRAGMENT). 

0.27:78:26 

ORYCTOLAGUS CUNICULUS (RABBIT). 
018776 

40 F-PLACE1 005250 

HYPOTHETICAL 9.0 KD PROTEIN IN ADH4 5'REGION. 
0.22:35:48 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53056 

45 

F-PLACE1 005383 
FIBRILLIN 1 PRECURSOR. 
6.7e-09:1 34:32 
MUS MUSCULUS (MOUSE). 
50 Q61554 

F-PLACE1 005410 

PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT. 
9.5e-1 05:204:1 00 
55 RATTUS NORVEGICUS (RAT). 

P38378 

F-PLACE1 005426 
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PREGNANCY-SPECIFIC BETA-1 -GLYCOPROTEIN 4 PRECURSOR (PSBG-4). 

3.2e-33:1 84:46 

HOMO SAPIENS (HUMAN). 

Q00888 

5 

F-PLACE1005519 

SERINE/THREONINE-PROTEIN KINASE NRK1 (EC 2.7.1.-) (N-RICH KINASE 1). 
1.2e-23:1 43:41 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
10 P38692 

F-PLACE1 005539 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) (FRAGMENT). 
5.5e-05:94:37 
15 BRASSICA NAPUS (RAPE). 

P40603 

F-PLACE1 005544 

CELL SURFACE A33 ANTIGEN PRECURSOR. 
20 0.00015:132:31 

HOMO SAPIENS (HUMAN). 
Q99795 

F-PLACE1 005569 

25 PROTEOGLYCAN LINK PROTEIN PRECURSOR (CARTILAGE LINK PROTEIN) (LP). 

0.00092:122:31 

EQUUS CABALLUS (HORSE). 
Q28381 

30 F-PLACE1 005601 

TOXIN S4C8. 
0.34:32:37 

DENDROASPIS JAMESONI KAIMOSAE (EASTERN JAMESON'S MAMBA). 
P25683 

35 

F- PLACE 1005660 

SALIVARY GLUE PROTEIN SGS-7 PRECURSOR. 
0.99:41:43 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
40 P02841 

F-PLACE1 005669 

COLLAGEN ALPHA 1 (VII) CHAIN PRECURSOR (LONG-CHAIN COLLAGEN) (LC COLLAGEN). 
0.0078:105:37 
45 HOMO SAPI ENS (HUMAN). 

Q02388 

F-PLACE1 005682 

THYROID RECEPTOR INTERACTING PROTEIN 9 (TRIP9). 
50 2.7e-1 2:81:41 

HOMO SAPIENS (HUMAN). 
Q 15653 

F-PLACE1 005725 

55 HYPOTHETICAL 55.1 KD PROTEIN B0416.5 IN CHROMOSOME X. 

7.5e-08:1 42:31 

CAENORHABDITIS ELEGANS. 
Q11073 
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F-PLACE1 005736 

RAC- FAMILY SERINE/THREONINE KINASE HOMOLOG (EC 2.7.1.-). 
9.0e-11:91:37 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 
5 P54644 

F-PLACE1 005745 
ORM1 PROTEIN. 
2.2e-1 8:137:35 

10 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P53224 

F-PLACE1 005768 

NEUROTOXINS I AND I'PRECURSOR (AAH I AND AAH I'). 
15 0.63:13:69 

ANDROCTONUS AUSTRAL IS HECTOR (SAHARA SCORPION). P01479 

F-PLACE1005815 

COLORECTAL MUTANT CANCER PROTEIN (MCC PROTEIN). 
20 l.8e-1 2:73:50 

HOMO SAPIENS (HUMAN). 
P23508 

F-PLACE1 005878 
25 CHLORINE CHANNEL PROTEIN P64. 

1.6e-49:115:79 
BOS TAURUS (BOVINE). 
P35526 

30 F-PLACE1 005927 

HYPOTHETICAL 35.8 KD PROTEIN C12G12.12 IN CHROMOSOME I. 
3.2e-16:152:34 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q 09875 

35 

F-PLACE1 006071 

LAMININ BETA-1 CHAIN PRECURSOR (LAMININ B1 CHAIN). 
4.1e-08:215:26 
MUS MUSCULUS (MOUSE). 
40 P02469 

F-PLACE1 006073 

SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT). 
2.1e-05:137:34 
45 NEPHILA CLAVIPES (ORB SPIDER). 

P46804 

F-PLACE1 006079 
HOMEOBOX PROTEIN DLX-3. 
50 1.5e-58:1 44:83 

HOMO SAPIENS (HUMAN). 
060479 

F-PLACE1 006093 
55 SYNAPSINS IA AND IB (BRAIN PROTEIN 4.1). 

3.8e-05:72:40 

HOMO SAPIENS (HUMAN). 
P 17600 
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F-PLACE1 006208 

EBNA-2 NUCLEAR PROTEIN. 

3. 8e-1 5:28:75 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). P12978 

5 

F-PLACE1006219 

UDP-GLUCOSE 4-EPIMERASE (EC 5.1.3.2) (GALACTOWALDENASE) (UDP-GALACTOSE 4-EPIMERASE) 
(FRAGMENT) 
2.0e-09:38:42 
10 KLEBSIELLA PNEUMONIAE. 

P45602 

F-PLACE1 006277 

CELL SURFACE A33 ANTIGEN PRECURSOR. 
15 1.2e-07: 183:29 

HOMO SAPIENS (HUMAN). 
Q99795 

F-PLACE1 006290 
20 GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-). 

8.2e-39:171 :43 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P43636 

25 F-PLACE1 006443 

HYPOTHETICAL 60.0 KD PROTEIN IN IMP1-HU1 INTERGENIC REGION. 
0.0010:155:27 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
Q03795 

30 

F-PLACE1006515 

ZINC FINGER Y-CHROMOSOMAL PROTEIN 1. 
0.046:98:28 

MUS MUSCULUS (MOUSE). . - 

35 P 10925 

F-PLACE1006716 

30 KD ADIPOCYTE COMPLEMENT- RELATED PROTEIN PRECURSOR (ACRP30) (ADIPOCYTE SPECIFIC 
PROTEIN ADIPOQ). 
40 3.6e-25:1 77:35 

MUS MUSCULUS (MOUSE). 
Q60994 

F-PLACE1 006786 

45 PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN (LTP) (BASIC PROTEIN) (WBP) (FRAGMENT). 

1.0:19:42 

TRITICUM AESTIVUM (WHEAT). 
P26913 

50 F-PLACE1 006809 

SLS1 PROTEIN PRECURSOR. 
0.0011:37:51 

YARROWIA LIPOLYTICA (CANDIDA LIPOLYTICA). 
Q99158 

55 

F-PLACE1 006959 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
5.3e-05:96:41 
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MUS MUSCULUS (MOUSE). 
P05142 

F-PLACE1 007028 
5 EBNA-1 NUCLEAR PROTEIN. 

5.9e-09:219:33 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

10 F-PLACE1 007040 

SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONE CP7) [CONTAINS: BASIC PEPTIDE P-F] (FRAG- 
MENT). 
0.68:138:24 

HOMO SAPIENS (HUMAN). 
15 P02812 

F-PLACE1 007077 

SERIN E/THREONINE-PROTEIN KINASE CLA4 (EC 2.7.1 .-). 
0.73:177:25 

20 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P48562 

F-PLACE1 007081 

COAGULATION FACTOR V PRECURSOR (ACTIVATED PROTEIN C COFACTOR). 
25 3. 0e-20: 182:39 

BOS TAURUS (BOVINE). 
Q28107 

F-PLACE1 007096 
30 HYPOTHETICAL SYMPORTER SLL1374. 

2.8e-14:162:30 

SYNECHOCYSTIS SP. (STRAIN PCC 6803). 
P74168 

35 F-PLACE1 007296 

ER LUMEN PROTEIN RETAINING RECEPTOR 1 (KDEL RECEPTOR 1). 

9.4e-50:1 20:86 

HOMO SAPIENS (HUMAN). 

P24390 

40 

F-PLACE1 007591 

MEIOTIC RECOMBINATION PROTEIN REC104. 
0.68:73:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
45 P33323 

F-PLACE1 007626 

PTB-ASSOCIATED SPLICING FACTOR (PSF). 
0.00083:97:34 
50 HOMO SAPIENS (HUMAN). 

P23246 

F-PLACE1 007702 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR. 
55 1.9e-08:87:36 

ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 
P40602 
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F- PLACE 1007845 

G LYCOSYLTR ANS FE RASE ALG2 (EC 2.4.1 .-). 
1.3e-16:158:40 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P43636 

F-PLACE1 007881 

HYPOTHETICAL 69.4 KD PROTEIN F13H10.3 IN CHROMOSOME IV. 
1.2e-11:113:37 

CAENORHABDITIS ELEGANS. 
Q 19425 

F-PLACE1 007971 

METALLOTHIONEIN 20-III ISOFORMS A AND B (MT-20-IIIA AND MT-20-HIB). 
1.0:32:43 

MYTILUS EDULIS (BLUE MUSSEL). 
P80253 

F- PLACE 1008282 

HEME-REGULATED EUKARYOTIC INITIATION FACTOR EIF-2-ALPHA KINASE (EC 2.7.1 .-) (HRI). 
8.1e-87:1 78:87 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P33279 

F-PLACE1 008297 

MYOSIN HEAVY CHAIN KINASE B (EC 2.7.1 .129) (MHCK B). 
3.6e-1 7:1 87:33 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 
P90648 

F-PLACE1 008359 

BEM46 PROTEIN (FRAGMENT). 

4.9e-07:1 03:33 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
P54069 

F-PLACE1 008469 

D(4) DOPAMINE RECEPTOR (D(2C) DOPAMINE RECEPTOR). 
0.0018:78:37 

HOMO SAPIENS (HUMAN). 
P21917 

F-PLACE1 008549 

FLI-1 ONCOGENE (ERGB TRANSCRIPTION FACTOR). 
0.0034:89:30 

HOMO SAPIENS (HUMAN). 
Q01543 

F-PLACE1 008657 

ADSEVERIN (SCINDERIN) (SC). 

6.7e-127:257:91 

BOS TAURUS (BOVINE). 

Q28046 

F-PLACE1008716 

ALPHA- 1 ,6-MANNOSYL-GLYCOPROTEIN BETA-1 ,2-N-ACETYLGLUCOSAMINYLTRANSFERASE (EC 
2.4.1.143) (N-GLYCOSYL-OLIGOSACCHARIDE-GLYCOPROTEIN N-ACETYLGLUCOSAMINYLTRANS- 
FERASE II) (BETA-1 ,2-N-ACETYLGLUCOSAMINYLTRANSFERASE II) (GNT-II) (GLCNAC-T II). 
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4.5e-20:66:78 

HOMO SAPIENS (HUMAN). 
Q 10469 

F-PLACE1 008744 

C4B-BINDING PROTEIN ALPHA CHAIN PRECURSOR (PROLINE-RICH PROTEIN) (PRP). 

3.6e-1 9:221 :33 

HOMO SAPIENS (HUMAN). 

P04003 

F-PLACE1 008984 

BIOTIN CARBOXYL CARRIER PROTEIN OF ACETYL-COA CARBOXYLASE PRECURSOR (EC 6.4.1.2) (BC- 
CP). 

0.089:61:31 

GLYCINE MAX (SOYBEAN). 
Q42783 

F-PLACE1 008985 

SYNAPTOTAGMIN V. 

8.6e-09:123:35 

HOMO SAPIENS (HUMAN). 

000445 

F-PLACE1 009067 

HYPOTHETICAL 33.4 KD PROTEIN. 
4.3e-09:60:50 

HOMO SAPIENS (HUMAN). 
Q04323 

F-PLACE1009196 

SPERM PROTAMINE P1 (CYSTEINE-RICH PROTAMINE). 
0.050:23:34 

GORILLA GORILLA GORILLA (LOWLAND GORILLA). 
P35303 

F-PLACE1 009279 

8.6 KD TRANSGLUTAMINASE SUBSTRATE. 
1 .4e-07:62:35 

TACHYPLEUS TRIDENTATUS (JAPANESE HORSESHOE CRAB). 
P81281 

F-PLACE1 009527 

MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2). 
0.037:71 :38 

HOMO SAPIENS (HUMAN). 
Q02817 

F-PLACE1 009546 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
5.9e-07:86:39 

MUS MUSCULUS (MOUSE). 
P05142 

F-PLACE1 009600 

TETRACYCLINE RESISTANCE PROTEIN, CLASS H (TETA(H)). 
1.7e-08:1 13:31 

PASTEURELLA MULTOCIDA. 
P51564 
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F-PLACE1 009735 

TARNS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (IMMEDIATE-EARLY PROTEIN IE1 10) (VMW110) (AL- 
PHA-0 PROTEIN). 
2.6e-09:1 82:35 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 
P08393 

F-PLACE 1009982 
REGULATORY PROTEIN E2. 
0.99:94:28 

HUMAN PAPILLOMAVIRUS TYPE 8. 
P06422 

F-PLACE1010011 

DIACYLGLYCEROL CHOLINEPHOSPHOTRANSFERASE (EC 2.7.8.2) (SN-1 ,2-DIACYLGLYCEROL 
CHOLINEPHOSPHOTRANSFERASE) (CHOPT). 
2.8e-20:1 19:42 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P17898 

F-PLACE1010078 
ORM1 PROTEIN. 
3.4e-20:1 37:37 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53224 

F-PLACE1010081 

SERINE/THREONINE-PROTEIN KINASE CTR1 (EC 2.7.1 .37). 
1.5e-11:1 47:32 

ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 
Q05609 

F-PLACE1010251 

NEL-LIKE PROTEIN (FRAGMENT). 
1.8e-1 0:73:42 

HOMO SAPIENS (HUMAN). 
Q92832 

F-PLACE1010445 
HYPOTHETICAL BHLF1 PROTEIN. 

0.0042:227:33 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03181 

F-PLACE1010713 

PUTATIVE STEROID DEHYDROGENASE KIK-I (EC 1 .1 .1 .-). 

1.5e-77:1 77:80 

MUS MUSCULUS (MOUSE). 

070503 

F-PLACE1010784 

P2Y PURINOCEPTOR 5 (P2Y5) (PURINERGIC RECEPTOR 5) (6H1). 
1.7e-18:102:40 

GALLUS GALLUS (CHICKEN). 
P32250 

F-PLACE1010827 

COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR (FRAGMENT). 
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2.8e-1 8:1 09:41 

CRICETULUS GRISEUS (CHINESE HAMSTER). 
P49020 

5 F-PLACE1010968 

PROTEIN-TYROSINE PHOSPHATASE DLAR PRECURSOR (EC 3.1 .3.48) (PROTEIN-TYROSINE-PHOSPHATE 

PHOSPHOHYDROLASE). 

2.3e-06:191:28 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
10 P16621 

F-PLACE1011045 

HYPOTHETICAL 71 .4 KD PROTEIN IN NMD3-EN02 INTERGENIC REGION. 
6.0e-14:153:34 

15 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P38862 

F-PLACE1011116 

GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA-GLUCOSlDASE) (1,4-ALPHA-D- 
20 GLUCAN GLUCOHYDROLASE). 

2.3e-06:1 95:27 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P08640 

25 F-PLACE1011181 

MSP1 PROTEIN HOMOLOG. 
4.3e-06:93:25 

CAENORHABDITIS ELEGANS. 
P54815 

30 

F-PLACE1011236 

HYPOTHETICAL 59.1 KD PROTEIN ZK637.1 IN CHROMOSOME III. 
4.1e-17:180:28 

CAENORHABDITIS ELEGANS. 
35 P30638 

F-PLACE1011364 

HYPOTHETICAL 141.2KD PROTEIN EEED8.9 IN CHROMOSOME II. 
2.1e-24:158:41 
40 CAENORHABDITIS ELEGANS. 

Q09298 

F-PLACE1011407 
ZINC FINGER PROTEIN 140. 
45 3.8e-1 0:47:74 

HOMO SAPIENS (HUMAN). 
P52738 

F-PLACE1011516 

50 HYPOTHETICAL 21 .5 KD PROTEIN IN SEC15-SAP4 INTERGENIC REGION. 

1.6e-13:117:34 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53073 

55 F-PLACE1011708 

DORSAL-VENTRAL PATTERNING TOLLOID PROTEIN PRECURSOR (EC 3.4.24.-). 
9.9e-22:203:32 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
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P25723 

F-PLACE1011824 

SERINE/THREONINE-PROTEIN KINASE PAK-BETA (EC 2.7.1.-) (BETA-PAK) (P21 -ACTIVATED KINASE 3) 
5 (CDC42/RAC EFFECTOR KINASE PAK-B). 

1.6e-1 5:1 03:36 
MUS MUSCULUS (MOUSE). 
Q61036 

10 F-PLACE1011978 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 

3.3e-55:1 88:50 

HOMO SAPIENS (HUMAN). 

Q03923 

15 

F-PLACE2000118 

EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN). 
2.8e-23:1 69:43 

NICOTIANA TABACUM (COMMON TOBACCO). 
20 P13983 

F-PLACE2000219 

MALE SPECIFIC SPERM PROTEIN MST84DA. 
0.11:29:41 

25 DROSOPHILA MELANOGASTER (FRUIT FLY). 

Q01642 

F-PLACE3000181 

CADHERIN-RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN). 
30 9.5e-26:1 93:37 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P33450 

F-PLACE3000213 

25 COMPLEMENT RECEPTOR TYPE 1 PRECURSOR (C3B/C4B RECEPTOR) (CD35 ANTIGEN). 

2.3e-23:1 91:34 
HOMO SAPIENS (HUMAN). 
P17927 

40 F-PLACE4000354 

E-SELECTIN PRECURSOR (ENDOTHELIAL LEUKOCYTE ADHESION MOLECULE 1) (ELAM-1) (LEUKOCYTE- 

ENDOTHELIAL CELL ADHESION MOLECULE 2) (LECAM2) (CD62E). 

3.2e-25:150:30 

ORYCTOLAGUS CUNICULUS (RABBIT). 
45 P27113 

F-PLACE4000455 

IG KAPPA CHAIN PRECURSOR V-lll REGION (VG) (FRAGMENT). 
0.66:52:36 
50 HOMO SAPIENS (HUMAN). 

P04433 

F-SKNMC1 000004 

OPTOMOTOR-BLIND PROTEIN (LETHAL(1 )OPTOMOTOR-BLIND) (L(1 )OMB) (BIFID PROTEIN). 
55 0.079:88:30 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q24432 
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F-SKNMC1000014 
SCO-SPONDIN (FRAGMENT). 
0.63:60:36 

BOS TAURUS (BOVINE). 
P98167 

F-SKNMC1 000082 

PUTATIVE MITOCHONDRIAL CARRIER YGR096W. 
2.4e-1 0:93:34 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53257 

F-THYR0 1000036 

PROLINE-RICH PROTEIN MP-3 (FRAGMENT). 
0.72:69:36 

MUS MUSCULUS (MOUSE). 
P05143 

F-THYROI 000061 

COLLAGEN ALPHA 1(XII) CHAIN (FRAGMENTS). 

0.0068:70:38 

BOS TAURUS (BOVINE). 

P25508 

F-THYR01 000099 

SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT). 
0.0063:207:28 

NEPHILA CLAVIPES (ORB SPIDER). 
P46804 

F-THYRO1000196 

RETINAL-CADHERIN PRECURSOR (R-CADHERIN) (R-CAD). 
1.6e-1 0:1 34:32 

GALLUS GALLUS (CHICKEN). 
P24503 

F-THYROI 000400 

ERYTHROCYTE BAND 7 INTEGRAL MEMBRANE PROTEIN (STOMATIN) (PROTEIN 7.2B). 

3.9e-28:1 63:38 

MUS MUSCULUS (MOUSE). 

P54116 

F-THYR01 000580 

RENAL TRANSCRIPTION FACTOR KID-1 (TRANSCRIPTION FACTOR 17). 
3.3e-1 5:64:62 

MUS MUSCULUS (MOUSE). 
Q61751 

F-THYR01 000584 

EPIDIDYMIS-SPECIFICALPHA-MANNOSIDASE(EC3.2.1.24) (ALPHA-D-MANNOSIDE MANNOHYDROLASE) 

(135 KD PROTEIN). 

1.5e-89:1 97:72 

SUS SCROFA (PIG). 

Q28949 

F-THYR0 1000678 

GAP JUNCTION BETA-6 PROTEIN (CONNEXIN 30) (CX30). 
7.7e-39:89:87 
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MUS MUSCULUS (MOUSE). 
P70689 

F-THYR01 000776 
5 HIGH AFFINITY SULPHATE TRANSPORTER 2. 

3.0e-25:83:50 

STYLOSANTHES HAM ATA. 
P53392 

10 F-THYR01 000795 

MITOCHONDRIAL 2-OXOGLUTARATE/MALATE CARRIER PROTEIN (OGCP). 

1.2e-33:227:37 

BOS TAURUS (BOVINE). 

P22292 

15 

F-THYR01 000846 

CUTICLE COLLAGEN 12 PRECURSOR. 
6.7e-09:1 90:33 

CAENORHABDITIS ELEGANS. 
20 P20630 

F-THYR01 000866 

HYPOTHETICAL 146.8 KD PROTEIN C34E1 0.5 IN CHROMOSOME III. 
0.12:85:31 

25 CAENORHABDITIS ELEGANS. 

P46580 

F-THYR01 000956 

PROBABLE G PROTEIN-COUPLEI) RECEPTOR APJ. 
30 1.3e-68:1 65:84 

HOMO SAPIENS (HUMAN). 
P35414 

F-THYR01 000964 

35 TARNS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (P135 PROTEIN) (IER 2.9/ER2.6). 

0.015:170:34 

BOVINE HERPESVIRUS TYPE 1 (STRAIN JURA). 
P29128 

40 F-THYROI 000999 

CRYPTD IN -RELATED PROTEIN 4C-2 PRECURSOR (CRS4C). 
0.28:40:45 

MUS MUSCULUS (MOUSE). 
P50715 

45 

F-THYRO1001063 

SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3, CP4 AND CP5) [CONTAINS: BASIC PEP- 
TIDE IB-6; PEPTIDE P-H]. 
3.5e-05:232:32 
50 HOMO SAPIENS (HUMAN). 

P04280 

F-THYRO1001071 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
55 0.00061:131:33 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P 17437 
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F-THYRQ1001102 

TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAFII-135) (TAFII135) (TAFII-130) (TAFII130). 
0.25:94:38 

HOMO SAPIENS (HUMAN). 
000268 

F-THYRO1001113 

SYNAPTOTAGMIN III (SYTIII). 

2.0e-08:1 02:35 

MUS MUSCULUS (MOUSE). 

035681 

F-THYRO1001128 
GLYCOPROTEIN X PRECURSOR. 
6.8e-07:1 82:31 

EQUINE HERPESVIRUS TYPE 1 (STRAIN AB4P) (EHV-1). 
P28968 

F-THYRO1001205 

NEUROGRANIN (NG) (PROTEIN KINASE C SUBSTRATE 7.5 KD PROTEIN) (RC3). 
0.91:33:42 

RATTUS NORVEGICUS (RAT). 
Q04940 

F-THYRO1001237 

HYPOTHETICAL PROTEIN IN NIFH2 3 REGION (FRAGMENT). 
4.0e-07:68:38 

METHANOCOCCUS THERMOLITHOTROPHICUS. 
P05410 

F-THYRO1001242 

SYNAPSINS IA AND IB (BRAIN PROTEIN 4.1). 
1.0:104:35 

HOMO SAPIENS (HUMAN). 
P17600 

F-THYRO1001266 

SODIUM/GLUCOSE COTRANSPORTER 1 (NA(+)/GLUCOSE COTRANSPORTER 1) (HIGH AFFINITY SODI- 
UM-GLUCOSE COTRANSPORTER). 
4.3e-09:1 19:27 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P11170 

F-THYR01001327 

HYPOTHETICAL 23.7 KD PROTEIN IN CYR1 -OST1 INTERGENIC REGION. 
1.7e-06:141 :24 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P41544 

F-THYRO1001456 

HYPOTHETICAL 56.2 KD PROTEIN CY31 .25C. 
1.1 e-1 1:88:48 

MYCOBACTERIUM TUBERCULOSIS. 
Q 10555 

F-THYR0 100 1457 

PROTEIN KINASE C, MU TYPE (EC 2.7.1 .-) (NPKC-MU). 
2.1e-68:228:59 



1044 



EP 1 130 094 A2 



HOMO SAPIENS (HUMAN). 
Q15139 

F-THYRO1001471 
5 COLLAGEN 1(X) CHAIN PRECURSOR. 

3.9e-05:204:30 

GALLUS GALLUS (CHICKEN). 
P08125 

10 F-THYRO1001478 

COLLAGEN ALPHA 1(X) CHAIN PRECURSOR. 
0.038:162:31 

HOMO SAPIENS (HUMAN). 
Q03692 

15 

F-THYRO1001495 

!!!! ALU SUBFAMILY SP WARNING ENTRY !!!! 
4.8e-1 9:50:82 

HOMO SAPIENS (HUMAN). 
20 P39193 

F-THYRO1001523 

!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! ! 
5.0e-13:66:62 
25 HOMO SAPIENS (HUMAN). 

P39195 

F-THYRO1001529 

SERINE PALMITOYLTRANSFERASE 2 (EC 2.3.1 .50) (LONG CHAIN BASE BIOSYNTHESIS PROTEIN 2) (SPT 
30 2). 

1.6e-27:115:53 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
- Q09925 

35 F-THYRO1001593 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE P78 (EC 2.7.1 .-). 

3.3e-92:225:77 

HOMO SAPIENS (HUMAN). 

P27448 

40 

F-THYRO1001608 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
1.2e-07: 127:35 
MUS MUSCULUS (MOUSE). 
45 P05142 

F-THYRO1001641 

NUC-1 NEGATIVE REGULATORY PROTEIN PREG. 
0.0039:98:31 
50 NEUROSPORA CRASSA. 

Q06712 

F-THYRO1001700 

INTERFERON-INDUCED, DOUBLE-STRANDED RNA-ACTIVATED PROTEIN KINASE (EC 2.7.1 .-) (INTERFER- 
55 ON-INDUCIBLE RNA-DEPENDENT PROTEIN KINASE) (P68 KINASE) (P1/EIF-2A PROTEIN KINASE). 

3.3e-09:65:43 

HOMO SAPIENS (HUMAN). 
P19525 
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F-THYRO1001702 

MYELOID UP REGULATED PROTEIN. 
7.8e-62:1 61:78 
MUS MUSCULUS (MOUSE). 
5 035682 

F-THYRO1001725 

PROTEIN KINASE C SUBSTRATE 80 KD PROTEIN (FRAGMENTS). 
0.00061:82:41 
10 RATTUS NORVEGICUS (RAT). 

P20468 

F-THYRO1001770 

PROBABLE SERINE/THREONINE-PROTEIN KINASE YNL020C (EC 2.7.1 .-)• 
15 1.0e-20:1 65:35 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53974 

F-THYRO1001803 

20 GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA-GLUCOSIDASE) (1 ,4-ALPHA-D- 

GLUCAN GLUCOHYDROLASE). 
3.6e-07:221:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P08640 

25 

F-Y79AA1 000030 

TRANSCRIPTIONAL ACTIVATOR FE65. 
4.5e-09:43:46 

RATTUS NORVEGICUS (RAT). 
30 P46933 

F-Y79AA1000127 

FAS ANTIGEN LIGAND (APOPTOSIS ANTIGEN LIGAND) (APTL). 
1.3e-05:72:43 
35 HOMO SAPIENS (HUMAN). 

P48023 

F-Y79AA1 000207 

STANNIOCALCIN PRECURSOR (STC) (CORPUSCLES OF STANNIUS PROTEIN) (CS) (HYPOCALCIN) (TEL- 
40 EOCALCIN). 
1.0:100:27 

ANGUILLA AUSTRALIS (AUSTRALIAN EEL). 
P18301 

45 F-Y79AA1 000226 

HYPOTHETICAL 52.8 KD PROTEIN T05E 11 .5 IN CHROMOSOME IV. 
2.6e-07:188:28 

CAENORHABDITIS ELEGANS. 
P49049 

50 

F-Y79AA 1000270 

VACUOLAR ATP SYNTHASE SUBUNIT AC45 PRECURSOR (EC 3.6.1.34) (V-ATPASE AC45 SUBUNIT). 
1.6e-1 02:233:87 
BOS TAURUS (BOVINE). 
55 P40682 

F-Y79AA 1000426 

INHIBIN BETA C CHAIN PRECURSOR (ACTIVIN BETA-C CHAIN). 
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1.1e-14:149:38 

HOMO SAPIENS (HUMAN). 

P55103 

5 F-Y79AA 1000521 

MALE SPECIFIC SPERM PROTEIN MST84DD. 
0.00079:60:36 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q01645 

10 

F-Y79AA1 000750 

EBNA-1 NUCLEAR PROTEIN. 

2.0e-09:131:38 

EPSTE1N-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
15 P03211 

F-Y79AA1 000776 

CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-I) (SMALL PROLINE-RICH SQUAMOUS CELL MARKER) 
(SPRP). 
20 0.080:44:40 

SUS SCROFA(PIG). 
P35323 

F-Y79AA1 000777 

25 PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-). 

4.2e-33:204:39 

THERMOMONOSPORA CURVATA. 
P49695 

30 F-Y79AA1 000876 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) (EC 5.3.4.1) (PROLYL 4-HYDROXYLAS E BETA SUB- 
UNIT) (CELLULAR THYROID HORMONE BINDING PROTEIN) (P55). 
4.6e-16:115:38 
BOS TAURUS (BOVINE). 

35 P05307 

F-Y79AA1 000888 

TRNA PSEUDOURIDINE SYNTHASE A (EC 4.2.1 .70) (PSEUDOURIDYLATE SYNTHASE I) (PSEUDOURIDINE 
SYNTHASE I) (URACIL HYDROLYASE). 
40 2.0e-09:159:35 

TREPONEMA PALLIDUM. 
083802 

F-Y79AA 1000959 
45 HOMEOBOX PROTEIN HOX-B3 (HOX-2.7) (MH-23). 

8.8e-08:72:38 

MUS MUSCULUS (MOUSE). 
P09026 

50 F-Y79AA1 000967 

CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE TYPE I (EC 2.7.1 .123) (CAM KINASE I). 
1.1e-37:202:42 

RATTUS NORVEGICUS (RAT). 
Q63450 

55 

F-Y79AA1001013 

SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS : PEPTIDE P-D] (FRAGMENT). 
0.038:128:28 
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HOMO SAPIENS (HUMAN). 
P10162 

F-Y79AA1001056 

5 HYPOTHETICAL 7.1 KD PROTEIN IN TK-VS INTERGENIC REGION. 

0.41:42:30 

BACTERIOPHAGE T4. 
P13307 

10 F-Y79AA1001062 

TUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHELIAL (B12 PROTEIN). 

9.9e-13:132:38 

HOMO SAPIENS (HUMAN). 

Q 13829 

15 

F-Y79AA1001090 

ANKYRIN HOMOLOG PRECURSOR. 
4.0e-1 9:1 76:34 
CHROMATIUM VINOSUM. 
20 Q06527 

F-Y79AA1001212 

HYPOTHETICAL PROTEIN MJ0110. 
0.095:55:34 
25 METHANOCOCCUS JANNASCHII. 

Q57574 

F-Y79AA1 001264 

HYPOTHETICAL 39.9 KD PROTEIN T15H9.1 IN CHROMOSOME II PRECURSOR. 
30 3.3e-53:1 77:55 

CAENORHABDITIS ELEGANS. 
Q 10005 

F-Y79AA1001272 
35 ACROSIN PRECURSOR (EC 3.4.21 .1 0). 

6.3e-08:78:46 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P48038 

40 F-Y79AA1001328 

DELTA-LIKE PROTEIN 1 PRECURSOR (DELTA1). 
1.3e-08:1 18:39 

RATTUS NORVEGICUS (RAT). 
P97677 

45 

F-Y79AA1001426 

BAND 3 ANION TRANSPORT PROTEIN. 
1.7e-18:156:32 

GALLUS GALLUS (CHICKEN). 
50 P15575 

F-Y79AA1001427 

INDUCIBLE NITRATE REDUCTASE 2 (EC 1 .6.6.1 ) (NR). 
1.1e-49:1 31:51 
55 GLYCINE MAX (SOYBEAN). 

P39870 

F-Y79AA1001430 



1048 



EP1 130 094 A2 



RING CANAL PROTEIN (KELCH PROTEIN). 
2.5e-24:1 57:40 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q04652 

5 

F-Y79AA1001523 

TRANSCRIPTION INTERMEDIARY FACTOR 1-BETA (NUCLEAR COREPRESSOR KAP-1) (KRAB-ASSOCIAT- 
ED PROTEIN 1). 
6.2e-1 5:1 41:39 
10 HOMO SAPIENS (HUMAN). 

Q 13263 

F-Y79AA1001530 
TUBULIN BETA-5 CHAIN. 
15 8.0e-76:204:76 

HOMO SAPIENS (HUMAN). 
P04350 

F-Y79AA1001592 
20 PTB-ASSOCIATED SPLICING FACTOR (PSF). 

0.42:104:33 

HOMO SAPIENS (HUMAN). 
P23246 

25 F-Y79AA 100 1727 

AMALGAM PROTEIN PRECURSOR. 
1.9e-09: 185:28 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P15364 

30 

F-Y79AA1001787 

PROBABLE CALCIUM-TRANSPORTING ATPASE 9 (EC 3.6.1.38). 
7.6e-43;210:45 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
35 Q12697 

F-Y79AA1001793 

CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-I) (SMALL PROLINE-RICH SQUAMOUS CELL MARKER) 
(SPRP). 
40 0.077:44:40 

SUSSCROFA(PIG). 
P35323 

F-Y79AA1001795 
45 HYPOTHETICAL BHLF1 PROTEIN. 

0.00014:210:31 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03181 

50 F-Y79AA1001799 

MITOCHONDRIAL RNA SPLICING PROTEIN MSR4. 
2.8e-1 8:1 07:44 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P23500 

55 

F-Y79AA 100 1803 

SECRETOGRANIN III PRECURSOR (SGIII). 
1.3e-68:1 82:76 
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MUS MUSCULUS (MOUSE). 
P47867 

F-Y79AA1001863 
GLYCOPROTEIN J. 
0.030:61:32 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 
P06480 

F-Y79AA 1002022 

WISKOTT-ALDRICH SYNDROME PROTEIN (WASP). 

9.8e-08: 127:37 

HOMO SAPIENS (HUMAN). 

P42768 

F-Y79AA 1002058 

CCAAT/ENHANCER BINDING PROTEIN DELTA (C/EBP DELTA) (NUCLEAR FACTOR NF-IL6-BETA) (NF- 

IL6-BETA). 

0.28:56:42 

HOMO SAPIENS (HUMAN). 
P49716 

F-Y79AA1002121 

D-BINDING PROTEIN (DBP) (ALBUMIN D BOX-BINDING PROTEIN). 
0.71:57:36 

MUS MUSCULUS (MOUSE). 
Q60925 

F-Y79AA1002129 

TRANSCRIPTIONAL REGULATORY PROTEIN ALGP (ALGINATE REGULATORY PROTEIN ALGR3). 
0.98:158:24 

PSEUDOMONAS AERUGINOSA. 
P15276 

F-Y79AA1002213 

HYPOTHETICAL 52.7 KD PROTEIN C38C10.2 IN CHROMOSOME III. 
4.7e-39:218:41 

CAENORHABDITIS ELEGANS. 
Q03567 

F-Y79AA1 002334 

HYPOTHETICAL PROTEIN MJ1345. 
1.8e-08:1 64:26 

METHANOCOCCUS JANNASCHII. 
Q58741 

F-Y79AA1 002373 

CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-I) (SMALL PROLINE-RICH SQUAMOUS CELL MARKER) 

(SPRP). 

0.083:44:40 

SUS SCROFA(PIG). 

P35323 

F-Y79AA1 002376 

DYNEIN INTERMEDIATE CHAIN 2, CYTOSOLIC (DH IC-2). 
3.0e-91:214:83 

RATTUS NORVEGICUS (RAT). 
Q62871 
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F-Y79AA1 002378 

ZINC FINGER PROTEIN 38 (ZFP-38) (CTFIN51) (TRANSCRIPTION FACTOR RU49). 
1.0e-59:1 63:74 
MUS MUSCULUS (MOUSE). 
5 Q07231 

F-Y79AA 1002381 

CELL DIVISION CONTROL PROTEIN 28 (EC 2.7.1 .-). 
9.5e-41:1 79:38 

10 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P00546 

Homology search result 6 

15 [0296] The result of the homology search in the G en Ban k( http://www.ncbi. nlm.nih.gov/web/Gen Bank/) using the 
clone sequences of the 5'-ends. except EST and STS sequences 

Indicated are from the top, 
the name of the clone sequence, 
20 definition of the top hit data, 

the P-value: the length of the sequence used for comparison (nucleotide) similarity (%), 
the Accession No. of the top hit data. 

[0297] Data were not shown for the clones in which the P-value was higher than 1 . 

25 

F-BNGH41 000020 

H. sapiens mitochondrial DNA, complete genome. 
6.0e-1 88:91 3:97 

X93334 

30 

F-BNGH41 000087 

Human DNA sequence from clone 1049G16 on chromosome 20q12-13.2 Contains gene similar to GLU- 
COSAMINE'S ULFATASE, a nuclear receptor coactivator gene, ESTs, STSs, GSSs, complete sequence. 
7.1 e-32:1 76:99 
35 AL034418 

F-BNGH41 000091 

Homo sapiens potassium channel h-eag. 

I. 6e-79:687:76 
40 AJ001366 

F-HEMBA1 000006 

S.erythraea second and third ORFs of eryA gene, complete cds. 
0.95:243:64 
45 M63677 

F-HEMBA1000121 

Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 796F18, WORKING DRAFT SE- 
QUENCE. 
50 5.9e-70:450:89 
AL031291 

F-HEMBA1000128 

Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 3-14, complete sequence. 
55 1 .0:274:59 

Z98549 

F-HEMBA1 000275 
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Herpes simplex virus type 2 (strain HG52), complete genome. 

0.036:625:55 

Z86099 

F-H EM BA1 000300 

Homo sapiens chromosome 17, clone hRPK.178_C_3, complete sequence. 

1 .4e-40:343:80 

AC005702 

F-HEMBA1 000349 

Homo sapiens chromosome 17, clone hRPK.235_l_10, complete sequence. 

7.5e-65:451:72 

AC005922 

F-HEMBA1 000443 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 222E13, WORKING DRAFT SE- 
QUENCE. 
8.1 e-77:21 6:95 
Z93241 

F-H EM BA1 000462 

Caenorhabditis elegans cosmid C49H3. 

3.7e-06:98:82 

U42436 

F-HEMBA1 000477 

Mus musculus BALB/c putative growth factor GDF7 (Gdf7) gene, partial cds. 

9. 1e-05: 190:65 

U08339 

F-HEMBA1 000590 

Human DNA sequence from clone 453C12 on chromosome 20q12-13.12 Contains SDC4 (syndecan 4 (amphig- 
lycan, ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilin-4) STS, GSS, CpG 
island, complete sequence. 
3. 0e-1 02:209:99 
AL021578 

F-H EM BA1 000634 

*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0539L10 HTGS phase 1 

WORKING DRAFT SEQUENCE, 15 unordered pieces. 

2.0e-95:460:99 

AC004480 

F-HEMBA1 000671 

Homo sapiens chromosome 19, BAC CIT-B-393M5 (BC301323), complete sequence. 

1.5e-28:259:69 

AC006116 

F-HEMBA1000713 

Homo sapiens 10kD protein (BC10) mRNA, complete cds. 

6.5e-1 26:442:97 

AF053470 

F-HEMBA1 000732 

Homo sapiens clone IMAGE Consortium 302831 latent transforming growth factor-beta binding protein 4 mRNA 
partial cds. 
1 .7e-45:258:94 
AF054502 
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F-HEMBA1 000745 

Streptomyces coelicolor cosmid 3F9. 

3.5e-06:360:61 

AL023862 

5 

F-H EM BA1 000835 

Homo sapiens fibrillin mRNA, complete cds. 

1.36-07:151:69 

L13923 

10 

F-HEMBA1 000875 

Human Krueppel-type zinc finger protein (ZNF169) gene, partial cds. 

2.6e-28:249:81 

U28322 

15 

F-HEMBA1 000907 

Spermatozopsis similis mRNA for 95 kD basal apparatus-protein. 

3.4e-09:599:60 

AJ001438 

20 

F-HEMBA1 000940 

Homo sapiens connexin46.6 (Cx46.6) gene, complete cds. 

1.7e-1 6:307:66 

AF014643 

25 

F-HEMBA1 000962 

Homo sapiens Chromosome 11 q12.2 PAC clone pDJ51 9o1 3 containing human gene forferritin heavy chain (FTH), 
complete sequence. 
0.00040:497:59 
30 AC004228 

F-HEMBA1001184 

Homo sapiens SH3 domain binding glutamic acid- rich- 1 ike protein (SH3BGRL) mRNA, complete cds. 
8.8e-23:404:67 
35 AF042081 

F-HEMBA1001221 

Human transmembrane protein mRNA, complete cds. 
2.4e-42:858:63 
40 U 19878 

F-HEMBA1001228 

Human germline oligomeric matrix protein (COMP) mRNA, complete cds. 
1.9e-82:470:91 
45 L32137 

- F-HEMBA1001272 
Human Ig gamma-2 heavy chain switch region. 
0.032:549:60 
50 U39934 

F-HEMBA1001296 
H.sapiens mRNA for PQ-rich protein. 
6.9e-07:73:98 
55 Z50194 

F-HEMBA1 001297 

Homo sapiens putative transcription factor CA150 mRNA, complete cds. 
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9.3e-14:143:81 
AF017789 

F-HEMBA1001390 

Mus musculus polymerase l-transcript release factor mRNA, complete cds. 

2.5e-56:464:81 

AF036249 

F-HEMBA1001563 

Human DN A sequence from clone 71 L1 6 on chromosome Xp1 1 . Contains a probable Zinc Finger protein (pseudo) 
gene, an unknown putative gene, a pseudogene with high similarity to part of antigen KI-67, a putative Chondroitin 
6-Sulfotransferase LIKE gene and a KIAA0267 LIKE putative Na(+)/H(+) exchanger protein gene. Contains a 
predicted CpG island, ESTs, STSs and GSSs and genomic markers DXS1 003 and DXS1 055, complete sequence 
3.1e-06:210:68 
AL022165 

F-HEMBA1001621 

Human G protein-coupled receptor APJ gene, complete cds. 

2.0e-98:516:95 

U03642 

F-HEMBA1001878 

Homo sapiens U5 snRNP-specific 40 kDa protein mRNA, complete cds 

1.0e-1 70:81 0:98 

AF090988 

F-HEMBA1001886 

Human repressor transcriptional factor (2NF85) mRNA, complete cds. 

3.3e-114:849:80 

U35376 

F-HEMBA1 002048 

HS_3058_B2_A1 1_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomicclone Plate-3058 
Col=22 Row=B, genomic survey sequence. 
3.8e-1 1:244:66 
AQ 103440 

F-HEMBA1 002131 

Homo sapiens mRNA for KIAA0584 protein, partial cds. 

3.5e-44:709:66 

AB011156 

F-HEMBA1002163 

Homo sapiens chromosome X, clone 592, WORKING DRAFT SEQUENCE, 8 unordered pieces 

2.3e-28:373:71 

AC002489 

F-HEMBA1002164 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 167A19, WORKING DRAFT SE- 
QUENCE. 
1.3e-1 27:493:99 
AL031427 

F-HEMBA1002167 

Rattus norvegicus neuroligin I mRNA, complete cds. 

8. 1 e-155:850:91 

U22952 
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F-HEMBA1002178 

Homo sapiens mRNA for KIAA0584 protein, partial cds. 

2.6e-46:794:65 

AB011156 

5 

F-HEMBA1002195 

Human lysosomal alpha-mannosidase (manB) gene, 5' flanking region and exon 1 . 

7.7e-35:255:86 

U60885 

10 

F-HEMBA1 002227 

Homo sapiens mRNA for 80K-L protein, complete cds. 

3.8e-137:382:95 

D10522 

15 

F-HEMBA1 002239 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-485G10, complete sequence. 

4.5e-43:452:74 

AC003049 

20 

F-HEMBA1002316 

Homo sapiens DNA sequence from PAC 29C18 on chromosome 22. 

3.0e-22:609:67 

Z97192 

25 

F-HEMBA1 002420 

Homo sapiens clone RG031N19, WORKING DRAFT SEQUENCE, 1 unordered pieces. 

4.2e-1 42:322:98 

AC005632 

30 

F-HEMBA1 002421 

Human heparan sulfate proteoglycan (HSPG) core protein, 3' end. 

1.3e-1 65:778:98 

J04621 

35 

F-HEMBA1 002524 

Homo sapiens clone UWGC:y55c025 from 6p21 , complete sequence. 

1.3e-1 53:31 3:96 

AC004209 

40 

F-HEMBA1 002551 

Human potential CENP-C binding target sequence, 0.7 kb clone, partial sequence 2. 

6.1e-16:108:97 

U57994 

45 

F-HEMBA1 002767 

Homo sapiens chromosome 1p33-p34 beta-1 ,4-galactosyltransferase mRNA, complete cds. 

1.4G-1 68:798:98 

AF038660 

50 

F-H EM BA1 002985 

HS_3165_A2_C08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 
Plate=3165 Col=16 Row=E, genomic survey sequence. 
1.7e-08:1 27:76 
55 AQ1 42051 

F-HEMBA1 002992 

RPCI11-67B15.TJ RPCI11 Homo sapiens genomic clone R-67815, genomic survey sequence. 
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2.7e-11:119:86 
AQ201833 

F-HEMBA1 003047 

Homo sapiens intrinsic factor-B12 receptor precursor, mRNA, complete cds. 

4.5e-1 87:873:99 

AF034611 

F-HEMBA1 003072 

Gallus gallus single-strand DNA-binding protein csdp mRNA, partial cds. 

4.1 e-50:51 5:73 

U68380 

F-HEMBA1003101 

Homo sapiens ty rosy I protein sulfotransferase-2 mRNA, complete cds. 

5.3e-139:671:98 

AF049891 

F-HEMBA1003120 

Homo sapiens chromosome 1 9, BAC CIT-B-393i1 5 (BC301323), complete sequence 

3.3e-44:213:73 

AC006116 

F-HEMBA1 003230 

Homo sapiens UP50 mRNA, complete cds. 

5.5e-183:856:98 

AF093118 

F-HEMBA1 003294 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 495010 WORKING DRAFT SE- 
QUENCE. 
4.2e-38:558:69 
AL031121 

F-HEMBA1003315 

Arabldopsis thaliana genomic DNA, chromosome 5, TAC clone: K9I9, complete sequence 
1 .2e-61 :737:68 
ABO 13390 

F-HEMBA1 003392 

Homo sapiens LDL receptor- related protein 6 (LRP6) mRNA, complete cds. 

2.9e-1 83:851:99 

AF074264 

F-HEMBA1 003399 

Homo sapiens clone DJ0826E18, WORKING DRAFT SEQUENCE, 4 unordered pieces 

8.7e-1 6:21 5:74 

AC005282 

F-H EM BA1 003487 

H. sapiens DNA sequence. 
0.0075:158:67 

Z22340 

F-HEMBA1 003497 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 2705, WORKING DRAFT SEQUENCE 

I. 1 e-1 09:538:98 
AL033529 
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F-H EM BA1 003530 

S.scrofa mRNA for BM88 antigen, 

2,8e-47:644:69 

X82027 

5 

F-HEMBA1 003602 

Human (lambda) DNA for immunoglobulin light chain. 

2.5e-94:551 :91 

D86997 

10 

F-HEMBA1 003732 

Homo sapiens clone DJ0935K16, complete sequence. 

6. 1e>1 51:777:96 

AC006011 

15 

F-H EM BA1 003945 

Homo sapiens clone 638 unknown mRNA, complete sequence. 

1.8e-76:310:93 

AF091085 

20 

F-H EMBA1 004007 
F-HEMBA1 004067 

Human DNA sequence from clone 612B18 on chromosome 1q24-25.3 Contains exon from gene similar to 40S 
25 ribosomal protein, first coding exon of dynamin 2 (DYNII). ESTs, STS, GSS, CpG Island, complete sequence. 

8. 7e-1 33:71 8:94 
AL031864 

F-HEMBA1 004085 
30 Homo sapiens, clone hRPK.2_A_1 , complete sequence. 

2.7e-58:256:80 
AC006197 

F-HEMBA1004110 
35 Homo sapiens intersectin short form mRNA, complete cds. 

3. 8e-1 59:779:96 
AF064243 

F-HEMBA1 004250 

40 Homo sapiens chromosome 5, BAC clone 1 82a8 (LBNL H1 61 ), complete sequence. 

1.2e-1 83:863:99 
AC005752 

F-HEMBA1 004391 
45 H.sapiens gene for neural cell adhesion molecule L1 . 

0.51:426:59 
Z29373 

F-HEMBA1 004444 

50 Homo sapiens clone DJ0971C03, WORKING DRAFT SEQUENCE, 18 unordered pieces. 

3.3e-1 47:463:93 
AC004938 

F-HEMBA1 004454 
55 Homo sapiens tetraspan NET-4 mRNA, complete cds. 

0.00036:230:62 
AF065389 
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F-HEMBA1 004505 

D.melanogaster mRNA for alpha 1 ,2 mannosidase. 

5.5e-1 7:663:58 

X82640 

F-HEMBA1 004785 

Gallus gallus mRNA for chromobox protein (CHCB3), complete cds. 

6.6e-1 9:322:68 

AB005619 

F-HEMBA1 004797 

Haemonchus contortus GT microsatellite DNA sequence. 

3.0e-08:1 75:71 

U84474 

F-H EM BA1 004952 

Mus musculus recombinant quaking gene sequence. 

4.8e-1 5:398:65 

U44942 

F-HEMBA1004971 
F-HEMBA1 004982 
F-H EM BA1 005070 

Human mRNA for KIAA031 0 gene, complete cds. 

2.5e-65:370:93 

AB002308 

F-HEMBA1 005084 

Mouse transcriptional control element. 

0.0024:189:63 

M 17284 

F-HEMBA1005145 

Pseudorabies virus glycoprotein gp50 gene, complete cds. 

0.00022:395:60 

AF092447 

F-HEMBA1 005230 

Homo sapiens chromosome 19, BAC CIT-B-393i15 (BC301323), complete sequence. 

2.8e-1 02:302:94 

AC006116 

F-HEMBA1 005246 

Homo sapiens CAGH44 mRNA, partial cds. 

5.0e-29:429:66 

U80741 

F-HEMBA1 005267 

Homo sapiens chromosome 3, olfactory receptor pseudogene cluster 1, complete sequence, and myosin light 
chain kinase (MLCK) pseudogene, partial sequence. 
1 .0e-43:320:87 
AF042089 

F-HEMBA1 005337 

Plasmodium falciparum MAL3P6, complete sequence. 
4.1e-08:84:89 
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Z98551 

F-HEMBA1 005430 

5 F-HEMBA1 005449 

T.aestivum mRNA for a proline-rich protein. 

0.00097:385:61 

X52472 

10 F-HEMBA1 005489 

Homo sapiens Xq28 genomic DNA in the region of the ALD locus containing the genes for creatine transporter 
(SLC6A8), CDM, adrenoleukodystrophy (ALD), Na+-isocitrate dehydrogenase gamma subunit (IDH), and trans- 
locon-associated protein delta (TRAP) genes, complete cds, plexin related protein (PLEXR) and serine kinase 
(SK) genes, partial cds, Xq281u1 gene and cytochrome C (CCp) pseudogene. 

15 7.8e-1 6:405:62 

U52111 

F-HEMBA1 005522 

O.cuniculus rACNG mRNA for aorta CNG channel. 
20 5.9e-47:344:85 
X59668 

F-HEMBA1 005545 

Human m3 muscarinic acetylcholine receptor (CHRM3) gene, complete cds. 
25 5.1e-173:810:98 
U29589 

F-HEMBA1 005698 

30 F-HEMBA1005913 

HS_2249_B1 _E01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens genomicclone Plate=2249 

Col=1 Row=J, genomic survey sequence. 

0.17:215:61 

AQ072649 

35 

F-H EM BA1 005929 

Homo sapiens chromosome 19, cosmid R31237, complete sequence. 

7.0e-1 07:285:93 

AC005581 

40 

F-HEMBA1 005945 

Oryctolagus cuniculus peroxisomal Ca-dependent solute carrier mRNA, complete cds. 

1.8e-46:670:65 

AF004161 

45 

F-HEMBA1006016 

CIT-HSP-2334L1 6.TF CIT-HSP Homo Sapiens genomic clone 2334L16, genomic survey sequence. 

2.1e-13:246:69 

AQ038406 

50 

F-HEMBA1006171 
F- H EM BA 1006276 

Homo sapiens chromosome 19, CIT-HSP-444n24, complete sequence. 
• 55 l.4e-1 44:41 6:93 

AC005261 

F-HEMBA1 006299 
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F-HEMBA1006311 
F-HEMBA1 006335 

Human DNA sequence from clone 496H19 on chromosome 6q24 Contains ESTs, complete sequence. 
5 9.6e-61:370:91 
AL023582 

F-HEMBA1 006357 

Homo sapiens secretory carrier membrane protein (SCAMP2) mRNA, complete cds. 
10 2.3e-26:389:67 
AF005038 

F-HEMBA1 006430 

Caenorhabditis elegans cosmid T12A2. 
15 4.6e-23:283:72 
U13019 

F-HEMBA1 006482 

Homo sapiens h-sco1 (SC01) mRNA, nuclear gene encoding mitochondrial protein, complete cds. 
20 1.9e-1 44:575:98 

AF026852 

F-HEMBA1006517 

' 25 F-HEMBA1 006544 

Homo sapiens suppressor of white-apricot homolog 2 (SWAP2) gene, exons 12 and 13. 

2.3e-1 51:732:97 

AF042809 

30 F-HEMBA1 006572 

HS_3058_B2_A1 1_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3058 
CoI=22 Row=B, genomic survey sequence. 
' 1.9e-45:245:96 
AQ 103440 

35 

F-HEMBA1 006658 

Homo sapiens mRNA for KIAA0687 protein, partial cds. 

3.6e-1 27:646:95 

AB014587 

40 

F-HEMBA1 006707 

Human DNA sequence from clone 453C12 on chromosome 20q12-13.12 Contains SDC4 (syndecan 4 (amphig- 
lycan, ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilin-4) STS, GSS, CpG 
island, complete sequence. 
45 1.7e-1 18:397:98 

AL021578 

F-HEMBA1 006724 

H.sapiens CpG island DNA genomic Mse1 fragment, clone 40c2, forward read cpg40c2.ft1k. 
50 1.4e-53:282:97 
Z55440 

F-HEMBA1 006749 

Human DNA sequence from clone 453C12 on chromosome 20q12-13.12 Contains SDC4 (syndecan 4 (amphig- 
55 lycan, ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilin-4) STS, GSS, CpG 

island, complete sequence. 
3.9e-1 16:457:98 
AL021578 
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F-H EM BA1 006770 

Xenopus laevis elav-type ribonucleoprotein (etr-1) mRNA, complete cds. 

1.6e-53:280:81 

U16800 

5 

F-HEMBA1 006902 

Human DNA sequence from clone 453C12 on chromosome 20q12-13.12 Contains SDC4 (syndecan 4 (amphig- 
lycan, ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilin-4) STS, GSS, CpG 
island, complete sequence. 
io 4.9e-1 22:462:98 

AL021578 

F-H EM BA1 00691 2 

15 F-HEMBA1006916 

Homo sapiens Grb14 mRNA, complete cds. 

1.6e-11 8:651:92 

L76687 

20 F-H EM BA1 006960 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 1 0F11 , WORKING DRAFT SEQUENCE. 

0.20:298:60 

AL033526 

25 F-HEMBA1007013 

Rattus norvegicus repeat element associated with the Rasgrfl gene. 

8.0e-07:531:59 

AF056927 

30 F-H EM BA1 007057 

Human DNA sequence from clone 522J7 on chromosome 22q13.3. Contains part of a 60S Ribosomal protein L5 

pseudogene and a Peregrin (BR140) LIKE gene downstream of a putative CpG island. Contains ESTs, STSs and 

GSSs, complete sequence. 

0.27:277:64 
35 Z98885 

F-HEMBA1 007063 

F-H EM BA1 007226 

40 Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 310013, WORKING DRAFT SE- 

QUENCE. 
0.00033:488:63 
AL031658 

45 F-H EM BA1 007241 

Caenorhabditis elegans cosmid T15B7. 

0.068:304:59 

AF022985 

50 F-HEMBA1 007291 

Homo sapiens chromosome 19, fosmid 37502, complete sequence. 

6.2e-123:587:98 

AC004755 

55 F-H EMBA1 007332 

Human HeLa mRNA isolated as a false positive in a two-hybrid-screen. 

1.3e-30:1 72:97 

U56430 
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F-HEMBB1000106 

Human DNA sequence from clone 1170D6 on chromosome Xq22.3-23. Contains a pseudogene similar to U- 
SNRNP_associated Cyclophilin (USA-CYP, EC 5.2.1 .8), ESTs, an STS and a GSS, complete sequence. 
0.033:332:61 
5 AL030995 

F-H EM BB1 000276 

Dictyostelium discoideum gene encoding a novel glycoprotein. 
0.00070:440:60 
10 AJ005262 

F-HEMBB1 000309 

Homo sapiens zinc finger protein (MBLL) mRNA, complete cds. 
7.6e-34:180:100 
15 AF061261 

F-H EM BB1 000407 

Human Chromosome 11 pac pDJ393o15, WORKING DRAFT SEQUENCE, 8 unordered pieces. 0.16:228:64 
AC000384 

20 

F-H EM BB1 000447 

Homo sapiens JWA protein mRNA, complete cds. 

1.4e-1 58:750:98 

AF070523 

25 

F-H EM BB1 000542 

Human DNA sequence from PAC 509L4 on chromosome 6q22.1-6q22.33. Contains SSX3 like pseudogene, EST, 
STS. 

4.3e-141 :874:89 
30 Z99496 

F-HEMBB1 000567 

Human DNA for insulin-like growth factor II (IGF-2); exon 7 and additional ORE 
9.7e-122:572:99 
35 X07868 

F-HEMBB1 000642 

F-HEMBB1000668 
40 Caenorhabditis elegans cosmid K06A5. 

0.00041:174:64 
AF039038 

F-H EM BB1 000679 
45 C.familiaris mRNA for TRAM-protein. 

6.1e-100:756:80 
X63678 

F-HEMBB1000881 
50 Danio rerio mRNA for MINDIN2, complete cds. 

6.2e-40:581 :66 
AB006085 

F-HEMBB1 000905 

55 Homo sapiens clone RG315H11 , WORKING DRAFT SEQUENCE, 5 unordered pieces. 

4.9e-91 :209:94 
AC005089 
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F-HEMBB1001026 

Human p76 mRNA, complete cds. 

1.9e-06:410:61 

U81006 

F-HEMBB1001048 

Human Hpast (HPAST) mRNA, complete cds. 

6.8e-55:524:75 

AF001434 

F-HEMBB1001200 

Plasmodium falciparum 3D7 chromosome 12 PFYAC293 genomic sequence, WORKING DRAFT SEQUENCE, 9 
unordered pieces. 
4.4e-1 2:794:59 
AC004157 

F-HEMBB1001407 

Homo sapiens chromosome 1 7, clone hRPC.971_F_3, WORKING DRAFT SEQUENCE, 1 

ordered pieces. 

2.7e-43:281:91 

AC004150 

F-HEMBB1001530 

HS_2255_B1_F05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens 

genomic clone Plate=2255 Col=9 Row=L, genomic survey sequence. 

2.1e-14:95:97 

AQ131814 

F-HEMBB1001547 

S.cerevisiae chromosome VII reading frame ORF YGL236c. 

1.1 e-1 9:550:61 

Z72758 

F-HEMBB1001573 

Homo sapiens 12p13.3 PAC RPCI5-951N9 (Roswell Park Cancer Institute Human PAC library) complete se- 
quence. 
2.7e-07:467:60 
AC004672 

F-HEMBB1001847 

H. sapiens CpG island DNA genomic Mse1 fragment, clone 13d12, reverse read cpg13d12.rt1c. 

I. 1e-14:94:100 
Z64565 

F-HEMBB1001959 

Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 537K23, WORKING DRAFT SE- 
QUENCE. 
1.2e-82:492:90 
AL034405 

F-HEMBB1001978 

Homo sapiens chromosome 10 clone CiT987SK-1057L21 map 10q25, complete sequence. 

7.0e-23:239:76 

AC005386 

F-HEMBB1 002039 

Human DNA sequence from cosmid 315B1 7, between markers DXS366 and DXS87 on chromosome X contains 
ESTs. 



1063 



EP1 130 094 A2 



3.5e-49:605:71 
273967 

F-HEMBB1 002041 

5 R.norvegicus mRNAfor leucocyte common antigen-related protein (3941 bp). 

3.5e-09:501:60 
X83546 

F-HEMBB1 002051 
10 Homo sapiens E74-like factor 5 (ELF5) mRNA, complete cds. 

3.1e-95:454:99 
AF049703 

F-HEMBB1002120 

15 

F-HEMBB1002162 

Homo sapiens genethonin 1 mRNA, complete cds. 

7.0e-67:328:99 

AF062534 

20 

F-HEMBB1 002228 

Homo sapiens unknown mRNA, complete cds. 

1.6e-39:208:98 

AF047439 

25 

F-HEMBB1 002245 

Rattus norvegicus prostaglandin F2a receptor regulatory protein precursor, mRNA, complete cds. 

3.7e-68:424:87 

U26595 

30 

F-HEMBB1 002302 

RPCI11-18E11.TVB RPCI-11 Homo sapiens genomic clone RPCI-11-18E11 , genomic survey sequence. 

2.7e-1 5:1 01:98 

B88081 

35 

F-H EM BB1 002427 

Homo sapiens chromosome 9q34, clone 70C11 , complete sequence. 

2.9e-123:249:90 

AC002319 

40 

F-HEMBB1 002465 

Mouse short chain acyl-CoA dehydrogenase mRNA, complete cds. 

7.9e-1 8:545:61 

L11163 

45 

F-HEMBB1 002661 

Drosophila melanogaster; Chromosome 2R; Region 44A1-44A2; P1 clone DS07435, WORKING DRAFT SE- 
QUENCE, 2 unordered pieces. 
1.9e-07:1 87:67 
50 AC005445 

F-HEMBB1 002663 

F-HEMBB1 002693 
55 Homo sapiens full length insert cDNA, clone ZD85G07. 

2.1 e-20:1 36:93 
AF086462 
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F-MAMMA1 000046 

CIT-HSP-2166017.TF CIT-HSP Homo sapiens genomic clone 2166017, genomic survey sequence. 

2.0e-60:345:92 

B92334 

5 

F-MAMMA1000102 

Human DNA sequence from cosmid B33F2 on chromosome 22 Contains ESTs. 

3.0e-1 61:766:98 

Z79996 

10 

F-MAMMA1000106 

Rat gene for alpha 1 B adrenergic receptor, promoter region and partial cds. 

0.0025:247:64 

D32045 

15 

F-MAMMA1000118 

Can is familiaris betal adrenergic receptor (dogbetal) gene, complete cds. 

6.1e-06:545:60 

U73207 

20 

F-MAMMA1000141 

Homo sapiens 12q24.2 PAC RPCI1 -128M12 (Roswell Park Cancer Institute Human PAC library) complete se- 
quence. 
1.5e-1 0:1 51:78 
25 AC004024 

F-MAMMA1 000204 

Homo Sapiens mRNA for LGMD2B protein. 
2. le-1 66:781:98 
30 AJ007670 

F-MAMMA1 000226 

*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone B331 08; HTGS phase 1 , WORK- 
ING DRAFT SEQUENCE, 10 unordered pieces. 
35 2.9e-35:188:100 
AC004064 

F-MAMMA1 000403 

Human vascular addressin MAdCAM-1 mRNA, complete cds. 
40 0.00043:538:59 
U82483 

F-MAMMA1 000449 

Human DNA sequence *** SEQUENCING IN PROGRESS from clone 31 7C6, WORKING DRAFT SEQUENCE. 
45 0.090:514:60 
Z97651 

F-MAMMA1 000457 

H. sapiens mRNA for NADH-cytochrome b5 reductase. 
50 5.5e-36:469:68 
Y09501 

F-MAMMA1 000473 

Caenorhabditis elegans cosmid B0491 , complete sequence. 
55 0.0052:187:64 
Z49907 

F-MAMMA1 000496 



1065 



EP1 130 094 A2 



Homo sapiens PAC clone DJ130H16 from 22q12.1-qter, complete sequence. 

1.26-81:318:92 

AC004997 

5 F-MAMMA1 000528 

P. falciparum complete gene map of plastid-like DNA (IR-B). 

0.016:343:58 

X95276 

10 F-MAMMA1 000591 

Mus musculus UDP-GalNAc:polypeptide N-acetylgalactosaminyltransferase-T3 mRNA, complete cds. 

1 .2e-24:493:63 

U70538 

15 F-MAMMA1000614 

*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0190L06; HTGS phase 1, 

WORKING DRAFT SEQUENCE, 21 unordered pieces. 

7.5e-13:615:60 

AC004670 

20 

F-MAMMA1 000652 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-116A10, complete sequence. 

1.6e-59:451:82 

AC004638 

25 

F-MAMMA1 000681 

Homo sapiens mRNA for putative G-protein coupled receptor, EDG6. 

1.2e-32:636:65 

AJ000479 

30 

F-MAMMA1 000706 

*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0110D16; HTGS phase 1, 
WORKING DRAFT SEQUENCE, 7 unordered pieces. 
6.8e-06:428:62 
35 AC004578 

F-MAMMA1 000788 

HS_3080_A2_B03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3080 
Col=6 Row=C, genomic survey sequence. 
40 4.9e-35:204:94 
AQ 128409 

F-MAMMA1 000810 

Homo sapiens DNA sequence from PAC 510L9 on chromosome 6p24.1-p25.3. 
45 5.8e-06:246:65 
AL022098 

F-MAMMA1000814 

Anadara trapezia (alpha 3.1 5L) hemoglobin alpha-chain (HBA) gene, exons 2 and 3, intron 2, including hypervar- 
50 iable microsatellite polymorphic repeat regions. 

1.0e-12:176:75 
L25098 

F-MAMMA1 000881 

55 Rattus norvegicus serum and glucocorticoid-regulated kinase (sgk) mRNA, complete cds. 

2.8e-07:283:63 
L01624 
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F-MAMMA1 000986 

Homo sapiens chromosome 1 6 BAC clone CIT987SK-334D11 complete sequence. 

1.8e-1 66:306:99 

AF001550 

5 

F-MAMMA1 000994 

Mycobacterium tuberculosis H37Rv complete genome; segment 48/1 62. 

0.75:260:61 

AL021897 

w 

F-MAMMA1001043 

H. sapiens mRNA for latent transforming growth factor-beta binding protein (LTBP-2). 
0.038:376:60 

Z37976 

15 

F-MAMMA1001066 

Homo sapiens DNA from chromosome 19-cosmid f24590 containing CAPNS and POL2RI, genomic sequence. 

4.4e-1 5:1 62:72 

AD001527 

20 

F-MAMMA1001094 

Homo sapiens clone 243 unknown mRNA, complete sequence. 

6.2e-1 81:844:99 

AF091094 

25 

F-MAMMA1001141 

Cams familiaris betal adrenergic receptor (dogbetal) gene, complete cds. 

I. 3e-1 0:602:59 
U73207 

30 

F-MAMMA1001150 

M.musculus (Balb/c) mRNA for serine/threonine protein kinase. 

7.7e-57:447:67 

Z34524 

35 

F-MAMMA1001237 

Rattus norvegicus monocarboxylate transporter MCT3 mRNA, complete cds. 

1.5e-08:306:65 

AF059258 

40 

F-MAMMA1001284 

HS_3076_A1 _F08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3076 
Col=15 Row=K, genomic survey sequence. 
5.2e-53:307:93 
45 AQ 120674 

F-MAMMA1001310 

1(2)09851 Drosophila melanogaster P lethal line Drosophila melanogaster genomic Sequence recovered from 3' 
end of P element, genomic survey sequence. 
50 0.00072:209:66 
AQ025672 

F-MAMMA1001344 

Fugu rubripes neural cell adhesion molecule L1 homolog (L1 -CAM) gene, complete cds; putative protein 1 (PUT1 ) 
55 gene, partial cds; mitosis-specific chromosome segregation protein SMC1 homolog (SMC1) gene, complete cds; 

and calcium channel alpha-1 subunit homolog (CCA1) and putative protein 2 (PUT2) genes, partial cds, complete 

sequence. 

5.2e-05:1 64:67 
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AF026198 
F-MAMMA1001418 

Human Na+/nucleoside cotransporter (hCNTIa) mRNA, complete cds. 
5 6.0e-35:622:63 
U62966 

F-MAMMA1001532 

Homo sapiens PAC clone DJ0728D04, complete sequence. 
10 5.2e-46:538:74 
AC004865 

F-MAMMA1001609 

Homo sapiens chromosome 10 clone CIT-HSP-1240G16 map 10q25.1, complete sequence. 0.00031:592:57 
15 AC005886 

F-MAMMA1001615 

H. sapiens CpG island DNA genomic Mse1 fragment, clone 71 h9, reverse read cpg71h9.rt1a. 

I. 2e-25:146:99 
20 Z62710 

F-MAMMA1001623 

Homo sapiens 12q24.2 BAC RPCI11-407A16 (Roswell Park Cancer Institute Human BAC Library) complete se- 
quence. 
25 3.9e-69:471 :85 

AC006065 

F-MAMMA1001634 

Human DNA sequence from PAC 93C23 on chromosome X. Contains steroid 5-alpha-reductase pseudogene, 
30 ESTs and STS. 

2.2e-22:228:79 
AL008713 

F-MAMMA1001893 

35 HS_3067_B2_H09_MF CIT Approved Human Genomic Sperm Library D Homo sapiens 

genomic clone Plate=3067 Col=18 Row=P, genomic survey sequence. 
2.5e-29:1 88:93 
AQ1 38065 

40 F-MAMMA1001901 

Human DNA sequence from clone 354J5 on chromosome 6q21-22. Contains pseudogene similar 

to zinc finger protein (ZPR1), EST, STS, GSS, complete sequence. 

2.0e-23:287:71 

Z95118 

45 

F-MAMMA1001957 

Drosophila melanogaster, chromosome 2L, region 21C5-21D1, P1 clone DS07610, complete sequence. 

1.5e-14:192:66 

AC004573 

50 

F-MAMMA 1001 978 

Human immunoglobulin S(u) like sequence. 

0.60:150:66 

X15517 

55 

F-MAMMA1 002070 

Human PAC clone DJ515N1 from 22q11.2-q22, complete sequence. 
3.9e-116:250:93 
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AC002073 
F-MAMMA1 002080 

Mus musculus chromosome 11 , clone mGT.268_P_23, complete sequence. 
5 1.1e-59:493:78 
AC004807 

F-MAMMA1 002087 

HS-1047-B2-A09-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone Plate=CT 830 
10 Col=1 8 Row=B, genomic survey sequence. 

2.1e-31:174:98 
B38457 

F-MAMMA1 002091 
15 Homo sapiens CD39L2 (CD39L2) mRNA, complete cds. 

1.6e-156:743:98 
AF039916 

F-MAMMA1 002095 
20 Rat alternatively spliced mRNA. 

4.9e-126:691:91 . . 

M93017 

F-MAMMA1002128 
25 Mus musculus C2C12 unknown mRNA, partial cds. 

5.0e-41 :353:77 
U31629 

F-MAMMA1002142 

30 

F-MAMMA1002165 

Homo sapiens connective tissue growth factor related protein WISP-2 (WISP2) mRNA, complete cds. 

1.2e-34:219:90 

AF1 00780 

35 

F-MAMMA1 002205 

Homo Sapiens Chromosome X clone bWXD691 , complete sequence. 

8.1e-33:535:67 

AC004386 

40 

F-MAMMA1 002224 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 229A8, WORKING DRAFT SEQU ENCE. 

1.2e-31:274:82 

Z86090 

45 

F-MAMMA1 002234 

Canine mRNA for 68kDA subunit of signal recognition particle (SRP68). 

9.8e-145:736:91 

X53744 

50 

F-MAMMA1 002586 

Drosophila melanogaster cosmid clone 86E4. 

0.0071:306:58 

AL021086 

55 

F-MAMMA1 002633 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 850H21, WORKING DRAFT SE- 
QUENCE. 
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3.9e-33:297:79 
AL031680 

F-MAMMA1003126 
5 Human Hpast (HPAST) mRNA, complete cds. 

1.7e-82:801:74 
AF001434 

F-NT2RM 1000407 
io Cloning vector pUC-GM-INT, complete sequence. 

9.4e-141:673:98 
AF025392 

F-NT2RM1 000462 
*5 t complete sequence. 

1.5e-86:232:82 
AC005300 

F-NT2RM1 000542 
20 Mouse beta-galactosidase (BGAL) gene, complete cds. 

4.4e-1 7:468:62 
M57734 

F-NT2RM 1000580 
25 Caenorhabditis elegans cosmid F09E5. 

1.6e-08:352:61 
U37429 

F-NT2RM 1000789 
30 Homo sapiens mRNA for hTCF-4. 

1.1e-94:299:92 
Y11306 

F-NT2RM1 000855 
35 Canis familiaris sec61 homologue mRNA, complete cds. 

6.6e-110:671:87 
M 96629 

F-NT2RM1 000858 
40 tricarboxylate carrier [rats, liver, mRNA Partial, 2986 nt]. 

2.0e-65:716:70 
S70011 

F-NT2RM1 000899 
45 S.pombe chromosome I cosmid c8C9. 

0.0010:300:59 
299168 

F-NT2RM2000241 

so Homo sapiens chromosome 1 2p1 3.3 clone RPC1 1 1 -350L7, WORKING DRAFT SEQUENCE, 72 unordered pieces. 

0.99:201:65 
AC005844 

F-NT2RM2000306 

55 Homo sapiens DNA sequence from PAC 257I20 on chromosome 22q1 3. 1-1 3.2. Contains cytochrome P450 pseu- 

dogenes CYP2D7P, CYP2D8P, CYP2D6(D),TCF20, NADH ubiquinone oxidoreductase B14 subunit, ESTs, CA 
repeat, STS, GSS. 
1.1e-142:595:97 
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AL021878 

F-NT2RM2000410 
S.gregaria Abd-B gene. 
5 0.076:172:66 
X69161 

F-NT2RM2000423 

Arthrobacter sp. beta-gal actosidase gene, complete cds. 
10 4.2e-06:606:57 
U78028 

F-NT2RM2000497 

Homo sapiens chromosome 17, clone hRPK.215_P_18, complete sequence. 
15 1.2e-55:285:81 
AC005969 

F-NT2RM2000514 

20 F-NT2RM2000565 

Caenorhabditis elegans cosmid F28C5, complete sequence. 

4.2e-1 8:539:62 

268315 

25 F-NT2RM2000582 

P.zebrajnicrosatellite locus DNA, 429bp. 

0.00015:160:69 

X99784 

30 F-NT2RM2000589 

Bos taurus myosin X, complete cds. 

3.4e-1 39:81 7:88 

U55042 

35 F-NT2RM2000622 

H. sapiens MFH-1 gene. 
0.0010:466:57 
Y08223 

40 F-NT2RM2000632 

Homo sapiens mRNA for TBP-associated factor 170 (TAFII170). 

0.0052:331:59 

AJ001017 

45 F-NT2RM2000773 

Oryctolagus cuniculus serum amyloid A-activating factor SAF-8 mRNA, partial cds. 

2.9e-91:496:93 

AF076786 

50 F-NT2RM2001126 

Homo sapiens multi PDZ domain protein MUPP1 (MUPP1) mRNA, complete cds. 

I. 6e-1 61:663:99 
AF093419 

55 F-NT2RM2001558 

Homo sapiens protein kinase A binding protein AKAP110 mRNA, complete cds. 

1.2e-1 64:770:98 

AF093408 
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F-NT2RM2001626 

F.rubripes GSS sequence, clone 060E22bA4, genomic survey sequence. 

4.5e-46:606:68 

Z88651 

5 

F-NT2RM2001643 

HS-1053-B2-E09-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone Plate=CT775 
Col=18 Row=J, genomic survey sequence. 
2.5e-06:1 81:66 
10 B41504 

F-NT2RM2001738 

S.capreolus ard2 gene and orf2, orf4 and orf5. 
0.41 :273:63 
15 Y11036 

F-NT2RM2001767 

Human DNA sequence*** SEQUENCING IN PROGRESS *** from clone 50O24, WORKING DRAFT SEQUENCE. 
8.0e-18:130:92 
20 AL034380 

F-NT2RM2001792 

Homo sapiens mRNA for serum lectin P35, complete cds. 
2.5e-1 2:244:67 
25 D49353 

F-NT2RM2001818 

F-NT2RM2001902 

30 Drosophila melanogaster mRNA for p21 activated kinase related protein. 

7.2e-74:683:75 
AJ011578 

F-NT2RM2001939 

35 Human G protein-coupled receptor GPR-NGA gene, complete cds. 

1.4e-1 40:702:96 
U55312 

F-NT2RM2001941 
40 Human gene for muscarinic acetylcholine receptor HM1 . 

6.3e-20:488:62 
X15263 

F-NT2RM4000100 

45 Homo sapiens PAC clone DJ044L15 from Xq23, complete sequence. 

7.7e-25:1 62:74 
AC004827 

F-NT2RM4000115 

50 

F-NT2RM4000198 
F-NT2RM4000284 

Human IgG Fc receptor hFcRn mRNA, complete cds. 
55 7.3e-37:1 94:98 

U12255 

F-NT2RM4000295 
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Streptomyces chrysomallus actinomycin synthetase II (acmB) gene, complete cds. 

1.6e-05:642:59 

AF047717 

5 F-NT2RM4000326 

Homo sapiens complete genomic sequence between D16S3070 and D16S3275, containing Familial Mediterra- 
nean Fever gene disease. 
1.0e-1 27:340:92 
AJ003147 

10 

F-NT2RM4000417 

Oncorhynchus kisutch microsatellite OKi20 DNA. 

0.44:144:66 

AF055444 

15 

F-NT2RM4000444 

S.salar mRNA for transport-associated protein Tap2A. 

1.7e-27:577:62 

Z83328 

20 

F-NT2RM4000587 

Homo sapines chromosome 19, cosmid R28058, complete sequence. 

7.7e-1 6:388:64 

AC005615 

25 

F-NT2RM4000593 

F-NT2RM4000648 
M.musculus mRNA for K-glypican. 
30 1.4e-50:610:70 
X83577 

F-NT2RM4000761 

Human mitochondrial DNA, fragment M1 , encoding transfer RNAs, cytochrome oxidase I, and 2 URFs. 
35 4.8e-1 67:787:98 

M 10546 

F-NT2RM4000965 

S.scrofa mRNA for calcium release channel (CRC). 
40 0.044:356:60 
X62880 

F-NT2RM4000997 

45 F-NT2RM4001321 . . 

HS-1053-B2-E09-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone Plate=CT 775 

Col=18 Row=J, genomic survey sequence. 

1:3e-06:181:67 

B41504 

50 

F-NT2RM4001325 

Homo sapiens mRNA for chondroitin 6-su If otransf erase, complete cds. 

6.6e-1 2:384:64 

AB012192 

55 

F-NT2RM4001377 

Homo sapiens mRNA for KIAA0638 protein, partial cds. 
9.7e-155:719:99 
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AB014538 
F-NT2RM4001735 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 483K16, WORKING DRAFT SE- 
5 QUENCE. 

1.3e-1 62:679:96 
AL034374 

F-NT2RM4001768 
10 Human HepG2 partial cDNA, clone hrnd3a07m5. 

2.7e-52:271:98 
D 17020 

F-NT2RM4001843 

15 

F-NT2RM4002352 

Homo sapiens hLRp105 mRNA for LDL receptor related protein 105, complete cds. 

1.4e-155:761:97 

AB009462 

20 

F-NT2RP1 000002 

Mouse cAMP-dependent protein kinase beta subunit gene, exon 1 . 

1.7e-06:252:65 

M21096 

25 

F-NT2RP1 000050 

Human HepG2 partial cDNA, clone hmd3g02m5. 

7.1e-18:115:97 

D 17047 

30 

F-NT2RP1000181 

Homo sapiens Ch romosome 1 1 q1 2.2 PAC clone pDJ51 9o1 3 containing human gene for ferritin heavy chain (FTH), 
complete sequence. 
4.2e-1 39:427:98 
35 AC004228 

F-NT2RP1 000239 

Homo sapiens clone DT1P1E11 mRNA, CAG repeat region. 
1 .4e-90:524:91 
40 U92989 

F-NT2RP1 000261 

Homo sapiens hPMS1 gene, promoter region and exon 1 . 
2.5e-1 4:1 32:85 
45 AB006462 

F-NT2RP1 000271 

Homo sapiens DNA-binding protein mRNA, complete cds. 
4.3e-139:678:97 
50 AF038951 

F-NT2RP1 000300 
Homo sapiens, complete sequence. 
0.012:146:69 
55 AC005854 

F-NT2RP1 000325 

H. sapiens gene for phosphate carrier. 
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4.2e-110:438:98 
X77337 

F-NT2RP1 000448 
5 Streptomyces coelicolor cosmid 1 A6. 

0.79:209:61 
AL023496 

F-NT2RP1 000465 
10 Mus musculus nuclear protein NIP45 mRNA, complete cds. 

2.2e-29:489:68 
U76759 

F-NT2RP1 000468 

15 Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 537K23, WORKING DRAFT SE- 

QUENCE. 
1.6e-49:306:91 
AL034405 

20 F-NT2RP1 000551 

Homo sapiens putative interferon-related protein (SM15) mRNA, partial cds. 

7.5e-1 39:742:93 

U09585 

25 F-NT2RP1 000579 

Human succinate dehydrogenase flavoprotein subunit (SDH) mRNA, complete cds. 

3.6e-1 40:798:91 

L21936 

30 F-NT2RP1000613 

Sequence 1 from patent US 5589579. 

8. 1e-1 0:468:58 

I32995 

35 F-NT2RP1 000679 

Homo sapiens chromosome 17, clone hRPC.4_G_17, complete sequence. 

1.3e-112:448:89 

AC003688 

40 F-NT2RP1 000740 

H.sapiens CpG island DNA genomic Mse1 fragment, clone 34a2, reverse read cpg34a2.rt1a. 

9.3e-1 4:21 1:73 

Z60772 

45 F-NT2RP1 000903 

HS_2256_B1_E1 0_MF CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2256 
Col=19 Row=J, genomic survey sequence. 
9.0e-21:1 97:84 
AQ084622 

50 

F-NT2RP1 000981 
F-NT2RP1001004 

Danio rerio mRNA for MINDIN2, cemplete cds. 
4.1e-22:472:63 
55 AB006085 

F-NT2RP1001020 

Mus musculus clone OST66, genomic survey sequence. 
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1.5e-47:352:81 
AF046696 

F-NT2RP1001031 

5 CIT-HSP-2330P23.TR CIT-HSP Homo sapiens genomic clone 2330P23, genomic survey sequence. 

8.0e-26:145:99 
AQ035969 

F-NT2RP1001563 

io Homo sapiens clone DJ1125K23, WORKING DRAFT SEQUENCE, 21 unordered pieces. 0.096:405:59 

AC004971 

F-NT2RP2000092 
Human zinc finger protein ZNF136. 
15 1.8e-54:652:70 
U09367 

F-NT2RP2000178 

Streptomyces coelicolor cosmid 3F9. 
20 0.92:217:64 
AL023862 

F-NT2RP2000240 

Homo sapiens chromosome 16 BAC clone CIT987SK-334D11 complete sequence. 
25 2.9e-96:534:90 
AF001550 

F-NT2RP2000394 

Gallus gallus p52 pro-apototic protein mRNA, complete cds. 
30 2.9e-1 9:380:65 

AF029071 

F-NT2RP2000447 

Homo sapiens clone DJ1129D05, complete sequence. 
35 1.3e-1 09:289:98 

AC005630 

F-NT2RP2000479 

Human DNA sequence from PAC 130G2 on chromosome 6p22.2-22.3. Contains ribosomal protein L29 pseudo- 
40 gene, ESTs and STSs. 

0.0039:219:63 
AL008627 

F-NT2RP2000514 
45 Homo sapiens roundabout 2 (robo2) mRNA, partial cds. 

3.7e-89:461 :95 
AF040991 

F-NT2RP2000533 
50 Mus musculus cornichon mRNA, complete cds. 

1.4e-113:677:89 
AF022811 

F-NT2RP2000610 

55 Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 537K23, WORKING DRAFT SE- 

QUENCE. 
4.3e-25:1 77:89 
AL034405 
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F-NT2RP2000616 

RPCI11-75J11.TK MC1 11 Homo sapiens genomic clone R-75J11, genomic survey sequence. 

8.4e-34:135:91 

AQ268877 

5 

F-NT2RP2000649 

Homo sapiens CAAX prenyl protease (STE24) mRNA, complete cds. 

1.2e-1 65:802:97 

AF064867 

10 

F-NT2RP2000663 

Human DNA sequence from cosmid U61 B11 , between markers DXS366 and DXS87 on chromosome X contains 
ESTs. 

1.6e-1 06:365:97 
is 273913 

F-NT2RP2000694 

Homo sapiens 5T4 oncofetal trophoblast glycoprotein gene. 
4.2e-1 12:561:96 
20 AJ012159 

F-NT2RP2000712 

HS_3071_A2_D05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 
Plate=3071 Col=10 Row=G, genomic survey sequence. 
25 7.6e-78:389:97 
AQ 166085 

F-NT2RP2000739 

Human mRNA for KIAA0326 gene, partial cds. 
30 6.4e-24:574:62 
AB002324 

F-NT2RP2000818 

Drosophila melanogaster, chromosome 2R, region 38A5-38B4, BAC clone BACR48M05, complete sequence. 
35 0.00047:304:61 
AC005719 

F-NT2RP2000903 

Homo sapiens 5T4 oncofetal trophoblast glycoprotein gene. 
40 2.6e-11 0:541:97 

AJ012159 

F-NT2RP2001200 

Homo sapiens mRNA for KIAA0676 protein, partial cds. 
45 3.3e-1 10:540:96 

ABO 14576 

F-NT2RP2001223 

HS-1054-B2-C02-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone Plate=CT 776 
so Col=4 Row=F, genomic survey sequence. 

7.2e-1 0:1 28:77 
B41982 

F-NT2RP2001276 
55 Mouse regulatory protein (npdc-1) mRNA, complete cds. 

1.2e-38:296:81 
L03814 
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F-NT2RP2001388 

RPCI11-30G23.TV RPCM1 Homo sapiens genomic clone RPCI-11-30G23, genomic survey sequence. 

0.32:53:94 

B87787 

5 

F-NT2RP2001469 

M.musculus tex292 mRNA (5'region). 

4.2e-10:120:83 

X80434 

10 

F-NT2RP2001480 

Homo sapiens thrombospondin 3 (THBS3) gene, complete cds. 

9.0e-140:686:96 

L38969 

15 

F-NT2RP2001495 

Human transporter protein (g17) mRNA, complete cds. 

1.96-35:581:64 

U49082 

20 

F-NT2RP2001514 

Drosophila melanogaster DNA sequence (P1 DS06882 (D310)), complete sequence. 

3.7e-22:475:62 

AC005115 

25 

F-NT2RP2001529 

Homo sapiens mRNA for ZIP-kinase, complete cds. 

4.6e-1 52:757:96 

AB007144 

30 

F-NT2RP2001538 

Sequence 11 from patent US 5624818. 

1.4e-88:528:88 

141141 

35 

F-NT2RP2001562 

Homo sapiens GLE1 (GLE1) mRNA, complete cds. 

2.3e-1 17:572:97 

AF058922 

40 

F-NT2RP2001662 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 460J8, WORKING DRAFT SEQUENCE. 

6.1e-107:365:91 

AL031662 

45 

F-NT2RP2001755 

Sequence 9 from patent US 5750502. 

1.5e-53:518:75 

AR007441 

50 

F-NT2RP2001769 
A.sativa Aspk11 mRNA. 
4.7e-1 7:537:60 
X79992 

55 

F-NT2RP2001817 

Candida albicans SIR2 (SIR2) gene, complete cds. 
4.6e-10:285:61 
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AF045774 
F-NT2RP2001878 

Mus musculus repeat element upstream of the Rasgrf1/Cdc25Mm gene. 
5 5.0e-06:554:60 
AF021791 

F-NT2RP2001903 
M.musculus mRNA for m-calpain. 
10 3.1e-06:337:60 
Y10139 

F-NT2RP2001915 

Homo sapiens chromosome 17, clone hRPK.63_A_1 , complete sequence. 
15 6.8e-28:488:65 
AC005670 

F-NT2RP2001921 

Homo sapiens clone NH0332L11, complete sequence. 
20 1.1e-77: 148:99 

AC005538 

F-NT2RP2001948 

Sequence 2 from patent US 5541311 . 
25 0.59:284:57 
124091 

F-NT2RP2001956 

Feline c-sis proto-oncogene, segment 4. 
30 0.99:101:69 
M25356 

F-NT2RP2002015 

HS-1053-B2-E09-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone Plate=CT 775 
35 Col=1 8 Row=J, genomic survey sequence. 

3.0e-06:1 81:65 
B41504 

F-NT2RP2002063 

40 Homo sapiens chromosome 4 clone B207D4 map 4q25, complete sequence. 

1.3e-1 08:41 8:94 
AC004050 

F-NT2RP2002188 
45 Rattus norvegicus neuroligin 3 mRNA, complete cds. 

1.0e-1 25:700:90 
U41 663 

F-NT2RP2002232 

50 

F-NT2RP2002304 
Human FMR1 gene, 5' end. 
0.12:93:67 
L19476 

55 

F-NT2RP2002409 

Myxococcus xanthus response regulator FrzZ (frzZ) gene, partial cds; alanine dehydrogenase (atdA), putative 
ECF sigma factor RpoE1 (rpoE1), and response regulator homolog (frzS) genes, complete cds; and unknown 



1079 



EP 1 130 094 A2 



genes. 

9. 0e-1 0:553:59 
AF049107 

5 F-NT2RP2002510 

Mus musculus (129SV) DNA, unmapped BAC 10817, complete sequence. 

4.2e-27:573:62 

AC004093 

io F-NT2RP2002527 

Homo sapiens Chromosome 1 1 q 1 2.2 PAC clone pDJ51 9o1 3 containing human gene for ferritin heavy chain (FTH) , 
complete sequence. 
3.2e-1 10:439:99 
AC004228 

15 

F-NT2RP2002533 

Homo sapiens putative tumor suppressor gene 26 protein alpha 2 delta calcium channel subunit mRNA, complete 
cds. 

6.4e-1 41:726:95 
20 AF040709 

F-NT2RP2002564 

Homo sapiens PAC clone DJ0979P20 from 7q33-q35, complete sequence. 
2.6e-1 12:403:98 
25 AC004941 

F-NT2RP2002674 

HS_31 22_B2_A02Jv1R CIT Approved Human Genomic Sperm Library D Homo sapiens genomicclone Plate=31 22 
Col=4 Row=B, genomic survey sequence. 
30 4.8e-13:86:100 
AQ1 82907 

F-NT2RP2002721 

35 F-NT2RP2002824 

Arabidopsis thaliana BAC T19D1 6 genomic sequence. 

1.3e-12:135:69 

U95973 

40 F-NT2RP2002942 

Homo sapiens mRNA for KIAA0806 protein, complete cds. 

6.1e-145:758:94 

AB018349 

45 F-NT2RP2002974 

Mus musculus mRNA for Six5, partial cds. 

8.0e-84:588:82 

D83146 

50 F-NT2RP2002976 

H.sapiens gene for phospholipase C beta 3, exon 14. 

0.93:210:61 

Z37557 

55 F-NT2RP2003042 

G.gallus mRNA for lecithin-cholesterol acyltransf erase. 

9.1e-26:462:65 

X91011 
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F-NT2RP2003138 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 460J8, WORKING DRAFT SEQUENCE. 

3.9e-142:702:96 

AL031662 

F-NT2RP2003179 

Homo sapiens mRNA for KIAA0537 protein, complete cds. 

3.3e-42:587:70 

AB011109 

F-NT2RP2003210 

Mus musculus fatty acid transport protein 4 mRNA, partial cds. 

2.6e-112:726:85 

AF072759 

F-NT2RP2003302 

Human zinc finger protein ZNF136. 

5.5e-63:691 :69 

U09367 

F-NT2RP2003369 

Homo sapiens chromosome 7q22 sequence, complete sequence. 

2.0e-49:249:95 

AF053356 

F-NT2RP2003383 

Homo sapiens chromosome 1 atrophin-1 related protein (DRPLA) mRNA, complete cds. 

1.5e-159:817:95 

AFO 16005 

F-NT2RP2003390 

Homo sapiens SEC63 (SEC63) mRNA, complete cds. 

7.0e-1 15:554:98 

AF100141 

F-NT2RP2003469 

Genomic sequence from Human 9q34, complete sequence. 

5.6e-38:210:97 

AC001644 

F-NT2RP2003545 

Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds. 

2.2e-48:579:71 

AF024636 

F-NT2RP2003593 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 971 N1 8, WORKING DRAFT SE- 
QUENCE. 
1.8e-90:326:99 
AL021396 

F-NT2RP2003599 

F-NT2RP2003655 

M. musculus tex261 mRNA. 

5.3e-77:513:85 

X81058 
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F-NT2RP2003664 

Homo sapiens mRNA for leptin receptor gene-related protein. 

1.7e-1 32:630:98 

Y12670 

5 

F-NT2RP2003931 

Homo sapiens chromosome 19, overlapping cosmids R27918 and R33775, complete sequence 

1.3e-1 14:41 1:97 

AC004447 

10 

F-NT2RP2003940 
Human ZNF43 mRNA. 
1.4e-97:693:82 
X59244 

15 

F-NT2RP2003950 

Sequence 1 from patent US 5648238. 

6.9e-13:143:79 

I55887 

20 

F-NT2RP2004069 

F-NT2RP2004108 
Human zinc finger protein ZNF136. 
25 1.5e-67:548:78 
U09367 

F-NT2RP2004141 

Rattus norvegicus leukocyte common antigen receptor (LAR) gene, trans-spliced alternative untranslated exon 
30 8. Oe-1 0:487:62 

U87960 

F-NT2RP2004179 

Homo sapiens chromosome 11 from 11 p1 5.5 region, complete sequence. 
35 0.56:600:57 
AF015416 

F-NT2RP2004205 

Homo sapiens chromosome 16, cosmid clone RT81 (LANL), complete sequence. 
40 0.32:431:55 
AC005356 

F-NT2RP2004447 

Homo sapiens Chromosome 11q13 BAC Clone 18h3, WORKING DRAFT SEQUENCE, 7 ordered pieces 
45 2.0e-23:252:79 
AC000353 

F-NT2RP2004495 

Human transporter protein (g1 7) mRNA, complete cds. 
50 3.6e-25:497:61 
U49082 

F-NT2RP2004524 

Genomic sequence from Human 9q34, complete sequence. 
55 5.9e-60:203:98 
AC001 644 

F-NT2RP2004556 
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HS_3022_A1_A11_T7C IT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3022 
Col=21 Row=A, genomic survey sequence. 
1 .3e-51:419:79 
AQ119143 

5 

F-NT2RP2004606 

cDNA encoding NIC(Natural Inhibitor of Collagenase). 

1.2e-113:617:92 

E00985 

10 

F-NT2RP2004648 

Felis catus lysosomal beta-galactosiclase (Bgal) mRNA, complete cds. 

1.5e-15:403:64 

AF006749 

15 

F-NT2RP2004670 

Rattus norvegicus vesicla-associate calmodulin-binding protein mRNA, complete cds. 

1.1e-73:493:85 - 

L22557 

20 

F-NT2RP2004794 

Mus musculus mRNA for B-IND1 protein. 

5.6e-12:109:86 

Z97207 

25 

F-NT2RP2004837 

Homo sapiens clone NH0001 P09, WORKING DRAFT SEQUENCE, 1 unordered pieces. 

2.8e-39:352:78 

AC006030 

30 

F-NT2RP2004847 

CIT-HSP-2357D24.TR CIT-HSP Homo sapiens genomic clone 2357D24, genomic survey sequence. 

2.5e-35:1 96:96 

AQ074738 

35 

F-NT2RP2005027 

Human glucose transporter-like protein-Ill (GLUT3), complete cds. 

2.2e-1 45:71 3:96 

M20681 

40 

F-NT2RP2005069 

Rat vacuolar protein sorting hpmolog r-vps33b mRNA, complete cds. 

9.4e-51:200:90 

U35245 

45 

F-NT2RP2005163 

Mouse DNA fragment that hybridizes to HSV-1 Smal A fragment. 

1.4e-08:231:67 

M11041 

50 

F-NT2RP2005181 

Mus musculus cationic amino acid trmsporter (CAT3) mRNA, complete cds. 

1.6e-96:575:85 

U70859 

55 

F-NT2RP2005247 

Mus musculus ret finger protein mRNA, complete cds. 
1.8e-13:310:66 
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L46855 

F-NT2RP2005378 

RPCI11-21D23.TP RPCI-11 Homo sapiens genomic clone RPCI-11-21D23, genomic survey sequence 

3.0e-1 2:131:80 

B85846 

F-NT2RP2005391 

S.muris mRNA for microneme antigen. 

2.5e-1 0:345:61 

Z26947 

F-NT2RP2005425 

Homo sapiens mRNA for KIAA0803 protein, partial cds. 

1.0e-116:566:97 

AB018346 

F-NT2RP2005463 

F-NT2RP2005514 

F-NT2RP2005535 

Homo sapiens DNA-binding protein mRNA, complete cds. 

2.3e-1 25:726:90 

AF038951 

F-NT2RP2005541 

CIT-HSP-2386E2.TF1 CIT-HSP Homo sapiens genomic clone 2386E2, genomic survey sequence 

6.2e-20:1 52:88 

AQ240341 

F-NT2RP2005597 

D.melanogaster mRNA for rotated abdomen protein. 

0.088:270:57 

X95956 

F-NT2RP2005632 

Gallus gallus chicken brain factor-2 (CBF-2) mRNA, complete cds. 

2.0e-07:207:67 

U47276 

F-NT2RP2005666 

Homo sapiens chromosome 11 clone CIT-HSP-1337H24, WORKING DRAFT SEQUENCE, 9 unordered pieces 

1.0:328:57 

AC005849 

F-NT2RP2005774 

Human zinc finger protein ZNF136. 

4.0e-44:451:74 

U09367 

F-NT2RP2005878 

Mus musculus putative steroid dehydrogenase (KIK-I) mRNA, complete cds. 

5.1e-16:382:63 

AF064635 

F-NT2RP2005883 

Human DNA sequence from clone 248E1 on chromosome 6q23.1-23.3 Contains DOPAMINE-BETA-MONOOXY- 
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GENASE PRECURSOR, EF-1-ALPHA-2 pseudogene EST GSS and CA repeat, complete sequence. 

1.5e-30:191:95 

AL023578 

5 F-NT2RP2005887 

Homo sapiens clone NH0001 P09, WORKING DRAFT SEQUENCE, 1 unordered pieces. 

1.8e-50:394:79 

AC006030 

10 F-NT2RP2005941 

Human DNA sequence from cosmid CFAT5, chromosome region 11p13 contains PAX6 exons 1-4, EST and CpG 
Islands. 

9.5e-93:468:96 
Z95332 

15 

F-NT2RP2005994 

Homo sapiens chromosome 4 clone B207D4 map 4q25, complete sequence. 

1.6e-1 39:692:96 

AC004050 

20 

F-NT2RP2006004 

CIT-HSP-2366J21 TF CIT-HSP Homo sapiens genomic clone 2366J21 , genomic survey sequence. 

6.6e-39:206:98 

AQ080257 

25 

F-NT2RP2006042 

Human mRNA for KIAA0144 gene, complete cds. 

1.7e-1 0:220:69 

D63478 

30 

F-NT2RP2006092 

Homo sapiens chromosome 5, BAG clone 319C17 (LBNL H159), complete sequence. 

3.6e-121:562:82 

AC005214 

35 

F-NT2RP2006099 

Human Chromosome 11 pac pDJ392a17, complete sequence. 

8.7e-76:383:92 

AC000385 

40 

F-NT2RP2006134 

Homo sapiens Chromosome 22q11 .2 Cosmid Clone 91c In DGCR Region, complete sequence. 0.055:125:71 
AC000091 

45 F-NT2RP2006269 

D.melanogaster mRNA for rotated abdomen protein. 

5.4e-05:357:58 

X95956 

50 F-NT2RP2006512 

Sequence 1 from Patent EP 0285405. 
3.7e-1 02:659:85 
1 05465 

55 F-NT2RP3000011 

RPCI11-43E12.TJ RPCI11 Homo sapiens genomic clone R-43E12, genomic survey sequence. 

1.8e-10:113:84 

AQ1 95722 
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F-NT2RP3000022 

Human DNA sequence from clone 341 E18 on chromosome 6p11. 2-12.3. Contains a Serine/Threonine Protein 
Kinase gene (presumptive isolog of a Rat gene) and a novel alternatively spliced gene. Contains a putative CpG 
island, ESTs and GSSs, complete sequence. 
6.7e-1 16:284:99 
AL031178 

F-NT2RP3000059 

R.norvegicus mRNA for leucocyte common antigen-related protein (3941 bp). 

0.0031:511:59 

X83546 

F-NT2RP3000063 

Homo sapiens chromosome 19, fosmid 37502, complete sequence. 

0.20:544:57 

AC004755 

F-NT2RP3000125 

HS_3025_A1_D11_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3025 
Col=21 Row=G, genomic survey sequence. 
1.0e-21:1 61:88 
AQ101452 

F-NT2RP3000148 

Human Chromosome 16 BAC clone CIT987SK-A-635H12, complete sequence. 

5.2e-40:257:77 

AC002310 

F-NT2RP3000169 

Homo sapiens MRS1 mRNA, complete cds. 

3.4e-1 06:501:99 

AF093239 

F-NT2RP3000171 

Mus musculus mRNA for B-IND1 protein. 

1.8e-97:571:89 

Z97207 

F-NT2RP3000172 

Rattus norvegicus vesicla-associate calmodulin-binding protein mRNA; complete cds. 

2.0e-1 23:702:86 

L22557 

F-NT2RP3000201 

Homo sapiens mRNA for KIAA0687 protein, partial cds. 

9.2e-1 70:792:98 

AB014587 

F-NT2RP3000232 

HS_3238_B2_D04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 
Plate=3238 Col=8 Row=H, genomic survey sequence. 
9.2e-24:1 74:88 
AQ219879 

F-NT2RP3000304 

Homo sapiens LDL receptor-related protein 6 (LRP6) mRNA, complete cds. 

3.3e-1 71:797:98 

AF074264 
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F-NT2RP3000378 

Mus musculus (clone pVZmSin3A9) mSin3A9 mRNA, complete cds. 

5.8e-1 37:774:89 

L38621 

5 

F-NT2RP3000427 

Mouse cAMP-dependent protein kinase beta subunit gene, exon 1 . 

1.5e-1 8:390:65 

M21096 

10 

F-NT2RP3000436 

cDNA encoding a human novel protein disulfide isomerase like enzyme, EP52. 

4.5e-05:353:59 

E13330 

15 

F-NT2RP3000444 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 1 77I5, WORKING DRAFT SEQUENCE. 

9.7e-75:203:97 

AL022315 

20 

F-NT2RP3000460 

Canis familiaris sec61 homologue mRNA, complete cds. 

7.1e-131:643:88 

M96629 

25 

F-NT2RP3000481 . 

Homo sapiens RanBP7/importin 7 mRNA, complete cds. 

1.7e-1 62:770:98 

AF098799 

30 

F-NT2RP3000616 

Homo sapiens KIAA0405 mRNA, complete cds. 

4.7e-31:579:62 

AB007865 

35 

F-NT2RP3000645 

Human chromosome 12p13 sequence, complete sequence. 

5.9e-07:484:61 

U47924 

40 

F-NT2RP3000652 ' 
Human ZNF43 mRNA. 
4.4e-1 31:853:84 
X59244 

45 

F-NT2RP3000676 

Homo sapiens mRNA for KIAA0446 protein, complete cds. 

2.7e-86:420:98 

AB007915 

50 

F-NT2RP3000677 

Human estrogen receptor- related protein (variant ER from breast cancer) mRNA, complete cds. 

2.9e-21:125:100 

M69296 

55 

F-NT2RP3000721 

HS_2221_A2_C01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2221 
Col=2 Row=E, genomic survey sequence. 
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0.94:254:60 
AQ253443 

F-NT2RP3000789 

5 Mus musculus coding region determinant binding protein mRNA, complete cds. 

5.4e-139:827:87 
AF061569 

F-NT2RP3000818 

10 Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 94M1 6, WORKING DRAFT SEQUENCE 

3.0e-28:218:86 
297201 

F-NT2RP3000820 
is Mus musculus WSB-1 mRNA, complete cds. 

1.1e-77:477:87 
AF033186 

* F-NT2RP3000838 
20 Homo sapiens mRNA for KIAA0638 protein, partial cds. 

2.6e-77:682:79 
ABO 14538 

F-NT2RP3000871 

25 Homo sapiens retinoblastoma-interacting protein (RBBP8) mRNA, complete cds. 

5.8e-07:350:60 
AF043431 

F-NT2RP3000907 

30 Drosophila melanogaster DNA sequence (P1 DS06882 (D310)), complete sequence. 

1.7e-1 3:330:62 
AC005115 

F-NT2RP3000921 

35 cDNA GA3-43 encoding novel polypeptide which appear when differentiate from embryo-tumor cell P1 9 to nerve 

cell. 

6.8e-68:812:69 
E12950 

40 F-NT2RP3001012 

cDNA encoding novel rat protein TIP120 which is formed of complex with TBP (TATA binding protein). 
2.4e-1 29:692:92 
E 12829 

45 F-NT2RP3001044 

Homo sapiens clone NH0001 P09, WORKING DRAFT SEQUENCE, 1 unordered pieces. 

3.7e-60:393:79 

AC006030 

50 F-NT2RP3001061 

F.rubripes GSS sequence, clone 154E17aC12, genomic survey sequence. 

1.8e-07:239:62 

AL018519 

55 F-NT2RP3001159 

Homo sapiens chromosome 11, BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 gene, complete se- 
quence. 
4.4e-24:1 56:72 
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AC004770 
F-NT2RP3001170 

Homo sapiens mRNA for KIAA0784 protein, partial cds. 
5 2.3e-1 81:859:98 

AB018327 

F-NT2RP3001195 

Genomic sequence from Human 9q34, complete sequence. 
w 3.8e-53:253:92 
AC001644 

F-NT2RP3001240 

Canis familiaris sec61 homologue mRNA, complete cds. 
15 1.4e-1 33:740:87 

M96629 

P-NT2RP3001271 

Homo sapiens chromosome 19, cosmid F20237, complete sequence. 
20 0.082:370:60 
AC005775 

F-NT2RP3001322 

Homo sapiens mRNA for KIAA0566 protein, partial cds. 
25 1.9e-38:728:63 
AB011138 

F-NT2RP3001388 

Rattus norvegicus synaptotagmin XI mRNA, complete cds. 
30 1.2e-1 03:701:83 

AF000423 

F-NT2RP3001542 

Human Chromosome 11 Cosmid cSRL34e5, complete sequence. 
35 8.6e-1 7:293:65 

U73643 

F-NT2RP3001560 

Mouse mRNA for thymic epithelial cell surface antigen, complete cds. 
40 7.8e-1 35:742:91 

D67067 

F-NT2RP3001592 

Human Cdk-inhibitor p57KIP2 (KIP2) mRNA, complete cds. 
45 7.2e-12:188:71 
U22398 

F-NT2RP3001650 

Homo sapiens PAC clone DJ0722F20 from 7q31 .1-q31 .3, complete sequence. 
so 1.9e-26:374:72 
AC005281 

F-NT2RP3001685 

Homo sapiens 12q13.1 Cosmid C174F5 (Lawrence Livermore LL12NC01 or LL12NC02 human cosmid libraries) 
55 complete sequence. 

4.6e-73:284:98 
AC004550 
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F-NT2RP3001738 

Homo sapiens chromosome 11, BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 gene, complete se- 
quence. 
1.86-21:186:67 
5 AC004770 

F-NT2RP3001754 

Human DNA sequence*** SEQUENCING IN PROGRESS ***from clone 50024, WORKING DRAFT SEQUENCE 
5.0e-21:131:96 
10 AL034380 

F-NT2RP3001858 

Homo sapiens mRNA for KIAA0584 protein, partial cds. 
5.9e-39:770:63 
15 AB011156 

F-NT2RP3001976 

M.domesticus (C57B1/6J) mRNA for zinc finger protein 30. 
2.0e-37:536:70 
20 230174 

F-NT2RP3002015 

Homo sapiens huntingtin gene, partial exon. 
0.024:175:65 
25 L49359 

F-NT2RP3002160 

Homo sapiens chromosome 9q34, clone 70C11 , complete sequence. 
1.6e-95:249:91 
30 AC002319 

F-NT2RP3002281 

Homo sapiens mRNA for KIAA0765 protein, partial cds. 
1.6e-149:713:98 
35 AB018308 

F-NT2RP3002286 

Mus musculus EGF repeat transmembrane protein mRNA, complete cds. 
2.0e-1 36:756:92 
40 U57368 

F-NT2RP3002311 

Mouse beta-galactosidase (BGAL) gene, complete cds. 
1.0e-29:624:63 
45 M57734 

F-NT2RP3002324 

Human DNA sequence from cosmid RJ14 from a contig from the tip of the short arm of chromosome 1 6, spanning 
2Mb of 16p1 3.3. Contains ESTs and CpG island. 
50 5.7e-122:655:93 
Z69890 

F-NT2RP3002342 

Human transporter protein (g17) mRNA, complete cds. 
55 9.8e-36:565:65 
U49082 

F-NT2RP3002353 
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Streptomyces phaeochromogenes plasm id pJV1 , complete sequence. 

0.15:466:60 

U23762 



5 



F-NT2RP3002409 

Homo sapiens mRNA for KIAA0719 protein, complete cds. 
2.0e-1 89:897:98 
AB0 18262 



10 



F-NT2RP3002411 



Mus musculus putative steroid dehydrogenase (KIK-I) mRNA, complete cds. 

7.8e-122:796:84 

AF064635 



15 



F-NT2RP3002448 

R.norvegicus mRNA for leucocyte common antigen-related protein (3941 bp). 

4.0e-1 1:403:64 

X83546 



20 



F-NT2RP3002571 

Bos taurus mRNA for lyncein. 

8.7e-114:652:90 

Y17923 



25 



F-NT2RP3002664 



H. sapiens CpG island DNA genomic Mse1 fragment, clone 34a2, reverse read cpg34a2.rt1a. 
6.1e-14:211:72 

Z60772 

30 F-NT2RP3002721 

Homo sapiens citrate synthase mRNA, complete cds. 

7.5e-1 79:873:96 

AF047042 

35 F-NT2RP3002737 

Homo sapiens mRNA for HNS PC, complete cds. 

I . 4e-42:409:75 
D82346 

40 F-NT2RP3002738 

Rattus norvegicus mRNA for Crk-associated substrate, p130, complete cds. 

8.9e-122:812:83 

D29766 

45 F-NT2RP3002790 

Human Cdk-inhibitor p57KIP2 (KIP2) mRNA, complete cds. 

2.2e-1 5:626:62 

U22398 

50 F-NT2RP3002836 

Homo sapiens mRNA for KIAA0463 protein, partial cds. 

6.8e-1 52:71 7:99 

AB007932 

55 F-NT2RP3002887 

R.norvegicus mRNA for leucocyte common antigen-related protein (3941 bp). 

2.0e-05:491 :59 

X83546 
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F-NT2RP3002900 

Cricetulus griseus COP-coated vesicle membrane protein CHOp24 mRNA, partial cds 

7.3e-1 3:327:66 

U26264 

5 

F-NT2RP3002958 

Mus musculus IgK chain (6S) intron with insertion/deletion mutations. 

5.6e-22:403:66 

L12153 

w 

F-NT2RP3002983 

Homo sapiens genomic DNA, chromosome 21 q11 .1 , segment 18/28, WORKING DRAFT SEQUENCE 

1.2e-1 18:339:99 

AP000047 

15 

. F-NT2RP3003000 

Homo sapiens T-type calcium channel alpha- 1 subunit mRNA, complete cds. 

7.9e-88:555:88 

AF051946 

20 

F-NT2RP3003076 

Streptomyces coelicolor cosmid 2A11 . 

0.15:505:59 

AL031184 

25 

F-NT2RP3003354 

Homo sapiens secretory carrier membrane protein (SCAMP2) mRNA, complete cds. 

1.2e-34:625:64 

AF005038 

30 

F-NT2RP3003448 

CIT-HSP-721 P7.TV CIT-HSP Homo sapiens genomic clone 721 P7, genomic survey sequence 

1.2e-16:126:89 

B50017 

35 

F-NT2RP3003469 

Homo sapiens chromosome 19, cosmid F23990, complete sequence. 

2.0e-1 8:126:94 

AC005262 

40 

F-NT2RP3003473 

Homo sapiens chromosome 17, clone hRPK.1003_J_3, complete sequence. 

7. 1e-68:474:71 

AC005181 

45 

F-NT2RP3003527 

Homo sapiens mRNA for protein kinase Dyrkl B. 

1.4e-1 60:769:98 

Y17999 

50 

F-NT2RP3003532 

Mus musculus cell surface molecule OX-2 mRNA, complete cds. 

1.3e-96:712:80 

AF004023 

55 

F-NT2RP3003535 

Drosophila melanogaster (P1 DS02368 (D205)) DNA sequence, complete sequence. 0 027-155-65 
AC004313 
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F-NT2RP3003559 

H. sapiens CpG island DNA genomic Mse1 fragment, clone 171h5, reverse read cpg171 h5.rt1a. 
3.9e-50:261:97 

Z59762 

5 

F-NT2RP3003614 

Mus musculus semaphorin Via mRNA, complete cds. 

I. 7e-131:811:86 
AF030430 

10 

F-NT2RP3003729 

Homo sapiens chromosome 10 clone LA10NC01_15_E_11 map 10q26.3, WORKING DRAFT SEQUENCE, 3 un- 
ordered pieces, 
1.4e-97:259:91 
15 AC006171 

F-NT2RP3003849 

F-NT2RP3003874 
20 M. musculus mRNA for myosin I heavy chain. 

2.9e-151:863:89. 
X69987 

F-NT2RP3003939 

25 T24C1 9TF TAMU Arabidopsis thaliana genomic clone T24C1 9, genomic survey sequence. 

1.4e-1 9:293:68 
B29025 

F-NT2RP3003963 

30 CIT-HSP-2050C19.TF CIT-HSP Homo sapiens genomic clone 2050C19, genomic survey sequence. 

1.3e-16:111:95 
B80539 

F-NT2RP3004000 
35 Homo sapiens klotho gene, exon 1 . 

0.042:430:60 
AB009666 

. F-NT2RP3004025 

40 Human DNA sequence from Fosmid 49D8 on chromosome 22, complete sequence. 

0.062:197:65 
Z82186 

F-NT2RP3004067 
45 Human mRNA for KIAA0375 gene, complete cds. 

1.7e-33:556:66 
AB002373 

F-NT2RP3004075 

50 jd1 87 Trypanosome Shotgun M13 genomic Trypanosoma brucei brucei genomic clone 5H9, genomic survey se- 

quence. 
1.5e-1 2:438:61 
B13419 

55 F-NT2RP3004083 

F-NT2RP3004090 

Dog alpha-L-iduronidase (IDUA) gene, exons 7-12. 
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1 .4e-06:469:60 
L01060 

F-NT2RP30041 19 

Human mRNA for KIAA021 5 gene, complete cds. 

1 3e-72:640:75 

D86969 

F-NT2RP3004130 
F-NT2RP3004133 

Pseudomonas aeruginosa phage phi CTX DNA, complete genome. 

0.0018:421:60 

Y13918 

F-NT2RP3004202 
F-NT2RP3004294 

Xenopus laevis ER1 mRNA, complete cds. 

5.0e-77:335:78 

AF0 15454 

F-NT2RP3004309 

Homo sapiens chromosome 11, BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 gene, complete se- 
quence. , 
9.6e-25:231:65 
AC004770 

F-NT2RP3004321 

Homo sapiens chromosome 11 from 1 1 p1 5.5 region, complete sequence. 

3.7e-80:279:95 

AF015416 

F-NT2RP3004345 

Human Cdk-inhibitor p57KIP2 (KIP2) mRNA, complete cds. 

7.2e-12:1 88:71 

U22398 

F-NT2RP3004355 

HS_3212_A1_C08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 
Plate=3212 Col=15 Row=E, genomic survey sequence. 
0.061:266:65 
AQ 176625 

F-NT2RP3004374 

HS-1053-B2-E09-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone Plate=CT 775 
Col=18 Row=J, genomic survey sequence. 
1.3e-06:1 81:67 
B41504 

F-NT2RP3004406 

CIT-HSP-2340N18.TF CIT-HSP Homo sapiens genomic clone 2340N18, genomic survey sequence 

9.9e-74:359:99 

AQ058326 

F-NT2RP3004481 

Mus musculus bassoon gene, exon 6 to 11 . 
0.0060:528:59 
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Y17038 

F-NT2RP3004552 

Mouse mRNA for seizure-related gene product 6 type 2 precursor, complete cds. 
5 7.6e-40:731 :64 

D64009 

F-NT2RP3004557 

Human Ki nuclear autoantigen mRNA, complete cds. 
10 8 ; 1e-120:626:94 
U11292 

F-NT2RP3004625 

Homo sapiens 1-1 receptor candidate protein mRNA, complete cds. 
15 9.8e-151:710:98 
AF082516 

F-NT2RP3004640 

Bos taurus tuftelin mRNA, complete cds. 
20 8.2e-1 04:565:87 

AF1 05228 

F-NT2RP3004647 

Homo sapiens mRNA for KIAA0446 protein, complete cds. 
25 2.1e-109:524:98 
AB007915 

F-NT2RP4000108 

Human gene for neurofilament subunit NF-L. 
30 7.0e-1 58:862:93 

X05608 

F-NT2RP4000634 

Sequence 11 from patent US 5753446. 
35 2.9e-1 55:828:92 

AR008281 

F-NT2RP4000962 

Mus musculus clone OST66, genomic survey sequence. 
40 . 6,0e-48:352:81 
AF046696 

F-NT2RP4001001 

Homo sapiens chromosome 5, Bac clone 58g14 (LBNL H76), complete sequence. 
45 4.8e-47:360:84 
AC005915 

F-NT2RP4001009 

Homo sapiens CAAX prenyl protease (STE24) mRNA, complete cds. 
50 5.9e-1 75:828:98 

AF064867 

F-NT2RP4001467 

Human placental cDNA coding for 5'nucleotidase (EC 3.1 .3.5). 
55 3.3e-159:742:98 
X55740 

F-NT2RP4001877 
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1.7e-27:401:69 
AC005637 

F-NT2RP4001879 

5 

F-NT2RP4002187 

Mus musculus putative steroid dehydrogenase (KIK-I) mRNA, complete cds. 

4.2e-1 15:777:83 

AF064635 

10 

F-NT2RP4002451 

Human DNA sequence*** SEQUENCING IN PROGRESS *** from clone 111 B22, WORKING DRAFT SEQUENCE. 

6.1e-86:452:96 

Z98200 

15 

F-NT2RP4002715 

Homo sapiens clone NH0523H20, complete sequence. 

3.6e-59:410:77 

AC005041 

20 

F-NT2RP4002750 

Mus musculus cationic amino acid transporter (CAT3) mRNA, complete cds. 

3.4e-1 05:586:87 

U70859 

25 

F-OVARC 1000003 

B.taurus mRNA for sodium dependent phosphate transporter. 

9.0e-125:823:83 

X81699 

30 

F-OVARC1 000090 

RPCI11-25E14TP RPCI-11 Homo sapiens genomic clone RPCI-11-25E14, genomic survey sequence. 

1.9e-06:1 51:74 

B86784 

35 

F-OVARC 1000 105 
S.cerevisiae UBC6 gene. 
4.6e-25:525:64 
X73234 

40 

F-OVARC 1000 137 

Human SNARE protein Ykt6 (YKT6) mRNA, completexds. 

1.2e-33:1 84:98 

U95735 

45 

F-OVARC 1000208 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-761 H5, complete sequence. 

1 .7e-79:362:91 

AC002544 

50 

F-OVARC 1000255 

Porcine protein-tyrosine kinase (syk) mRNA, complete cds. 

4.9e-11 6:424:88 

M73237 

55 

F-OVARC1 000275 

Homo sapiens chromosome 21q22.3, PAC clones 314N7, 225L15, BAC clone 7B7, complete sequence bases 1 .. 
333303. 



1096 



EP1 130 094 A2 



0.32:314:61 
AJ011930 

F-OVARC 1000298 

5 Homo sapiens clone RG031 N1 9, WORKING DRAFT SEQUENCE, 1 unordered pieces. 

2.5e-1 21:306:98 
AC005632 

F-OVARC1 000307 
10 Bovine herpesvirus type 1 genes for UL[27.28, 29,30,31 ]. 

0.017:162:67 
X946 77 

F-OVARC1000313 
15 Homo sapiens mRNA for KIAA0573 protein, partial cds. 

1.7e-1 19:585:97 
AB011145 

F-OVARC 1000331 
20 Sequence 2 from patent US 5756332. 

1.9e-48:290:91 
AR009648 

F-OVARC 1000410 
25 Homo sapiens mRNA for angiopoietin-like factor. 

4.6e-26:538:62 
Y16132 

F-OVARC1 000439 

30 

F-OVARC1 000467 

HS_3008_A2_D12JviR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 
Plate=3008 Col=24 Row=G, genomic survey sequence. 
2.0e-11:132:82 
35 AQ1 16995 

F-OVARC 1000529 

HS_3092_B2_C1 1_MF CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3092 
Col=22 Row=F, genomic survey sequence. 
40 8.2e-12:115:84 
AQ 127947 

F-OVARC 1000553 

Homo sapiens chromosome 19, cosmid R26894, complete sequence. 
45 6.5e-92:221:96 
AC005594 

F-OVARC1 000775 

Human chromosome 3p21 .1 gene sequence. 
so 6.9e-69:380:95 
L13435 

F-OVARC 1000811 

Homo sapiens chromosome 16, cosmid clone 432A1 (LANL), complete sequence. 
55 6.7e-77:500:86 
AC004235 

F-OVARC1 000853 
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HS_3234_A1_F05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3234 
Col=9 Row=K, genomic survey sequence. 
4.6e-05:1 11:71 
AQ191345 

5 

F-OVARC1 000873 

Human DNA sequence from clone 1049G16 on chromosome 20q12-13.2 Contains gene similar to GLU- 
COSAMINE-6-SULFATASE, a nuclear receptor coactivator gene, ESTs, STSs, GSSs, complete sequence. 
8.2e-42:234:96 
10 AL034418 

F-OVARC 100091 6 

Sequence 3 from patent US 5674748. 
2.0e-55:422:84 
'5 168139 

F-OVARC 1000956 

Human DNA sequence from cosmid L241B9, Huntington's Disease Region, chromosome 4p16.3 contains poly- 
morphic VNTR pYNZ32. 
20 i.2e-1 07:540:97 

Z69708 

F-OVARC 1000995 

H. sapiens genomic DNA (chromosome 3; clone NL1106D). 
25 4.3e-28:1 66:95 

X87478 

F-OVARC1001030 

Human mRNA for KIAA0339 gene, complete cds. 
30 2.1 e-1 0:334:64 

AB002337 

F-OVARC 1001 049 

*** SEQUENCING IN PROGRESS *** Homo.sapiens chromosome 4, BAC clone C0190L06; HTGS phase 1, 
35 WORKING DRAFT SEQUENCE, 21 unordered pieces. 

5. 4e- 12:420:62 
AC004670 

F-OVARC1001086 
40 Homo sapiens cyclin T2a mRNA, complete cds. 

I. 9e-1 64:761:99 
AF048731 

F-OVARC1001132 

45 Homo sapiens genomic DNA, chromosome 21q11 .1 , segment 9/28, WORKING DRAFT SEQUENCE. 

1.5e-89:328:75 
AP000038 

F-OVARC 100 11 63 
50 Caenorhabditis elegans cosmid F40E1 0, complete sequence. 

3.8e-26:337:71 
Z69792 

F-OVARC 1001 222 

55 ClT-HSP-201 0I15.TR CIT-HSP Horno sapiens genomic clone 2010115, genomic survey sequence. 

1.2e-08: 171:70 
B57734 
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F-OVARC1001260 
F-OVARC1001336 

B.taurus mRNA for sodium dependent phosphate transporter. 
5 5.4e-83:622:80 
X81699 

F-OVARC1001338 

HS_21 81 _B2_E 11 _MF CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=21 81 
io Col=22 Row=J, genomic survey sequence. 

2.3e-17:144:86 
AQ022764 

F-OVARC1001569 

15 Mus musculus bone morphogenetic factor 1 1 (Bmp1 1 ) gene, exon 1 . 

2.9e-06:241 :63 
AF1 00904 

F-OVARC 1001 570 

20 Homo sapiens *** SEQUENCING IN PROGRESS WORKING DRAFT SEQUENCE. 

1.6e- 10:235:64 
AJ011929 

F-OVARC 1001 596 

25 Homo sapiens chromosome 1 7, clone hRPK.372_K_20, complete sequence. 

2.2e-45:498:73 
AC005951 

F-OVARC1001607 

30 Human beta-1 ,2-N-acetylglucosaminyltransferase II (MGAT2) gene, complete cds. 

1.7e-38:323:80 
U15128 

F-OVARC1001725 

35 Homo sapiens patched related protein TRC8 (TRC8) gene, exon 1 and partial cds. 

3.5e- 172:821:98 
AF064800 

F-OVARC1001727 

40 Human DNA sequence from clone 48A11 on chromosome 20p12 Contains EST, STS, GSS, complete sequence. 

2.2e-1 32:633:98 
AL031132 

F-OVARC1001807 
45 Human TR3 orphan receptor mRNA, complete cds. 

7. le-90:566:87 
L13740 

F-OVARC 1001833 

50 Rattus norvegicus cis-Golgi matrix protein GM130 mRNA, complete cds. 

5.2e-46:364:79 
U35022 

F-OVARC1001952 
55 Homo sapiens FGFR-4 gene. 

1.7e-1 4:392:62 
Y13901 
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F-OVARC1001991 

Human Chromosome 11 Cosmid cSRL34e5, complete sequence. 

2.3e-06:298:64 

U73643 

5 

F-OVARC 1002058 
, complete sequence. 
1.3e-1 08:61 7:92 
AC005500 

10 

F-OVARC1002178 

Herpes simplex virus type 2 (strain HG52), complete genome. 

0.43:234:63 

Z86099 

15 

F-PLACE1 000033 

Mus musculus otogelin mRNA, complete cds. 

5.9e-1 8:579:59 

U96411 

20 

F-PLACE1 000231 

Rattus norvegicus WAP four-disulfide core domain protein (ps20) mRNA, complete cds. 

1.1e-18:273:68 

AF037272 

F-PLACE1 000258 

Human KRAB zinc finger protein (ZNP177) mRNA, complete cds. 

1.2e-13:241:70 

U37263 

30 ' ■ 

F-PLACE1 000442 
Human zinc finger protein ZNF1 36. 
2.3e-87:774:76 
U09367 

35 

F-PLACE1 000560 

Homo sapiens chromosome 5, BAC clone 194j18 (LBNL H158), complete sequence 

4.1e-107:318:96 

AC005368 

40 

F- PLACE 1000740 
Rat notch 2 mRNA. 
1.1e-37:399:74 
M93661 

45 

F-PLACE1 000907 

RPCI11-73M20.TJ RPCI11 Homo sapiens genomic clone R-73M20, genomic survey sequence 

3.5e-21:1 47:92 

AQ269030 

50 

F-PLACE1000912 
F-PLACE1 000914 

Homo sapiens chromosome 17, clone HCIT145P4, WORKING DRAFT SEQUENCE, 8 unordered pieces 
55 1.8e-74:206:93 
AC002093 

F-PLACE1 000927 
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Cowpox virus strain GRI-90 DNA (49 kb fragment). 

6.8e-75:683:74 

Y15035 

F-PLACE1 000986 

RPCI11-75H23.TK RPCI11 Homo sapiens genomic clone R-75H23, genomic survey sequence. 

1.0:316:57 

AQ268409 

F-PLACE1001016 

Human dihydropyridine-sensitive L-type calcium channel alpha-1 subunit (CACNL1 A3) mRNA, complete cds. 

0.28:432:59 

L33798 

F-PLACE1001100 

RPCI11-32N5.TK RPC1-11 Homo sapiens genomic clone RPCI-11-32N5, genomic survey sequence. 

0.48:145:64 

AQ047336 

F-PLACE1001114 

Lysobacter enzymogenes beta-lactamase gene sequence. 

0.033:349:60 

M97392 

F-PLACE1001123 

F.rubripes GSS sequence, clone 084A20aC12, genomic survey sequence. 
9.7e-05:1 38:64 
ALO 15804 

F-PLACE1001183 

Homo sapiens BAC clone RG318C11 from 7p14-p15, complete sequence. 

0.15:576:59 

AC005091 

F-PLACE1001229 

F.rubripes GSS sequence, clone 144D13aC10, genomic survey sequence. 
2.2e-21 :271 :70 
ALO 17986 

F-PLACE1001231. 

Rattus norvegicus sodium-dependent multi-vitamin transporter (SMVT) rnRNA, complete cds. 

6.4e-1 02:677:84 

AF026554 

F-PLACE1001340 

Homo sapiens mRNA for KIAA071 9 protein, complete cds. 

1.3e-130:636:97 

AB018262 

F-PLACE1001401 

CIT-HSP-2323H22.TR CIT-HSP Homo sapiens genomic clone 2323H22, genomic survey sequence. 

6.4e-13:165:76 

AQ028562 

F-PLACE1001407 

Human DNA sequence from clone 496H19 on chromosome 6q24 Contains ESTs, complete sequence. 

2.4e-28:228:85 

AL023582 
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F-PLACE1001464 

Human placental cDNA coding for 5 nucleotidase (EC 3.1 .3.5). 

5.0e-1 51:742:96 

X55740 

5 

F-PLACE1001500 

CIT-HSP-2368L16.TR CIT-HSP Homo sapiens genomic clone 2368L16, genomic survey sequence. 

1.1e-25:150:97 

AQ078655 

w 

F-PLACE1001516 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-575C2, complete sequence. 

1.2e-1 39:676:98 

AC002425 

15 

F-PLACE1001536 

Human Chromosome X clone bWXD173, WORKING DRAFT SEQUENCE, 2 ordered pieces. 

1.7e-1 42:51 3:97 

AC004387 

20 

F-PLACE1001564 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 287G14, WORKING DRAFT SE- 
QUENCE. 
2.9e-1 04:373:89 
25 AL033377 

F-PLACE1001655 

Homo sapiens Shab-related delayed-rectifier K+ channel alpha subunit (KCNS3) mRNA, complete cds. 
1.3e-1 23:585:98 
30 AF043472 

F-PLACE1001788 

Homo sapiens mRNA for HYA22, complete cds. 
9.9e-21:234:75 
35 D88153 

F-PLACE1001795 

Drosophila melanogaster; Chromosome 3L; Region 83F1-83F2; P1 clone DS07437, WORKING DRAFT SE- 
QUENCE, 3 unordered pieces. 
40 1.4e-05:218:64 
AC005985 

F-PLACE1001836 

Homo sapiens BAC clone GS155M11 from 7q21-q22, complete sequence. 
45 4.9e-79:577:82 
AC004022 

F-PLACE1001918 

Arabidopsis thaliana BAC T19D1 6 genomic sequence. 
50 3.7e-24:417:63 
U95973 

F-PLACE1001949 

S.cerevisiae chromosome XV reading frame ORF YOR291w. 
55 3.6e-1 6:255:70 

Z75199 

F-PLACE1 002080 



1102 



EP 1 130 094 A2 



Homo sapiens antigen NY-CO-9 (NY-CO-9) mRNA, partial cds. 

7.5e-1 29:622:98 

AF039691 

5 F-PLACE1 002095 

Homo sapiens chromosome 5, P1 clone 1130f1 (LBNL H40), complete sequence. 

2.3e-48:551:71 

AC004219 

10 F-PLACE1002153 

Homo sapiens TACC2 protein (TACC2) mRNA, partial cds. 

8.3e-1 61:764:98 

AF095791 

15 F-PLACE1 002329 

Sequence 12 from Patent WO 9000403. 

6.9e-05:380:63 

I09634 

20 F-PLACE1 002355 

Homo sapiens protease-activated receptor 4 mRNA, complete cds. 

2.8e-1 7:1 90:77 

AF055917 

25 F-PLACE1 002374 

Human mRNA for pro-cathepsin L(major excreted protein MEP). 

6.2e-1 62:71 6:94 

X12451 

30 F-PLACE 1002518 

HS_3091_A1_F08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3091 
Col=15 Row=K, genomic survey sequence. 
3.2e-74:316:94 
AQ1 23005 

35 

F-PLACE1 002547 

Homo sapiens mRNA for KIAA0719 protein, complete cds. 
2.6e-1 71:81 9:98 
ABO 18262 

40 

F-PLACE1 002726 

CIT-HSP-2369G10.TR CIT-HSP Homo sapiens genomic clone 2369G10, genomic survey sequence. 

4.8e-1 8:1 35:88 

AQ075115 

45 

F-PLACE 1002905 

Drosophila melanogaster DNA sequence (P1 DS00906 (D99)), complete sequence. 

3.7e-06:235:66 

AC004154 

50 

F-PLACE1 002911 

Bovine herpesvirus 1 complete genome. 

0.93:264:63 

AJ004801 

55 

F-PLACE 1002967 

Homo sapiens IgE receptor beta chain (HTm4) mRNA, complete cds. 
0.0041:302:60 
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L35848 

F-PLACE1003135 

Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds. 

4.7e-49:450:75 

AF024636 

F-PLACE1003163 

Homo sapiens DBI-related protein mRNA, complete cds. 

4.7e-1 52:722:98 

AF069301 

F-PLACE1 003407 

Homo sapiens putative transmembrane protein (CLN5) mRNA, complete cds. 

6.3e-1 41:682:97 

AF068227 

F-PLACE1 003428 

Human DNA sequence from clone 55C23 on chromosome 6q22.3-23.3 contains vanin-like genes VNN1 and VNN2, 

ESTs, GSSs,, complete sequence. 

1.2e-116:286:100 

AL032821 

F-PLACE1 003438 

Pseudomonas alcaligenes outer membrane Xcp-secretion system gene cluster. 

0.13:468:60 

AF092918 

F-PLACE1 003460 

HS_3234_A1 _F05_M R C IT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3234 
Col=9 Row=K, genomic survey sequence. 
5.8e-05:1 11:71 
AQ191345 

F-PLACE1 003529 

Homo sapiens clone DJ0981O07, complete sequence. 

5.8e-134:457:97 

AC006017 

F- PLACE 1003573 

Sequence 2 from patent US 5792648. 

0.93:186:62 

AR022348 

F-PLACE1 003598 

Mus musculus mismatch repair protein (MSH6) gene, exon 1 . 

3.3e-07:311:63 

AF031085 

F-PLACE1 003644 

Homo sapiens Chromosome 11q23 PAC clone pDJ149k2 containing PLZF gene encoding kruppel-like zinc finger 

protein, complete sequence. 

1.8e-06:138:74 

AC001234 

F-PLACE1 003737 

Homo sapiens Xp22-83 BAC GSHB-324M7 (Genome Systems Human BAC Library) complete sequence 
1.4e-1 65:791:98 
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AC005859 
F-PLACE1 003772 

Human p300/CBP-associated factor (P/CAF) mRNA, complete cds. 
5 2.2e-07:448:61 
U57317 

F-PLACE1 003839 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-69G12, complete sequence. 
10 2.0e-1 06:525:97 

AC004131 

F-PLACE1 003845 

Caenorhabditis elegans cosmid D2096. 
15 9.8e-26:386:69 
U40800 

F-PLACE1 003852 

Homo sapiens mRNA for KIAA0758 protein, partial cds. 
20 7.4e-1 71:81 4:98 

AB0 18301 

F-PLACE1 004028 

25 F-PLACE1 004078 

Homo sapiens PAC clone DJ0722F20 from 7q31 .1 -q31 .3, complete sequence. 

2.0e-11 6:274:98 

AC005281 

30 F-PLACE1004166 

HS_3223_A1 _H09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3223 
Col=1 7 Row=0, genomic survey sequence. 
0.77:304:58 
AQ1 93346 

35 

F-PLACE1004168 
F-PLACE1004199 

CIT-HSP-2328F14.TR CIT-HSP Homo sapiens genomic clone 2328F14, genomic survey sequence. 
40 g.4e-1 6:1 86:76 

AQ042262 

F- PLACE 1004279 

Homo sapiens putative renal organic anion transporter 1 (hROATI) mRNA, complete cds. 
45 1.2e-18:456:62 
AF057039 

F- PLACE 1004282 

50 F- PLACE 1004305 

Homo sapiens mRNA for KIAA0740 protein, complete cds. 

2.7e-121:612:96 

ABO 18283 

55 F-PLACE1 004441 

Human G protein -co up led receptor (GPR1 ) gene, complete cds. 

2.4e-1 04:537:95 

U13666 
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F-PLACE1 004450 

Pleuronectes americanus aminopeptidase N (ampN) mRNA, complete cds. 

3.1e-20:601:60 

AF0 12465 

F-PLACE 1004482 

HS_3032„B1_C03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 

Plate=3032 Col=5 Row=F, genomic survey sequence. 

1.1e-86:423:98 

AQ129106 

F-PLACE 1004492 

Human DNA sequence from PAC 434P1 on chromosome 22. Contains inward rectifier potassium channel 4, (po- 
tassium channel, inwardly rectifying, subfamily J, member 4) (hippocampal inward rectifier) (HIR) (HRK1) (HIRK2) 
(KIR2.3), ESTs similar to lumen protein retaining receptor 2 (KD EL receptor 2), DEAD-box protein P72, ESTs, CpG 
islands. 
0.17:180:67 
Z97056 

F-PLACE1004519 

Human DNA sequence from clone 24o1 8 on chromosome 6p21 .31 -22.2 Contains zinc finger protein pseudogene, 

VNO-type olfactory receptor pseudogene, nuclear envelope pore membrane protein, EST, STS, GSS, complete 

sequence. 

1.1e-75:432:84 

AL021808 

F-PLACE1 004520 

Human pregnancy -specific beta- 1 -glycoprotein mRNA PSG95, complete cds. 

4. 1e-1 09:606:92 

M34715 

F-PLACE 1004630 

Homo sapiens mRNA for osteoblast specific cysteine-rich protein, complete cds. 

6.2e-1 38:749:92 

AB008375 

F-PLACE1 004637 

HS-1061-B1-E10-MF.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone Plate=CT 783 

Col=19 Row=J, genomic survey sequence. 

0.013:92:75 

B45487 

F-PLACE1 004648 
F-PLACE1004816 

Homo sapiens mRNA for Hakata antigen, complete cds. 

3.8e-98:590:90 

D88587 

F-PLACE1 004887 

Dog alpha-L-iduronidase (IDUA) gene, exons 7-12. 

1 .2e-06:469:60 

L01060 

F-PLACE1 005003 

Human SNC1 9 mRNA sequence. 

4.8e-20:472:63 

U20428 
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F- PLACE 1005005 

Homo sapiens chromosome 21 q22.3, PAC clones 31 4N7, 225L1 5, BAC clone 7B7, complete sequence bases 1 
333303. 

7.8e-1 43:650:97 
5 AJ011930 

F-PLACE1 005031 

Bovine chlorine channel protein (p64) mRNA, complete cds. 
7.1e-62:463:83 
10 L16547 

F-PLACE1 005239 

Homo sapiens mRNA for HIRIP3 protein, clone pH4-31 . 
2.2e-14:115:85 
IS AJ223349 

F-PLACE1 005250 

Mus musculus maternal transcript Maid (Maid) mRNA, complete cds. 
3.3e-40:370:77 
20 U50734 

F- PLACE 1005383 

Homo sapiens UP50 mRNA, complete cds. 
2.7e-1 26:633:96 
25 AF093118 

F-PLACE1 005410 

Rattus rattus sec61 homologue mRNA, complete cds. 
1.9e-1 15:771:85 
30 M96630 

F-PLACE1 005426 

Homo sapiens chromosome 19, CIT-HSP BAC 490g23 (BC338531), complete sequence. 
7.2e-113:391:96 
35 AC005392 

F-PLACE1005519 

Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds. 
1.0e-53:521:74 
40 AF024636 

F-PLACE 1005539 

c-erbB=proto-oncogene {exon 1 , promoter} [chickens, Genomic, 700 nt]. 
3.6e-05:434:62 
45 S66408 

F-PLACE1 005544 

Mus musculus junctional adhesion molecule (Jam) mRNA, complete cds. 
3.3e-56:575:74 
so U89915 

F-PLACE1 005569 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 59A1 , WORKING DRAFT SEQUENCE. 
1.1e-118:381:96 
55 AL034397 

F-PLACE1 005601 

Human PAC clone DJ515N1 from 22q11.2-q22, complete sequence. 
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3.9e-1 43:697:98 
AC002073 

F-PLACE1 005660 

F-PLACE1 005669 

Fruit fly (D.melanogaster) Glued mRNA, complete cds. 

3.4e-1 4:275:66 

J02932 

F-PLACE1 005682 

Mus musculus Ankhzn mRNA, complete cds. 

0.75:347:57 

AB0 11 370 

F-PLACE1 005725 

Homo sapiens huntingtin (HD) gene, exon 1. 

1.4e-06:425:62 

L27350 

F-PLACE1 005736 
F-PLACE1 005745 

HS_3039_B1_F1 2_MF CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3039 
Col=23 Row=L, genomic survey sequence. 
1.0:283:59 
AQ 155068 

F-PLACE1 005768 

Human DNA sequence from Fosmid 24E5 on chromosome 22q11 .2-qter contains paralbumin, ESTs, STS. 

1.5e-1 41:71 9:96 

Z82185 

F-PLACE1005815 

Sequence 1 from patent US 5571 905. 

0.088:199:62 

I28535 

F-PLACE1 005878 

Bovine chlorine channel protein (p64) mRNA, complete cds. 

2.5e-54:394:84 

L16547 

F-PLACE1 005927 

HS_31 38_B2_B03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=31 38 
Col=6 Row=D, genomic survey sequence. 
8.0e-32:1 62:95 
AQ 183333 

F-PLACE1 006071 
1.6e-1 80:877:96 
AF028816 

F-PLACE1 006073 

Homo sapiens mRNA for glucuronyltransferase I, complete cds. 

1 .7e-94:464:98 

AB009598 
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F-PLACE1006079 

Homo sapiens distal-less homeobox protein (DLX3) gene, complete cds. 

5.2e-1 07:423:96 

AF028233 

5 

F-PLACE1 006093 

jd1 87 Trypanosome Shotgun M13 genomic Trypanosoma brucei brucei genomic clone 5H9, genomic survey se- 
quence. 
0.00018:316:60 
10 B13419 

F- PLACE 1006208 

Bovine herpesvirus type 1 early-intermediate transcription control protein (BICP4) gene, complete cds. 
1.4e-12:421:64 
15 L14320 

F-PLACE1006219 

Caenorhabditis eleganscosmid D2096. 
6.4e-25:386:69 
20 U40800 

F-PLACE 1006277 

Human DNA sequence*** SEQUENCING IN PROGRESS*** from clone 159A1 , WORKING DRAFT SEQUENCE. 
7.2e-1 35:381:97 
25 AL034397 

F-PLACE1 006290 

Caenorhabditis elegans cosmid F09E5. 
1.4e-08:354:61 
30 U37429 

F-PLACE 1006443 

Homo sapiens chromosome 17, clone HCIT145P4, WORKING DRAFT SEQUENCE, 8 unordered pieces. 
2.9e-80:1 68:95 
. 35 AC002093 

F-PLACE1006515 

Homo sapiens mRNA for KIAA0576 protein, partial cds. 
4.2e-140:655:99 
40 AB011148 

F-PLACE1006716 

Human DNA sequence from PAC 151 B14 on chromosome 22q12-qter contains somatostatin receptor subtype 3 
(SSTR3), tRNA, ESTs, CpG island and STS. 
45 2.2e-51:621:70 
Z86000 

F-PLACE1 006786 

CITBI-E1-2502A9.TR CITBI-E1 Homo sapiens genomic clone 2502A9, genomic survey sequence. 
50 0.43:237:64 
AQ264473 

F-PLACE1 006809 

HS_2255_B1 J = 05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2255 
55 Col=9 Row=L, genomic survey sequence. 

2.1e-14:95:97 
AQ131814 
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F-PLACE1 006959 

HS_3247_B1_E03_MR C IT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3247 
Cot=5 Row=J, genomic survey sequence. 
1.1e-09:1 99:70 
5 AQ220414 

F-PLACE1 007028 

Homo sapiens Chromsome 11p15.5 PAC clone pDJ754h15 containing cdk-inhibitor p57/KIP2 (CDKN1C) gene, 
complete sequence. 
10 2.0e-24:658:62 
AC005950 

F-PLACE1 007040 

Mus musculus neuronal intermediate filament protein (alpha-internexin) gene, complete cds. 
15 8.8e-09:585:62 
L27220 

F-PLACE1 007077 

20 F-PLACE1 007081 

RPCI11-31D7.TJ RPCI-11 Homo sapiens genomic clone RPCI-11-31D7, genomic survey sequence. 

2.3e-42:228:97 

AQ016433 

25 F-PLACE1 007096 

F- PLACE 1007296 

Human mRNA for a presumptive KDEL receptor. 
1.3e-71:542:83 
30 X55885 

F-PLACE1 007591 

Homo sapiens full length insert cDNA clone YP44A02. 
1.1e-18:141:90 
35 AF085890 

F-PLACE1 007626 

Homo sapiens unknown mRNA, complete cds. 
7.8e-1 04:51 6:97 . 
40 AF047439 

F-PLACE1 007702 

Homo sapiens chromosome 17, clone 363G12, WORKING DRAFT SEQUENCE, 11 unordered pieces. 
7.5e-50:439:77 
45 AC002348 

F-PLACE1 007845 

Caenorhabditis elegans cosmid F09E5. 
4.4e-08:355:62 
50 U37429 

F-PLACE1 007881 

CITBI-E1-2517N6.TF CITBI-E1 Homo sapiens genomic clone 251 7N6, genomic survey sequence. 
1.4e-14:104:95 
55 AQ279407 

F-PLACE1 007971 

HS_3237_B2_F09_MR C IT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3237 
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Col=18 Row=L, genomic survey sequence. 

1.2e-12:169:76 

AQ206052 

5 F-PLACE1 008282 

Homo sapiens clone DJ0042M02, WORKING DRAFT SEQUENCE, 20 unordered pieces. 

4.5e-10f :192:100 

AC005995 

10 F-PLACE1 008297 

Mycoplasma genitalium random genomic clone hg1 , partial cds. 

0.099:193:60 

U02109 

15 F-PLACE 1008359 

Homo sapiens DNA for (CGG)n trinucleotide repeat region, isolate CL16-1 (Chr.16). 

0.53:185:65 

AJ001218 

20 F-PLACE1 008469 

Homo sapiens chromosome 17, clone HCIT145P4, WORKING DRAFT SEQUENCE, 8 unordered pieces. 

1.2e-93:213:98 

AC002093 

25 F-PLACE1 008549 

Homo sapiens E74-like factors (ELF5) mRNA, complete cds. 

5.7e-1 44:693:98 

AF049703 

30 F-PLACE1 008657 

Bovine mRNA for adseverin, complete cds. 

5. 6e-1 40:782:90 

D26549 

35 F-PLACE1 008716 

Human beta-1 ,2-N-acetylglucosaminyltransferase II (MGAT2) gene, complete cds. 

1.1 e-1 33:648:97 

U15128 

40 F-PLACE1 008744 

Sequence 1 from patent US 5691147. 

8.4e-91:475:95 

176197 

45 F-PLACE1 008984 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 167A19, WORKING DRAFT SE- 
QUENCE. 
4.2e-1 03:493:99 
AL031427 

50 

F-PLACE1 008985 

Mus musculus synaptotagmin VIII mRNA, partial cds. 

1.1e-23:289:72 

U20107 

55 

F-PLACE1 009067 

H. sapiens CpG island DNA genomic Mse1 fragment, clone 52e12, forward read cpg52e12.ft1a. 

I. 2e-28:1 64:96 



1111 



EP1 130 094 A2 



Z61442 

F-PLACE1009196 
F-PLACE1 009279 

H. sapiens mRNA for serine protease. 

6.0e-1 0:327:64 

Y07921 

F-PLACE1 009527 

Human DNA-binding protein ABP/ZF mRNA, complete cds. 

2.0e-1 9:125:96 

U82613 

F-PLACE1 009546 

S.lividans mercury resistance operon. 

0.56:358:59 

X65467 

F-PLACE1 009600 

Mouse mRNA for tetracycline transporter-like protein, complete cds. 

2.1e-128:718:91 

D88315 

F-PLACE1 009735 

Homo sapiens clone NH0523H20, complete sequence. 

2.9e-128:613:99 

AC005041 

F-PLACE1 009982 

F-PLACE1010011 
, complete sequence. 
2.1e-26:234:83 
AC005409 

F-PLACE1010078 

Saccharomyces cerevisiae chromosome XII cosmid 8300. 

0.066:273:58 

U 19028 

F-PLACE1 010081 

Homo sapiens serine/threonine kinase RICK (RICK) mRNA, complete cds. 

7.0e-1 50:733:97 

AF027706 

F-PLACE1010251 

Sequence 1 from patent US 5665588. 

0.0012:309:62 

I64695 

F-PLACE1010445 

Herpes simplex virus type 2 (strain HG52), complete genome. 

9.4e-07:511:58 

Z86099 

F-PLACE1010713 

Mus musculus putative steroid dehydrogenase (KIK-I) mRNA, complete cds. 



1112 



EP1 130 094 A2 



2.1e-89:612:83 
AF064635 

F-PLACE1010784 
5 Sequence 1 from patent US 5686597. 

2.5e-1 03:505:98 
I73723 

F-PLACE1010827 

10 Cricetulus griseus COP-coated vesicle membrane protein CHOp24 mRNA, partial cds. 

7.3e-1 3:327:66 
U26264 . 

F-PLACE1010968 
15 O.cuniculus mRNA for titin. 

0.44:165:64 
X64696 

F-PLACE1 011045 
20 Homo sapiens E1 -like protein mRNA, complete cds. 

1.8ej1 27:595:99 
AF094516 

F-PLACE1011116 

25 HS_2033_A2_E05_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2033 

Col=10 Row=l, genomic survey sequence. 
8.3e-29:1 92:92 
AQ229784 

30 F-PLACE1011181 

H. sapiens CpG island DNA genomic Mse1 fragment, clone 99f2, reverse read cpg99f2.rt1a. 
4.8e-35:200:95 

Z64239 

35 F-PLACE1011236 

Mus musculus mRNA for RST, complete cds. 

4.5e-54:717:66 

AB005451 

40 F-PLACE1011364 

Homo sapiens protein kinase/endoribonulcease (IRE1) mRNA, complete cds. 

0.13:502:57 

AF059198 

45 F-PLACE1011407 

M.domesticus (C57B1/6J) mRNA for zinc finger protein 30. 

7.2e-15:313:68 

Z30174 

so F-PLACE1011516 

Drosophila melanogaster; Chromosome 3L; Region 79F1 -80A2; BAC clone BACR48E05, WORKING DRAFT SE- 
QUENCE, 4 unordered pieces. 

I. 8e-1 6:31 7:66 
AC005720 

55 

F-PLACE1011708 

Homo sapiens intrinsic factor-B12 receptor precursor, mRNA, complete cds. 
1.8e-143:722:96 
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AF034611 
F-PLACE1011824 

Human Ste20-like kinase (MST2) mRNA, complete cds. 

5.0e-1 00:561:92 

U26424 

F-PLACE 101 1978 

Figure 2. Nucleotide and translated protein sequences of HPF1 , -2, and -9. 

9.6e-76:722:74 

M27877 

F-PLACE2000118 

Homo sapiens DNA sequence from PAC 393P12 on chromosome Xp11.21. Contains a hypothetical protein 
KIAA0413 (KIAA0412, KIAA0065, KIAA0569) LIKE Zinc Finger protein pseudogene, a hypothetical Proline-rich 
protein KIAA0269 LIKE gene and a 60S Ribosomal Protein L7 LIKE pseudogene. Contains ESTs, an STS and a 
GSS (BAC end sequence), complete sequence. 
5.2e-1 12:568:95 
AL022578 

F-PLACE2000219 

Homo sapiens Down Syndrome critical region, partial sequence. 

0.0059:144:71 

AF015262 

F-PLACE3000181 

Sequence 102 from patent US 5643781. 

4.1 e-1 27:745:90 

151041 

F-PLACE3000213 
F-PLACE4000354 

HS_3071 _A2_B06_MF CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3071 
Col=12 Row=C, genomic survey sequence. 
4.4e-1 2:335:64 
AQ 137396 

F-PLACE4000455 

Homo sapiens transcriptional enhancer factor (TEF1 ) DNA, complete CDS. 
9.5e-1 18:563:98 
M 63896 

F-SKNMC1 000004 

Homo sapiens clone RG031N19, WORKING DRAFT SEQUENCE, 1 unordered pieces. 

2.9e-1 41:292:98 

AC005632 

F-SKNMC1000014 

CIT-HSP-2359K1 1 TR CIT-HSP Homo sapiens genomic done 2359K1 1 , genomic survey sequence. 

0.89:136:67 

AQ075724 

F-SKNMC1 000082 

H.sapiens CpG island DNA genomic Msel fragment, clone 26g3, reverse read cpg26g3.rt1b. 

5.6e-06:60:98 

265216 
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F-THYR01 000036 
F-THYR01 000061 

Homo sapiens chromosome 19, cosmid R28991, complete sequence. 
5 2.4e-1 05:425:94 

AC004623 

F-THYR01 000099 

Rattus norvegicus leukocyte common antigen receptor (LAR) gene, trans-spliced alternative untranslated exon. 
w 0.35:609:57 
U87960 

F-THYRO1000196 

Homo sapiens Ksp-cadherin (CDH16) mRNA, complete cds. 
15 5. 1e-1 25:475:98 

AF016272 

F-THYR0 1000400 

Mycobacterium tuberculosis sequence from clone y423. 
20 1.0:264:59 
AD000014 

F-THYR01 000580 

HS_321 6_A1_H09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=321 6 
25 Col=1 7 Row=O f genomic survey sequence. 

2.8e-25:157:96 
AQ 184086 

F-THYR0 1000584 
30 Boar mRNA for 135kDa protein, complete cds. 

2.0e-1 04:787:80 
D28521 

F-THYR01 000678 
35 M.musculus Cx30 gene. 

6.9e-41:285:85 
Z70023 

F-THYR01 000776 

40 Drosophila melanogaster DNA sequence (P1 DS08948 (D1 68)), complete sequence. 

2.7e-1 0:389:59 
AC004288 

F-THYR01 000795 

45 Rattus norvegicus mRNA for mitochondrial dicarboxylate carrier. 

1.2e-1 07:736:83 
AJ223355 

F-THYR01 000846 

50 CITBI-E1 -2505H6.TR CITBI-E1 Homo sapiens genomic clone 2505H6, genomic survey sequence. 

0.00025:351:61 
AQ260270 

F-THYR01 000866 
55 Homo sapiens SKB1 Hs mRNA, complete cds. 

3.3e-91:529:89 
AF015913 
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F-THYR0 1000956 

Human G protein-coupled receptor APJ gene, complete cds. 

3.8e-1 48:724:97 

U03642 

F-THYR01 000964 

Drosophila melanogaster Pelle associated protein Pellino (Pli) mRNA, complete cds. 

5.0e-37:714:64 

AF091624 

F-THYR01 000999 

CITBI-E1-2508B3TF CITBI-E1 Homo sapiens genomic clone 2508B3, genomic survey sequence. 

1.2e-06:280:62 

AQ261426 

F-THYRO1001063 

H. sapiens (xs174) mRNA, 300bp. 

I. 6e-41:298:85 
Z36825 

F-THYRO1001071 

Human mRNA for KIAA0154 gene, partial cds. 

7.4e-1 6:1 97:73 

D63876 

F-THYRO1001102 

Homo sapiens PAC clone DJ130H16 from 22q12.1-qter, complete sequence. 

3.5e-10:128:83 

AC004997 

F-THYRO1001113 

Homo sapiens mRNA for LGMD2B protein. 
8.8e-52:684:68 
" AJ007670 

F-THYRO1001128 

Homo sapiens chromosome 9q34, clone 63G10, complete sequence. 

1.2e-1 41:227:97 

AC002096 

F-THYRO1001205 

F-THYRO1001237 

Mus musculus interleukin-2 (H-2) gene, 5'end. 

0.77:78:74 

L07576 

F-THYR0 1001242 

Mouse mRNA for thymic epithelial cell surface antigen, complete cds. 

5.1e-127:721:90 

D67067 

F-THYRO1001266 

Human sodium iodide symporter mRNA, complete cds. 

2.7e-41:806:62 

U66088 

F-THYRO1001327 
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Human DNA sequence from clone 453C12 on chromosome 20q12-13.12 Contains SDC4 (syndecan 4 (amphig- 
lycan, ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilln-4) STS, GSS, CpG 
island, complete sequence. 
3.1 e-11 7:374:96 
5 AL021578 

F-THYRO1001456 

F-THYRO1001457 
10 M.musculus (Balb/c) mRNA for serine/threonine protein kinase. 

1 .8e-57:491 :69 
Z34524 

F-THYR01 001471 
15 Sequence 52 from Patent W09712992. 

0.00019:546:58 
A62364 

F-THYRO1001478 

20 

F-THYRO1001495 

Homo sapiens clone DJ1163L11 , complete sequence. 

4.4e-20:222:76 

AC005230 

25 

F-THYRO1001523 

Human DNA sequence SEQUENCING IN PROGRESS *** from clone 407F17, WORKING DRAFT SE- 
QUENCE. 
8.8e-21:538:62 
30 Z83845 

F-THYRO1001529 

M.musculus mRNA for serine palmitoyltransferase subunit B. 
5.8e-32:448:66 
35 X95642 

F-THYRO1001593 

Homo sapiens chromosome 19, cosmid R31237, complete sequence. 
5.8e-91:213:98 
40 AC005581 

F-THYRO1001608 

Homo sapiens T-cell receptor alpha delta locus from bases 1000498 to 1071650 (section 5 of 5) of the Complete 
Nucleotide Sequence. 
45 0.0028:335:65 
AE000662 

F-THYRO1001641 

Leishmania major chromosome 3 clone L6290 strain Friedlin, WORKING DRAFT SEQUENCE, 2 ordered pieces. 
so 0.92:378:61 
AC005928 

F-THYRO1001700 

HS_3220_A1_B08_MRCIT Approved Human Genomic Sperm Library D Homo sapiens genomicclone Plate=3220 
55 Col=15 Row=C, genomic survey sequence. 

1.0e-49:265:96 
AQ 184388 
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F-THYRO1001702 

Mus musculus mRNA for myeloid associated differentiation protein. 

1 .4e,70:502:82 

AJ001616 

F-THYRO1001725 

F.rubripes GSS sequence, clone 1 33B1 6aE1 , genomic survey sequence. 

3.8e-06:249:65 

AL004967 

F-THYRO1001770 

S.cerevisiae chromosome II reading frame ORF YBR059c. 

1.5e-07:320:62 

Z35928 

F-THYRO1001803 

Homo sapiens chromosome 10 clone CRI-JC2019 map 10q22.1-10q22.2, WORKING DRAFT SEQUENCE, 1 
ordered pieces. 
1 .2e-38:234:94 
AC006108 

F-Y79AA 1000030 

Homo sapiens chromosome 5, BAC clone 319C17 (LBNL H159), complete sequence. 

9.9e-92:389:98 

AC005214 

F-Y79AA1000127 

Homo sapiens genomic DNA, chromosome 21 q11 .1 , segment 5/28, WORKING DRAFT SEQUENCE. 

9.2e-1 31:359:1 00 

AP000034 

F-Y79AA 1000207 

Homo sapiens chromosome 17, clone hRPK.271_K_11 , complete sequence. 

2.2e-1 51:302:98 

AC005562 

F-Y79AA 1000226 

Drosophila meianogaster, chromosome 2L, region 21 C5-21 D1 , P1 clone DS0761 0, complete sequence. 

1.1e-50:549:67 

AC004573 

F-Y79AA 1000270 

Bos taurus vacuolar H+ ATPase subunit Ac45 mRNA, complete cds. 

6.4e-111:771:83 

U 10039 

F-Y79AA1 000426 

Mus musculus activin beta E subunit mRNA, complete cds. 

2.4e-87:703:76 

U96386 

F-Y79AA1 000521 

Homo sapiens LERK-6 (EPLG6) gene, exon 1 . 

0.0092:148:68 

U92893 

F-Y79AA1 000750 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-761 H5, complete sequence. 
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9.0e-07:1 43:74 
AC002544 

F-Y79AA 1000776 

5 

F-Y79AA1 000777 

Podospora anserina beta transducin-like protein (het-e1 ) gene, complete cds. 

6.6e-1 7:760:59 

L28125 

w 

F-Y79AA1 000876 

Homo sapiens long form transcription factor C-MAF (c-maf) mRNA, complete cds. 

3.3e-1 0:323:66 

AF055377 

15 - 

F-Y79AA1 000888 

Streptomyces coelicolor cosmid 8A6. 

3.1e-06:665:59 

AL031013 

20 . 

F-Y79AA1 000959 

Homo sapiens Hsp70 binding protein HspBPI mRNA, complete cds. 

1.6e-52:277:96 

AF093420 

25 

F-Y79AA1 000967 

Rattus norvegicus vesicla-associate calmodulin-binding protein mRNA, complete cds. 

2.9e-1 31:752:86 

L22557 

30 

F-Y79AA1001013 
F-Y79AA1001056 

Mus muscutus maternal transcript Maid (Maid) mRNA, complete cds. 
35 1.2e-85:676:79 
U50734 

F-Y79AA1001062 

Human Chromosome 11 Cosmid cSRL34e5, complete sequence. 
40 8.6e-1 7:293:65 

U73643 

F-Y79AA1001090 

Homo sapiens chromosome 17, clone hCIT.1 75_E_5, complete sequence. 
45 1.9e-05:223:63 
AC004596 

F-Y79AA1001212 

Homo sapiens SL15 protein mRNA, complete cds. 
50 4.7e-1 62:763:98 

AF038961 

F-Y79AA1001264 

Drosophila melanogaster DNA sequence (P1s DS00764 (D273) and DS00501 (D274)), complete sequence. 
55 1.2e-32:599:63 
AC005269 

F-Y79AA1001272 
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Homo sapiens *** SEQUENCING IN PROGRESS *** from cosmid 5L5, WORKING DRAFT SEQUENCE. 

1.2e-1 1:356:67 

AJ009613 

F-Y79AA1001328 

Rattus norvegicus Delta 3 mRNA, complete cds. 

2.1e-51:443:76 

AF084576 

F-Y79AA1001426 

HS_3146_A1_A10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3146 

Col=1 9 Row=A, genomic survey sequence. 

9.0e-23:106:91 

AQ141090 

F-Y79AA1001427 

Bovine cytochrome b5 reductase mRNA, partial cds. 

1 .4e-55:670:70 

M83104 

F-Y79AA1001430 

Homo sapiens mRNA for KIAA0469 protein, complete cds. 

8.6e-123:577:99 

AB007938 

F-Y79AA1001523 

Homo sapiens transcription intermediary factor 1 (TIF1) mRNA, complete cds. 

3.3e-91:496:93 

AF009353 

F-Y79AA1001530 

Human DNA sequence from clone 1189B24 on chromosome Xq25-26.3. Contains NADH-Ubiquinone Oxidore- 
ductase MLRQ subunit (EC 1 .6.5.3, EC 1 .6.99.3, CI-MLRQ), Tubulin Beta and Proto-oncogene Tyrosine-protein 
Kinase FER (EC 2.7. 1 . 1 1 2, P94-FER, C-FER, TYK3) pseudogenes, and part of a novel gene similar to hypothetical 
proteins S. pombe C22F3.14C and C. elegans C16A3.8. Contains ESTs, an STS and GSSs, complete sequence. 
1.8e-1 26:764:89 
AL030996 

F-Y79AA1001592 

HS_321 9_A2_E1 2_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=321 9 
Col=24 Row=l, genomic survey sequence. 
5.2e-36:234:89 
AQ 180547 

F-Y79AA1001727 

F-Y79AA1001787 

S. pombe chromosome III cosmid c1672. 

8.8e-1 1:409:58 

AL031324 

F-Y79AA1001793 

Fugu rubripes GSS sequence, clone 027L23aG3, genomic survey sequence. 

0.12:131:70 

AL025355 

F-Y79AA1001795 

Human DNA sequence from clone 1 033B1 0 on chromosome 6p21 .2-21 .31 . Contains the BINGS gene, exons 1 1 
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to 15 of the BING4 gene, the gene for Ga!T3 (beta3-Galactosyltransf erase), the RPS18 (40S ribosomal protein 
S18) gene, the SACM2L (suppressor of actin mutation 2, yeast, homolog) gene, a pseudogene similar to TAT- 
SF1 , a Pseudogene similar to zinc finger genes, the RING1 gene, the gene for HKE6 (RING2), the gene for HKE4 
(RINGS), the RXRB (Retinoid X receptor beta) gene, the COL11A2 (collagen, type XI, alpha 2) gene, the HLA- 
5 DPB2 pseudogene and part of the HLA-DPA3 pseudogene. Contains predicted CpG islands, ESTs, STSs, and 

GSSs, complete sequence. 
1.2e-140:672:98 
AL031228 

10 F-Y79AA1001799 

S.pombe chromosome I cosmid c8C9. 

0.00031:300:60 

Z99168 

15 F-Y79AA1001803 

Mus musculus secretogranin III (Sglll) mRNA, complete cds. 

4.6e-101:516:82 

U02982 

20 F-Y79AA1001863 

Homo sapiens DNA, anonymous heat-stable fragment RP5-6A. 

5.2e-85:410:99 

AB012170 

25 F-Y79AA 1002022 \ 

CIT-HSP-2053H1 TF CIT-HSP Homo sapiens genomic clone 2053H1 , genomic survey sequence. 

4.3e-20:1 30:95 

B68526 

30 F-Y79AA 1002058 

Homo sapiens clone 24733 mRNA sequence. 

5.3e-1 53:740:98 

AF052149 

35 F-Y79AA1002121 

F-Y79AA1 002129 

Bovine herpesvirus type 1 early-intermediate transcription control protein (BICP4) gene, complete cds. 
5.5e-12:565:61 
40 L14320 

F-Y79AA1002213 

Rattus norvegicus brain specific Na+dependent inorganic phosphate cotransporter mRNA, complete cds. 
4.0e-1 2:434:60 
45 U07609 

F-Y79AA1 002334 

Rrubripes GSS sequence, clone 174E24aB10, genomic survey sequence. 
3.0e-10:171:72 
50 AL019366 

F-Y79AA1 002373 

Rattus norvegicus Smad8 mRNA, complete cds. 
0.96:420:61 
55 AF0 12347 

F-Y79AA1 002376 

Rattus norvegicus cytoplasmic dynein intermediate chain 2B mRNA, complete cds. 
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1.1e-132:805:88 
U39045 

F-Y79AA1 002378 

5 Mus musculus mRNA for zinc finger protein, complete cds, clone:CTfin51 . 

1 9e-64:521 :78 
D 10630 

F-Y79AA1 002381 
10 O.sativa mRNA for cdc2+/CDC28-related protein kinase. 

3.3e-21:431:60 . 
X58194 

Homology search result 7 

15 

[0298] The result of the homology search in the G en Ban k( http://www.ncbi. nim.nih.gov/web/Gen Bank/) using the 
clone sequences of the 3'-ends. except EST and STS sequences. 

Indicated are from the top, 
20 the name of the clone sequence, 

definition of the top hit data, 

the P-value: the length of the sequence used for comparison (nucleotide) [similarity (%), 
the Accession No. of the top hit data. 

25 [0299] Blank indicates that the 3'-end sequence corresponding to the 5' -end was not determined in the clone. Data 
were not shown for the clones in which the P-value was higher than 1 . 

R-HEMBA1 000006 

30 R-HEMBA1000121 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 796F18, WORKING DRAFT SE- 
QUENCE. 
2.2e-43:355:80 
AL031291 

35 

R-HEMBA1000128 

Homo sapiens chromosome X, PAC 671 D9, complete sequence. 

0.99:389:60 

AF031078 

40 

R-HEMBA1 000275 

Homo sapiens DNA sequence from PAC 958B3 on chromosome Xp22.11-Xp22.22. Contains ESTs STS and CpG 
island. 

3.4e-10:212:66 
45 Z93023 

R-HEMBA1 000300 

{Alu RNA transcript, clone NE461} [human, embryonal carcinoma cells, NTera2D1 pluripotential cells Other RNA 
282 ntj. 
50 4.6e-42:246:89 
S42653 

R-nnnnnnnnnnnn 

Homo sapiens chromosome 1 7, clone hRPK.235 J_J 0, complete sequence. 
55 1.0e-71:1 92:95 

AC005922 

R-HEMBA1 000462 
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Homo sapiens clone 243 unknown mRNA, complete sequence. 

8.3e-90:313:94 

AF091094 

R-HEMBA1 000477 

Homo sapiens genomic DNA of 8p21 .3-p22 anti-oncogene of hepatocellular colorectal and non-small cell lung 

cancer, segment 8/11 . 

0.22:377:60 

AB020865 

R-HEMBA1 000590 

Homo sapiens mRNA for matrilin-4, partial. 

8.0e-1 01:547:93 

AJ007581 

R-HEMBA1 000634 

*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0539L10; HTGS phase 1, 

WORKING DRAFT SEQUENCE, 15 unordered pieces. 

0.95:186:62 

AC004480 

R-HEMBA1 000671 

RPCI11-65E1 TJ RPCH1 Homo sapiens genomic clone R-65E1, genomic survey sequence. 

2.1e-09:165:73 

AQ237194 

R-HEMBA1 000713 

Homo sapiens 10kD protein (BC10) mRNA, complete cds. 

1.2e-1 17:575:97 

AF053470 

R-HEMBA1 000732 

Homo sapiens mRNA for latent transforming growth factor-beta binding protein-4. 

1.4e-1 08:581:93 

Y13622 

R-nnnnnnnnnnnn 
R-HEMBA1 000875 

Homo sapiens chromosome 17, clone hRPK.1090Jv1_7, complete sequence. 

0.044:253:64 

AC005274 

R-HEMBA1 000940 

***ALU WARNING: Human Alu-J subfamily consensus sequence. 

1.9e-33:222:82 

U14567 

R-HEMBA1 000962 
R-HEMBA1001184 

Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING DRAFT SEQUENCE, 4 

unordered pieces. 

0.00044:466:58 

AC004688 

R-HEMBA1001221 

Sequence 1 from patent US 5633147. 
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7.1 e-1 1:232:65 
143819 

R-HEMBA1001228 

Human germline oligomeric matrix protein (COMP) mRNA, complete cds. 

7.8e-89:358:96 

L32137 

R-HEMBA1001272 

nbxb0003bDO1 r CUGi Rice BAC Library Oryza sativa genomic clone nbxb0003G00r, genomic 

0.00014:201:64 

AQ050116 



R-HEMBA1001296 

Homo sapiens PAC clone DJ1168D11 from 7p21-p22, complete sequence 

0.13:440:58 

AC004614 

R-HEMBA1001297 

Homo sapiens putative transcription factor CA150 mRNA, complete cds 

5.0e-92:466:96 

AFO 17789 



R-HEMBA1 001390 

CIT-HSP-231 4K10.TR CIT-HSP Homo sapiens genomic clone 2314K10, genomic survey sequence 

3.4e-43:1 96:85 

AQ027191 



R-HEMBA1 001563 
H.sapiens villin gene, exon 1. 
2.1e-43:342:81 
X71058 

R-HEMBA1 001621 

Human G protein-coupled receptor APJ gene, complete cds. 

1 2e-41 :288:87 

U03642 



R-HEMBA1001878 

Homo sapiens U5 snRNP-specific 40 kDa protein mRNA, complete cds 

2.0e-79:434:93 

AF090988 

R-HEMBA1001886 

Human zinc finger protein (ZNF1 41 ) mRNA, complete cds. 

1.8e-59:530:80 

L15309 

R-HEMBA1 002048 

Homo sapiens chromosome 5, P1 clone 1307e8 (LBNL H60), complete sequence 

0.36:322:61 

AC005355 

R-HEMBA1 002131 

Human DNA sequence from clone 301 K23 on chromosome 1p35. 1-36.21 . Contains the 5' part of a novel 

similar to predicted yeast and worm genes. Contains ESTs and GSSs, complete sequence 

0.22:233:61 

AL031730 
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R-HEMBA1002163 

Homo sapiens chromosome X, clone 592, WORKING DRAFT SEQUENCE, 8 unordered pieces. 

1.1 e-1 6:275:69 

AC002489 

5 

R-HEMBA1002167 

Rattus norvegicus neuroligin I mRNA, complete cds. 
8.7e-23:1 93:84 
. U22952 

10 

R-HEMBA1002178 
R-HEMBA1002195 

Homo sapiens DHPS gene, exons 8 to 9. 
15 1.4e-19:114:100 
AJ001704 

R-HEMBA1 002227 

Homo sapiens mRNA for 80K-L protein, complete cds. 
20 6.1 e-1 15:567:97 

D10522 

R-HEMBA1002316 

Homo sapiens mRNA for putative GTP-binding protein. 
25 1.5e-1 8:1 61:85 

Y14391 

R-HEMBA1 002420 

Caenorhabditis elegans cosmid C27A7, complete sequence. 
30 0.88:214:62 
Z81041 

R-HEMBA1 002421 

Human heparan sulfate proteoglycan (HSPG) core protein, 3' end. 
35 6.0e-90:443:97 
J04621 

R-HEMBA1 002524 

Human MHC Class I region proline rich protein mRNA, complete cds. 
40 3.2e- 11 0:551:96 

U63336 

R-HEMBA1 002551 

Mouse Bac 27608, WORKING DRAFT SEQUENCE, 25 unordered pieces. 
45 7.0e-06:397:61 
AC003022 

R-HEMBA1 002767 

Homo sapiens clone NH0486I22, WORKING DRAFT SEQUENCE, 5 unordered pieces. 
50 4.2e-1 10:568:96 

AC005038 

R-HEMBA1 002985 

Homo sapiens chromosome 17, clone hRPK.15_K_2, complete sequence. 
55 3.4e-23:184:86 

AC005901 - 

R-HEMBA1 003047 
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Homo sapiens intrinsic facto r-B1 2 receptor precursor, mRNA, complete cds. 

5.0e-114:571:96 

AF034611 

R-HEMBA1 003072 

HS-1014-B1-F12-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone Plate=CT 789 

Col=23 Row=L, genomic survey sequence. 

1.5e-62:340:94 

B32084 

R-HEMBA1003101 

Homo sapiens tyrosylprotein sulfotransferase-2 mRNA, complete cds. 

3.8e-1 16:575:97 

AF049891 

R-HEMBA1003120 

HS_3220_A1_F04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3220 
Co(=7 Row=K, genomic survey sequence. 
3.6e-61 :354:92 
AQ 184345 

R-HEMBA1 003230 

Homo sapiens UP50 mRNA, complete cds. 

1.3e-42:258:93 

AF093118 

R-HEMBA1 003294 

HS_3220_A1 _D03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3220 
Col=5 Row=G, genomic survey sequence. 
0.0095:204:63 
AQ1 90655 

R-HEMBA1003315 

Sus scrofa DNA for LH beta, exons 1 , 2, 3, complete cds. 

6.6e-24:1 63:79 

D00579 

R-HEMBA1 003392 

Homo sapiens LDL receptor- related protein 6 (LRP6) mRNA, complete cds. 

2.6e-1 15:557:98 

AF074264 

R-HEMBA1 003399 

Homo sapiens clone DJ1125K23, WORKING DRAFT SEQUENCE, 21 unordered pieces. 

1.8e-63:166:100 

AC004971 

R-HEMBA1 003487 

R-HEMBA1 003497 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 2705, WORKING DRAFT SEQUENCE. 

1.4e-1 19:592:97 

AL033529 

R-HEMBA1 003530 

R-HEMBA1 003602 

Human Chromosome 1 6 BAC clone CIT987SK-A-1 7E1 , complete sequence. 
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9.4e-79:468:91 
AC002041 

R-HEMBA1 003732 
5 Homo sapiens clone DJ0935K1 6, complete sequence. 

2.0e-118:586:98 
AC006011 

R-HEMBA1 003945 
10 Human calcineurin B nnRNA, complete cds. 

8.9e-82:410:97 
M30773 

R-HEMBA1 004007 

15 Homo sapiens clone DJ0665P05, WORKING DRAFT SEQUENCE, 5 unordered pieces. 

6.7e-56:404:75 
AC004851 

R-HEMBA1 004085 
20 G.gallus microsateliite DNA (LEI0311 (= EC12A05)). 

0.66:144:65 
Z95196 

R-nnnnnnnnnnnn 

25 Homo sapiens intersectin short form mRNA, complete cds. 

2.1e-115:569:97 
AF064243 

R-HEMBA1 004250 

30 Homo sapiens chromosome 5, BAC clone 1 82a8 (LBNL H1 61 ), complete sequence. 

3.8e-98:478:98 
AC005752 

R-HEMBA1 004391 
35 Plasmodium falciparum MAL3P8, complete sequence. 

0.29:126:65 
AL034560 

R-HEMBA1 004444 

40 Homo sapiens clone DJ0971C03, WORKING DRAFT SEQUENCE, 18 unordered pieces. 

8.4e-52:308:78 
AC004938 

R-HEMBA1 004454 

45 CIT-HSP-2337122.TF CIT-HSP Homo sapiens genomic clone 2337I22, genomic survey sequence. 

. 0.78:59:77 
AQ038475 

R-HEMBA1 004505 

50 

R-HEMBA1 004785 

R-HEMBA1 004797 

55 R-HEMBA1 004952 

Mus musculus diabetic embryopathy (Dep-1) mRNA. 

3.4e-39:327:82 

AF032130 
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R-HEMBA1 004971 

Homo sapiens BAC clone RG351J01 from 7q22-q31, complete sequence 

0.00040:251:66 

AC005099 - 

R-HEMBA1 004982 

Strongyloides fullebornl 18S ribosomal RNA and 5.8S ribosomal RNA genes, partial sequence, and internal tran- 
scribed spacer 1 , complete sequence. 
0.092:191:63 
U43581 

R-HEMBA1 005070 

Human mRNA for KIAA031 0 gene, complete cds. 

1.2e-94:381:91 

AB002308 

R-HEMBA1 005084 

R-HEMBA1005145 

Homo sapiens complete genomic sequence between D16S3070 and D16S3275, containing Familial Mediterra- 
nean Fever gene disease. 
5.7e-58:283:84 
AJ003147 

R-HEMBA1 005230 

CIT-HSP-2333N15.TR CIT-HSP Homo sapiens genomic clone 2333N15, genomic survey sequence 

5.5e-31:363:73 

AQ040189 

R-HEMBA1 005246 

Homo sapiens full length insert cDNA clone YX52E07. 

1.6e-1 1:1 73:72 

AF086040 

R-HEMBA1 005267 

Sequence 1 from patent US 561 8695. 

2.4e-73:536:81 

I40055 

R-HEMBA1 005337 

Caenorhabditis elegans cosmid K07D4. 

0.16:157:63 

AF077534 

. R-HEMBA1 005430 

R-HEMBA1 005449 

R-HEMBA1 005489 

Anopheles rangeli NADH dehydrogenase subunit 2 gene, mitochondrial gene encoding mitochondrial product 

partial cds. 

0.020:271:61 

U35272 

R-HEMBA1 005522 
R-HEMBA1 005545 

Human m3 muscarinic acetylcholine receptor (CHRM3) gene, complete cds. 
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1.8e-115:579:96 
- U29589 

R-HEMBA1 005698 
5 0.0065:223:65 
AG004952 . 

R-HEMBA1005913 

Homo sapiens Xp22 BAC GSHB 526D21 (Genome Systems Human BAC library) complete sequence. 
10 3.7e-15:272:68 
AC003037 

R-HEMBA1 005929 

Homo sapiens chromosome 19, cosmid R31237, complete sequence. 
15 9.4e-55:502:76 
AC005581 

R-HEMBA1 005945 

Human DNA sequence *** SEQUENCING IN PROGRESS from clone 774G10, WORKING DRAFT SE- 
20 QUENCE. 

0.45:245:62 
AL034410 

R-HEMBA1006016 

25 Homo sapiens chromosome 1 7, clone hRPK.271_K_11 , complete sequence. 

3.5e-25:415:66 
AC005562 

R-HEMBA1006171 

30 Human DNA sequence from PAC 433M 19 on chromosome Xq26.3-Xq27.1. Contains ESTs, STSs and polymorphic 

CA repeat: 
1.0:176:64 
Z95703 

35 R-HEMBA1 006276 

Homo sapiens chromosome 19, CIT-HSP-444n24, complete sequence. 

2.8e-11 8:592:96 

AC005261 

40 R-HEMBA1 006299 

R-HEMBA1 006311 

R-HEMBA1 006335 

45 Human DNA sequence from clone 496H19 on chromosome 6q24 Contains ESTs, complete sequence. 

6. 1e-1 11:578:96 
AL023582 

R-HEMBA1 006357 

so Homo sapiens chromosome Xp22-67-68, WORKING DRAFT SEQUENCE, 99 unordered pieces. 

4.8e-11:1 74:74 
AC004469 

R-HEMBA1 006430 

55 Homo sapiens, WORKING DRAFT SEQUENCE, 52 unordered pieces. 

8.7e-45:402:79 
AC004086 
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R-HEMBA1 006482 

Homo sapiens h-sco1 (SC01) mRNA, nuclear gene encoding mitochondrial protein, complete cds 

1.7e-1 05:537:96 

AF026852 

R-HEMBA1006517 

345A19.TV CIT978SKA1 Homo sapiens genomic clone A-345A19, genomic survey sequence 

1.5e-44:1 76:88 

B15409 

R-HEMBA1.006544 

Homo sapiens PAC clone DJ130H16 from 22q12.1-qter, complete sequence. 

2.5e-66:310:83 

AC004997 

R-HEMBA1 006572 

Homo sapiens reduced folate carrier (RFC1) gene, exons 1a, 1c and 1b. 

0.028:255:64 

U92868 

R-HEMBA1 006658 

Homo sapiens mRNA for KIAA0687 protein, partial cds. 

7.3e-1 11:570:94 

AB014587 

R-HEMBA1 006707 

Homo sapiens mRNA for matrilin-4, partial. 

5.1e-78:389:97 

AJ007581 

1 R-HEMBA1 006724 

HS_2052_B1_C08Jv1R CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 

Plate=2052 Col=15 Row=F, genomic survey sequence. 

2.6e-46:309:88 

AQ305998 

R-HEMBA1 006749 

Homo sapiens mRNA for matrilin-4, partial. 

3.2e-88:472:94 

AJ007581 

R-HEMBA1 006770 

Homo sapiens CAGH4 mRNA, partial cds. 

6.5e-25:145:82 

U80746 

R-HEMBA1 006902 

Homo sapiens mRNA for matrilin-4, partial. 

9.3e-11 2:540:98 

AJ007581 

R-HEMBA1006912 

***ALU WARNING: Human Alu-Sc subfamily consensus sequence. 

6.6e-48:279:92 

U14571 

R-HEMBA1006916 

Homo sapiens Grb14 mRNA, complete cds. 
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1.8e-1 14:346:99 
L76687 

R-HEMBA1 006960 

s Homo sapiens chromosome 1 9, cosmid F1 6403, complete sequence. 

0.78:203:62 
AC005777 

R-HEMBA1007013 

10 Human mRNA for DNA-bindlng protein TAXREB302, complete cds. 

6.3e-31:163:100 
D28468 

R-HEMBA1 007057 

'5 CIT-HSP-51 7F5.TP CIT-HSP Homo sapiens genomic clone 51 7F5, genomic survey sequence. 

1.0:128:67 
B49904 

R-HEMBA1 007063 

20 Homo sapiens DNA sequence from PAC 1 68L1 5 on chromosome 6q26-27. Contains RSK3 gene, ribosomal protein 

S6 kinase, EST, GSS, STS. CpG island, complete sequence. 
5.0e-43:300:88 
. AL022069 

25 R-HEMBA1 007241 

HIV-1 RNA V3 region (patient Y, sample Y1 , clone 05). 

0.74:148:66 

Z47529 

30 R-HEMBA1 007291 

Homo sapiens chromosome 1 9, fosmid 37502, complete sequence. 

3.6e-36:300:80 

AC004755 

35 R-HEMBA1 007332 

Human HeLa mRNA isolated as a false positive in a two-hybrid-screen. 

7.3e-1 5:148:80 

U56430 

40 R-HEMBB1000106 

Plasmodium falciparum (strain FCR3) variant-specific surface protein (var-2, var-3) genes, complete cds's. 

8.0e-05:313:60 

L40609 

45 R-HEMBB1 000276 

HS_3048_A2_C07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 

Plate=3048 Col=14 Row=E, genomic survey sequence. 

0.91:234:58 

AQ099411 

50 

R-HEMBB1 000309 
R-HEMBB1 000407 

Mus musculus clone OST5976, genomic survey sequence. 
55 6.4e-28:226:81 
AF046768 

R-HEMBB1 000447 
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' Homo sapiens JWA protein mRNA, complete cds. 
1.7e-1 07:533:97 
AF070523 

5 R-HEMBB1 000542 

Mus musculus bromodomain-containing protein BP75 mRNA, complete cds. 

4.4e-72:547:80 

AF084259 

10 R-HEMBB1 000567 

Human insulin-like growth factor (IGF-II) gene, exon 1 of 4. 

4.3e-60:368:88 

M13970 

'5 R-HEMBB1 000642 

Human DNA sequence from PAC 46H23, BRCA2 gene region chromosome 13q 12-1 3 contains Klotho, ESTs. 

2.9e-42:431:75 

Z84483 

20 R-HEMBB1 000668 

CITBI-E1-2508D15.TR CITBI-E1 Homo sapiens genomic clone 2508D15, genomic survey sequence. 

2.5e-40:249:91 

AQ261535 

25 R-HEMBB1 000679 - ; 

HS_3061_A1 _C03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3061 
Col=5 Row=E, genomic survey sequence. 
1.8e-48:257:96 
AQ 127602 

30 

R-HEMBB1 000881 

CIT-HSP-2350020.TR CIT-HSP Homo sapiens genomic clone 2350020, genomic survey sequence. 

0.0072:248:61 

AQ062620 

35 ~ ■ 

R-HEMBB1 000905 

Homo sapiens clone RG315H11 , WORKING DRAFT SEQUENCE, 5 unordered pieces. 

2.5e-1 04:547:94 

AC005089 

40 

R-HEMBB1 001026 . 

R-HEMBB1001048 

^5 R-HEMBB1 001200 

P.falciparum complete gene map of plastid-like DNA (IR-A). ^ 

1.5e-1 1:521:59 

X95275 

50 R-HEMBB1001407 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 2705, WORKING DRAFT SEQUENCE. 

3.0e-29:308:77 

AL033529 

55 R-HEMBB1001530 

Homo sapiens chromosome 19, cosmid R30538, complete sequence. 

0.040:373:63 

AC005943 
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R-HEMBB1 001547 

Rickettsia prowazekii strain Madrid E, complete genome; segment 1/4. 

0.027:291:62 

AJ235270 

R-HEMBB1001573 

CIT-HSP-2307C1 TR CIT-HSP Homo sapiens genomic clone 2307C1 , genomic survey sequence. 

1.3e-13:90:98 

AQ020395 

R-HEMBB1001847 

Homo sapiens chromosome 21q22.3 PAC 21 L13, complete sequence. 

3.4e-27:1 47:80 

AF064864 

R-HEMBB1001959 

Homo sapiens clone 24781 mRNA sequence. 

4.4e-1 03:504:97 

AF070640 

R-HEMBB1001978 

CIT-HSP-2328G6.TF CIT-HSP Homo sapiens genomic clone 2328G6, genomic survey sequence. 

7.9e-29:220:86 

AQ040310 

R-HEMBB1 002039 

Homo sapiens BAC clone GS166A23 from 7p21, complete sequence. 

2.7e-37:550:68 

AC005014 

R-HEMBB1 002041 

Sequence 1 from patent US 5633147. 

2.7e-23:322:70 

143819 

R-HEMBB1 002051 

Homo sapiens clone DJ0292L20, WORKING DRAFT SEQUENCE, 2 unordered pieces. 

9.2e-35:302:79 

AC004825 

R-HEMBB1002120 

Homo sapiens Xp22 GS-52411 (Genome Systems Human BAC library), complete sequence. 

6.0e-05:479:59 

AC003106 

R-HEMBB1002162 

Human DNA sequence from clone 739H1 1 on chromosome 1 p33-34.2 Contains KIAA0237 gene, EST, STS, GSS, 
complete sequence. 
3.7e-30:238:84 
AL031289 . 

R-HEMBB1 002228 

Homo sapiens BAC clone NH0436H22 from 2, complete sequence. 

6.6e-57:274:86 

AC005234 

R-HEMBB1 002245 

Sequence 25 from patent US 5747660. 
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4.8e-30:361:73 
AR005295 

R-HEMBB1 002302 

Methanococcus jannaschii section 84 of 150 of the complete genome. 

0.00019:362:59 

U67542 

R-HEMBB1 002427 

Genomic sequence from Human 9q34, complete sequence. 

3.9e-1 05:533:96 

AC001643 

R-HEMBB1 002465 

Plasmodium falciparum chromosome 2, section 1 9 of 73 of the complete sequence. 

2.9e-05:335:62 

AE001382 

R-HEMBB1 002661 

R-HEMBB1 002663 

***ALU WARNING: Human Alu-Sq subfamily consensus sequence. 

8.3e-43:268:89 

U14573 

R-HEMBB1 002693 

Human BAC clone RG126M09 from 7q21-q22, complete sequence. 

2.4e-24:220:76 

AC002067 

R-MAMMA1 000046 

Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic sequence, WORKING DRAFT SEQUENCE, 8 

unordered pieces. 

0.032:402:57 

AC005505 

R-MAMMA1000102 

Human DNA sequence from cosmid B33F2 on chromosome 22 Contains ESTs. 

2.0e-84:428:96 - 

Z79996 

R-MAMMA1000106 

Homo sapiens genomic DNA, chromosome 21q11.1, segment 2/28, WORKING DRAFT SEQUENCE. 

0.095:138:66 

AP000031 

R-MAMMA1000118 

R-MAMMA1000141 

Homo sapiens 12q24.2 PAC RPCI1-128M12 (Roswell Park Cancer Institute Human PAC library) complete se- 
quence. 
9.0e-91:480:95 
AC004024 

R-MAMMA1 000204 

Homo sapiens mRNA for LGMD2B protein. 

1.5e-1 07:544:96 

AJ007670 
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R-MAMMA1 000226 

H. sapiens VASP gene, exons 4 to 1 3. 
0.99:244:63 

X98534 

5 

R-MAMMA1 000403 

CIT-HSP-2372A15.TF CIT-HSP Homo sapiens genomic clone 2372A15, genomic survey sequence. 
8.0e-38:1 87:81 
AQ1 12406 

10 

R-MAMMA1 000449 

Homo sapiens BAC clone RG139P11 from 7q11-q21, complete sequence. 

I. 2e-41:422:76 
AC004491 

15 

R-MAMMA1 000457 

Homo sapiens clone 638 unknown mRNA, complete sequence. 

7.4e-11 6:570:97 

AF091084 

20 

R-MAMMA1 000473 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-69G12, complete sequence. 

9.6e-09:1 36:77 

AC004131 

25 

R-MAMMA1 000496 

Homo sapiens PAC clone DJ130H16 from 22q12.1-qter, complete sequence. 

2.6e-48:272:93 

AC004997 

30 

R-MAMMA1 000528 

Human BAC clone RG114A06 from 7q31 , complete sequence. 

1.8e-13:109:80 

AC002542 

35 

R-MAMMA1 000591 

Human cosmid g1572c264 p complete sequence. 

1.6e-22:329:71 

AC000359 

40 

R-MAMMA1000614 
R-MAMMA1 000652 

H.sapiens flow-sorted chromosome 6 Hindlll fragment, SC6pA28A1 0. 
45 0.81:158:65 
, Z84499 

R-MAMMA1 000681 
' Homo sapiens full length insert cDNA clone YY85D04. 

so 1.0e-1 07:560:94 

AF088014 

R-MAMMA1 000706 

Homo sapiens cGMP phosphodiesterase A1 (PDE9A) mRNA, complete cds. 
55 1.1e-46:232:100 
AF067223 

R-MAMMA1 000788 
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Bos taurus P14 (p14) mRNA, complete cds. 

3.8e-72:493:84 

AF037349 

R-MAMMA1 000810 

Human DNA from overlapping chromosome 19-specific cosmids R29515 and R28253, genomic sequence, com- 
plete sequence. 
5,0e-37:318:79 
AC003002 

R-MAMMA1000814 

Homo sapiens BAC clone BK085E05 from 22q12.1-qter, complete sequence. 

7.7e-15:140:85 

AC003071 

R-MAMMA1 000881 

Human DNA sequence from clone 1 05D1 6 on chromosome Xp1 1 .3-11.4 Contains pseudogene similar to laminin- 

binding protein, CA repeat, STS, complete sequence. 

8.8e-46:457:75 

AL031311 

R-MAMMA1 000986 

Homo sapiens chromosome 16 BAC clone CIT987SK-334D11 complete sequence 

7.7e-44:343:82 

AF001550 

R-MAMMA1 000994 

Homo sapiens mRNA for ISLR, complete cds. 

3.6e-1 08:552:96 

AB003184 

R-MAMMA1001043 

R-MAMMA1001066 

Homo sapiens chromosome 17, clone hRPK.346_K_10, complete sequence 

1.3e-42:302:82 

AC006120 

R-MAMMA1001094 

Homo sapiens clone 243 unknown mRNA, complete sequence. 

5.4e-1 15:567:97 ' 

AF091094 

R-MAMMA1001141 

HS_3059_B1_H06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 

Plate=3059 Col=11 Row=P, genomic survey sequence. 

1.3e-68:388:92 

AQ214896 

R-MAMMA1001150 

H.sapiens mRNA for protein kinase C mu. 
5.4e-20:340:66 

X75756 . 
R-MAMMA1001237 

Mouse DNA fragment that hybridizes to HSV- 1 Smal A fragment. 

0.15:222:65 

M11041 
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R-MAMMA1001284 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1185N5, WORKING DRAFT SE- 
QUENCE. 
1 .2e-33:344:76 
5 AL034423 

R-MAMMA1001310 

Human Bruton agammaglobulinemia (BTK) gene, exons 10-12. 
1.8e-39:332:80 
10 L31565 

R-MAMMA1001418 

Human proto-oncogene tyrosine-protein kinase (ABL) gene, exon 1a and exons 2-10, complete cds. 
4.4e-42:411:76 
15 U07563 

R-MAMMA1001532 

Homo sapiens PAC clone DJ0728D04, complete sequence. 
2.3e-1 0:1 96:73 
20 AC004865 

R-MAMMA1001609 

HS-1 054-B2-H01 -MF.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone Plate=CT 776 Col=2 
Row=P, genomic survey sequence. 
25 1.6e-34: 170:79 

B42016 

R-MAMMA1001615 

30 R-MAMMA1001623 

Homo sapiens 12q24.2 BAC RPCI11-407A16 (Roswell Park Cancer Institute Human BAC Library) complete se- 
quence. 
8.8e-21:1 80:82 
AC006065 

35 

R-MAMMA1001634 

Homo sapiens chromosome 17, clone hRPK.85_.B_7, complete sequence. 

2.6e-40:283:86 

AC005695 

40 

R-MAMMA1001893 

Homo sapiens clone DJ0782K24, WORKING DRAFT SEQUENCE, 16 unordered pieces. 

0.73:132:67 

AC006003 

45 

R-MAMMA1001901 

Homo sapiens DNA sequence from PAC 958B3 on chromosome Xp22.11 -Xp22.22. Contains ESTs STS and CpG 
island. 

4.0e-43:288:77 
50 293023 

R-MAMMA1001957 

Homo sapiens chromosome 16, P1 clone 96-4B (LANL), complete sequence. 
1 .2e-41 :298:86 
55 AC005212 

R-MAMMA1001978 
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R-MAMMA1 002070 

Homo sapiens clone DJ400N23, WORKING DRAFT SEQUENCE, 10 unordered pieces 

2.1e-104:530:97 

AC005003 

R-MAMMA1 002080 rah=ras-related homolog [mice, HT4 neural cell line, mRNA 993 ntl 

5.9e-47:449:76 

S72304 

R-MAMMA1 002087 

Human Cosmid g1572c037 from 7q31 .3, complete sequence. 

1.7e-1 1:1 20:83 

AC000125 

R-MAMMA1 002095 

Rat alternatively spliced mRNA. 

5.3e-30:289:74 

M93018 

R-MAMMA1002128 - 

R-MAMMA1002142 

R-MAMMA1002165 

Homo sapiens chromosome 10 clone CIT987SK-1109P11 , complete sequence 

1.1e-28:350:72 

AC005871 

R-MAMMA1 002205 

Human DNA sequence from PAC368A4 on chromosome X. Contains ESTs, CELLULAR NUCLEIC ACID BINDING 
PROTEIN (CNBP) like gene and STSs. 
1 .2e-42:282:75 
Z83843 

R-MAMMA1 002224 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1C12 (ESSAII project) 

0.99:210:60 

AL022224 

R-MAMMA1 002234 

Canine mRNA for 68kDA subunit of signal recognition particle (SRP68) 

1.7e-61:310:81 

X53744 



R-MAMMA1 002586 « 

Streptomyces collinus coenzyme B12-dependent mutase (meaA) gene, complete cds 
0.99:348:60 . 
AF008569 

R-MAMMA1 002633 

Homo sapiens, clone hRPK. 1_A_1 , complete sequence. 

2.6e-1 3:381:64 

AC006196 

R-MAMMA1003126 

R-NT2RM4000100 

Plasmodium falciparum MAL3P2, complete sequence. 
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0.00047:296:61 
AL034558 

R-NT2RM4000115 

5 Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MAL1P3, WORKING DRAFT SE- 

QUENCE. 
0.079:270:64 
AL031746 

10 R-NT2RM4000198 

Homo sapiens chromosome 10 clone LA10NC01_15_E_11 map 10q26.3, WORKING DRAFT SEQUENCE, 3 un- 
ordered pieces. . 
7.7e-24:244:78 
AC006171 

R-NT2RM4000284 

Human IgG Fc receptor hFcRn mRNA, complete cds. 
1.7e-93:440:100 - 
U12255 

20 

R-NT2RM4000295 
, complete sequence. 
0.89:351:58 
AC005663 

25 

R-NT2RM4000326 

Homo sapiens complete genomic sequence between D16S3070 and D16S3275, containing Familial Mediterra- 
nean Fever gene disease. 
2.3e-112:602:94 
30 AJ003147 

R-NT2RM4000417 

Human DNA sequence from PAC 326L1 3 containing brain-4 mRNA ESTs and polymorphic CA repeat. 
0.78:229:62 
35 . Z82170 

- R-NT2RM4000444 

R-NT2RM4000587 

40 

R-NT2RM4000593 

R-NT2RM4000648 
0.010:260:61 
45 AG005508 

R-NT2RM4000761 

H.sapiens mitochondrial genome (consensus sequence). 
3.2e-95:476:97 
50 X62996 

R-NT2RM4000965 

R-NT2RM4000997 

55 

R-NT2RM4001321 

Human DNA sequence from clone 1 177E1 9 on chromosome 1p36. 12-36.31 . Contains the3'part of the DNA-bind- 
ing Zinc finger protein RIZ gene, ESTs, an STS, GSSs and a CpG island, complete sequence. 
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6.0e-1 9:282:73 
AL031277 

R-NT2RM4001325 



R-NT2RM4001377 

Homo sapiens mRNA for KIAA0638 protein, partial cds. 

2.9e-11 1:553:96 

AB014538 

R-NT2RM4001735 

Homo sapiens clone 23904 mRNA sequence. 

4.6e-1 06:553:94 

AF052129 

R-NT2RM4001768 

Human HepG2 3'region Mbol cDNA, clone hmd3c03m3. 

4.1e-29:187:91 

D17194 



R-NT2RM4001843 

Homo sapiens chromosome 17, clone hRPK.269_G_24, complete sequence 

0.95:366:58 

AC005828 

R-NT2RM4002352 

Homo sapiens hLRp105 mRNA for LDL receptor related protein 105, complete cds 

5.5e-1 08:557:95 

AB009462 

R-NT2RP2000092 

HS_3070_B1 _B04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3070 

Col=7 Row=D, genomic survey sequence. 

1.1e-23:247:77 

AQ120714 

R-NT2RP2000178 
E.amyldvora Ion gene. 
1.1 e-1 5:422:62 
X77706 

R-NT2RP2000240 

*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0539L10- HTGS phase 1 
WORKING DRAFT SEQUENCE, 15 unordered pieces. ' ' 

0.00010:260:62 
AC004480 

R-NT2RP2000394 

HS_3211_B2_G06JT7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3211 
Col=12 Row=N, genomic survey sequence. 
1.1e-61:316:97 
AQ1 74850 

R-NT2RP2000447 

Homo sapiens clone DJ1129D05, complete sequence. 

8.7e-67:357:94 

AC005630 
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R-NT2RP2000479 

Homo sapiens chromosome 1 7, clone 1 93h1 8, complete sequence. 

5.7e-51:551:73 

AC002546 

5 

R-NT2RP2000514 

P.falciparum parasite antigen reactive with the parasite inhibitory mouse monoclonal antibody (mMAb) 43E5, clone 
#366, partial cds. 
2.1e-08:192:68 
10 M21323 

R-NT2RP2000533 

Mus musculus cornichon mRNA, complete cds. 
3.5e-59:243:82 
15 AF022811 

R-NT2RP2000616 

Human DNA sequence from clone 694E4 on chromosome 22 Contains exon similar to phosphatidylserine decar- 
boxylase, EST, GSS, complete sequence. 
20 .0.0064:105:67 
AL031255 

R-NT2RP2000649 

Homo sapiens mRNA for Hs Ste24p, complete cds. 
25 1.4e-65:326:98 
AB016068 

R-NT2RP2000663 

Human DNA sequence from cosmid U61 B11 , between markers DXS366 and DXS87 on chromosome X contains 
30 ESTs. 

7.9e-11 0:555:96 
Z73913 

R-NT2RP2000712 

35 Homo sapiens clone DJ0756H11 , WORKING DRAFT SEQUENCE, 5 unordered pieces. 

9.8e-32:308:78 
AC006001 

R-NT2RP2000739 
40 Bos taurus TATA box binding protein (TBP) gene, partial cds. 

0.19:128:68 
L47974 

R-NT2RP2000818 
45 Caenorhabditis elegans cosmid C48D5, complete sequence. 

0.010:429:58 
236237 

R-NT2RP2000903 
so H. sapiens 5T4 gene for 5T4 Oncofetal antigen. 

4.6e-99:505:96 
Z29083 

R-NT2RP2001200 
55 Homo sapiens mRNA for KIAA0676 protein, partial cds. 

2.0e-57:306:95 
ABO 14576 
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R-NT2RP2001223 
R-NT2RP2001276 

Mouse regulatory protein (npdc-1) mRNA, complete cds. 

5.8e-1 4:353:65 

L03814 

R-NT2RP2001388 

Homo sapiens clone DJ1125K23, WORKING DRAFT SEQUENCE, 21 unordered pieces. 

1.7e-31:291:77 

AC004971 

R-NT2RP2001469 

M.musculus tex292 mRNA (3'region). 

3.7e-26:1 88:89 

X80433 

R-NT2RP2001480 

Homo sapiens thrombospondin 3 (THBS3) gene, complete cds. 

6.6e-83:426:95 

L38969 

R-NT2RP20D1495 

transcript ch1 23. Rev [human, RF1,RF48 stomach cancer cell lines, mRNA, 252 ntj. 

6.3e-43:238:96 

S77359 

R-NT2RP2001514 

Homo sapiens cyclin K (CPR4) mRNA, complete cds. 

6.6e-06:57:100 

AF060515 

R-NT2RP2001538 

Mus musculus transcriptional regulatory protein (mSin3) gene, complete cds. 

6.9e-1 2:1 79:75 

L36831 

R-NT2RP2001562 

Human PAC clone DJ0800B09 from 7q11 .23-q21, complete sequence. 

0.074:257:61 

AC004028 

R-NT2RP2001662 

Homo sapiens clone 24615 mRNA sequence. 

3.2e-94:485:95 

AF055012 

R-NT2RP2001755 

Homo sapiens mRNA for KIAA0762 protein, partial cds. 
1.3e-1 03:576:92 
ABO 18305 

R-NT2RP2001769 

CIT-HSP-2376023.TF CIT-HSP Homo sapiens genomic clone 2376023, genomic survey sequence 

1.5e-74:381:96 

AQ111163 

R-NT2RP2001817 
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HS_2037_B2_A09_T7 C |j Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2037 

Col=18 Row=B, genomic survey sequence. 

3.9e-60:430:84 

AQ243047 

5 

R-NT2RP2001878 

Human DNA sequence from PAC 296K21 on chromosome X contains cytokeratin exon, delta-aminolevulinate 
synthase (erythroid); 5-aminolevulinic acid synthase.(EC 2.3.1.37). 6-phosphofructo-2-kinase/fructose-2,6-bi- 
sphosphatase (EC 2.7.1 .105, EC 3.1.3.46), ESTsandSTS. 
10 0.018:148:67 
Z83821 

R-NT2RP2001903 

Human Not1 linking clone from chromosome 1q32. 
15 0.99:160:63 
U36769 

R-NT2RP2001915 

20 R-NT2RP2001921 

Homo sapiens clone NH0332L11, complete sequence. 

6.5e-86:295:98 

AC005538 

25 R-NT2RP2001948 

Homo sapiens chromosome 19, cosmid R33590, complete sequence. 

2.3e-79:440:91 

AC005620 

30 R-NT2RP2001956 

R-NT2RP2002015 

Human DNA sequence from clone 1 1 77E1 9 on chromosome 1 p36.1 2-36.31 . Contains the 3'part of the DNA-bind- 
ing Zinc finger protein RIZ gene, ESTs, an STS, GSSs and a CpG island, complete sequence. 
35 1.1 e -1 6:254:72 

AL031277 

R-NT2RP2002063 

Homo sapiens chromosome 4 clone B207D4 map 4q25, complete sequence. 
40 5.8e-1 05:550:95 

AC004050 

R-NT2RP2002188 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 134019, WORKING DRAFT SE- 
45 QUENCE. 

0.47:212:62 
AL034555 

R-NT2RP2002232 

50 

R-nnnnnnnnnnnn 

Human mRNA for KIAA0383 gene, partial cds. 

2.5e-1 00:51 1:96 

AB002381 

55 

R-NT2RP2002409 

S.pombe chromosome I cosmid c17H9. 
1.0:241:63 
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Z98597 

R-NT2RP2002510 

Homo sapiens chromosome 1 9, cosmld F1 9847, complete sequence. 

1 .6e-38:307:81 * 

AC005952 

R-NT2RP2002527 

Homo sapiens chromosome 11, BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 gene, complete se- 
quence. 
1.5e-1 8:1 65:83 
AC004770 

R-NT2RP2002533 

Homo sapiens alpha 2 delta calcium channel subunit isoform II mRNA, complete cds. 

9.7e-1 16:580:96 

AF042793 

R-NT2RP2002564 

Homo sapiens clone DJ0800G07, complete sequence. 

3.8e-110:580:94 - " 

AC004890 - 

R-NT2RP2002674 

Plasmodium falciparum chromosome 2, section 11 of 73 of the complete sequence. 

1.0:244:60 

AE001374 

R-NT2RP2002721 

Homo sapiens chromosome 1 7, clone HCIT21 7L1 0, complete sequence. 

1.26-10:221:73 

AC003962 

R-NT2RP2002824 

Human HepG2 3' region Mbol cDNA, clone hmd4f06m3. 

3.0e-07:1 08:77 

D17237 

R-NT2RP2002942 

Human DNA sequence from clone 88D7 on chromosome Xq25-26.3 Contains F9 (coagulation factor IX (plasma 
thromboplastic component, Christmas disease, haemophilia B)), dbl oncogene. EST, STS, GSS, complete se- 
quence. 

2.0e-37:491:71 , 
AL033403 

R-NT2RP2002974 
H.sapiens DMAHP gene. 
4.0e-11 8:585:97 
X84813 

R-NT2RP2002976 

CIT-HSP-2348J20.TF CIT-HSP Homo sapiens genomic clone 2348J20, genomic survey sequence. 

8.4e-45:233:98 

AQ059444 

R-NT2RP2003042 

R-NT2RP2003179 
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R-NT2RP2003210 
R-NT2RP2003302 . 

Human DNA sequence from 4PTEL, Huntington's Disease Region, chromosome 4p16.3. 
5 1.5e-24:255:78 
Z95704 

R-NT2RP2003369 

Homo sapiens chromosome 7q22 sequence, complete sequence. 
10 3.1e-95:514:92 
AF053356 

R-NT2RP2003383 

Homo sapiens mRNA for KIAA0458 protein, complete cds. 
15 3. 9e- 111:549:97 

AB007927 

. R-NT2RP2003390 

Human DNA sequence *** SEQUENCING IN PROGRESS from clone 1 91J1 8, WORKING DRAFT SEQUENCE. 
20 4.9e-1 02:41 3:99 

AL024507 

R-NT2RP2003469 

Genomic sequence from Human 9q34, complete sequence. 
25 1.4e-35:376:74 
AC001644 

R-NT2RP2003545 

Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MAL4P1 , WORKING DRAFT SE- 
30 QUENCE. 

1.5e-09:503:61 
AL034557 

R-NT2RP2003593 

35 Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 971 N18, WORKING DRAFT SE- 

QUENCE. 
7.8e-81:433:93 
AL021396 

40 R-NT2RP2003599 

HS_3240_A1_C04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3240 

Col=7 Row=E, genomic survey sequence. 

0.091:341:58 

AQ206348 

45 ' . 

R-NT2RP2003655 

Homo sapiens PAC clone DJ0015I23 from 22, complete sequence. 

2.0e-08:249:69 ' 

AC004819 

50 

R-NT2RP2003664 

Homo sapiens mRNA for leptin receptor gene-related protein. 

•1.7e-1 10:549:96 

Y12670 

55 

R-NT2RP2003931 

Human mRNA for KIAA0365 gene, partial cds. 
5.4e-11 2:571:96 
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AB002363 
R-NT2RP2003940- 

Human Chromosome 11 pac pDJ1173a5, complete sequence. 

2.4e-20:353:70 

AC000378 

R-NT2RP2003950 

Homo sapiens clone 24778 unknown mRNA. 

1 .5e-96:494:95 

AF070572 

R-NT2RP2004069 

Human DNA sequence from clone 61 8F1 on chromosome Xq25 Contains part of gene similar to DOC4, CA repeat, 

GSS, complete sequence. 

2.6e-50:539:75 

AL023878 

R-NT2RP2004108 

RPCII1-91F9.TV RPCI11 Homo sapiens genomic clone R-91F9, genomic survey sequence. 0.00013:281:63 
AQ283338 

R-NT2RP2004141 

cSRL-115M1-u cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic clone cSRL-115f11, 

genomic survey sequence. 

2.3e-05:239:64 

B00539 

R-NT2RP2004179 

Genomic sequence from Human 9q34, complete sequence. 

0.43:130:68 

AC002322 

R-NT2RP2004205 

Homo sapiens chromosome 7q22 sequence, complete sequence. 

1.4e-42:324:83 

AF053356 

R-NT2RP2004447 

Homo sapiens Chromosome 11q13 BAC Clone 18h3, WORKING DRAFT SEQUENCE, 7 ordered pieces. 

5.5e-35:285:84 

AC000353 

R-NT2RP2004495 

transcript ch123.Rev [human, RF1,RF48 stomach cancer cell lines, mRNA, 252 nt]. 

3.4e-44:238:97 

S77359 

R-NT2RP2004524 

Genomic sequence from Human 9q34, complete sequence. 

7.4e-113:572:96 

AC001644 

R-NT2RP2004556 

CIT-HSP-2306F6.TF CIT-HSP Homo sapiens genomic clone 2306F6, genomic survey sequence. 

8.1e-99:514:95 

AQ019229 



1146 * 



EP1 130 094 A2 



R-NT2RP2004606 cDNA encoding NIC(Natural Inhibitor of Collagenase). 

8.2e-11 6:576:96 

E00985 

R-NT2RP2004648 

Homo sapiens chromosome 17, clone hRPK.269_G_24, complete sequence. 

0.98:369:57 

AC005828- 

R-NT2RP2004670 

Rattus norvegicus vesicla-associate calmodulin-binding protein mRNA, complete cds. 

4.5e-43:592:69 

L22557 

R-NT2RP2004794 
R-NT2RP2004837 

Human Chromosome 11 pac pDJ148f1, WORKING DRAFT SEQUENCE, 27 unordered pieces. 

1 .2e-60:366:90 

AC001232 

R-NT2RP2004847 

Homo sapiens full length insert cDNA clone YY87C09. 

1.0e-68:333:100 

AF086055 

R-NT2RP2005027 

Human glucose transporter-like protein-Ill (GLUT3), complete cds. 

7.8e-1 03:508:97 

M20681 

R-NT2RP2005069 

Rat vacuolar protein sorting homolog r-vps33b mRNA, complete cds. 

3.8e-42:463:73 

U35245 

R-NT2RP2005163 

CIT-HSP-2348J20TF CIT-HSP Homo sapiens genomic clone 2348J20, genomic survey sequence. 

7.4e-44:233:96 

AQ059444 

R-NT2RP2005181 

Rattus norvegicus mRNA for cationic amino acid transporter 3, complete cds. 

7.6e-53:567:73 

AB000113 

R-NT2RP2005247 

Homo sapiens Xp22 Cosmid U151G1 (from Lawrence Livermore X library) and PAC RPCI1 -93D11 (from Roswell 

Park Cancer Center) complete sequence. 

5.8e-38:341:76 

AC002357 

R-NT2RP2005378 

Homo sapiens full length insert cDNA clone YW25A12. 

0.13:152:66 

AF086029 

R-NT2RP2005391 
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HS_3056_A1_C03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 
Plate=3056 Col=5 Row=E, genomic survey sequence. 
1.1e-14:140:84 ' 

AQ1 34064 _ 
R-NT2RP2005425 . 

Homo sapiens mRNA for KIAA0803 protein, partial cds. 

8.2e-1 00:526:94 

AB018346 

R-NT2RP2005463 

R-NT2RP2005514 

R-NT2RP2005535 

Homo sapiens DNA from chromosome 19, BAC 33152, complete sequence. 

1.9e-11:488:62 

AC003973 

R-NT2RP2005541 

CIT-HSP-2034G23.TF CIT-HSP Homo sapiens genomic clone 2034G23, genomic survey sequence. 

2.7e-61:311:98 

B74709 

R-NT2RP2005597 
R-nnnnnnnnnnnn 

{FRA1 6A, folate-sensitive fragile site} [human, Genomic, 1 60 nt]. 
0.92:104:65 

S70397 ' 

R-NT2RP2005666 

R-NT2RP2005774 - 

Homo sapiens apoptosis-related mRNA, 3'UTR, partial sequence. 

2.2e-94:440:96 

AF035364 

R-NT2RP2005878 

Homo sapiens chromosome 1 9, cosmid F1 7987, complete sequence. 

1 .3e-32:340:76 

AC004790 

R-NT2RP2005883 

Human DNA sequence from clone 248E1 on chromosome 6q23.1-23.3 Contains DOPAMINE-BETA-MONOOXY- 
GENASE PRECURSOR, EF-1-ALPHA-2 pseudogene EST GSS and CA repeat, complete sequence. 
1.3e-11 7:581:97 
AL023578 

R-NT2RP2005887 

Human Chromosome 11 pac pDJ148f1 , WORKING DRAFT SEQUENCE, 27 unordered pieces 

2.5e-61:367:90 

AC001232 

R-nnnnnnnnnnnn 

Human paired box gene (PAX6) homologue, complete cds. 
5.0e-1 15:578:96 
M 93650 
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R-NT2RP2005994 

Homo sapiens chromosome 4 clone B207D4 map 4q25, complete sequence. 

2.4e-11 6:594:96 

AC004050 

R-NT2RP2006004 

Rattus norvegicus Shal-related potassium channel Kv4.3 mRNA, complete cds. 

1 .8e-45:264:93 

U42975 

R-NT2RP2006042 

T31 H24TF TAMU Arabidopsis thaliana genomic clone T31 H24, genomic survey sequence. 

0.42:111:70 

B78148 

R-NT2RP2006092 

Homo sapiens chromosome 6, BAC clone 319C17 (LBNL H159), complete sequence. 

1.7e-73:385:95 

AC005214 

R-NT2RP2006099 

Homo sapiens PAC clone DJ0903G02, complete sequence. 

1.3e-27:335:74 

AC004924 

R-NT2RP2006134 

Homo sapiens chromosome 4 clone B139M23 map 4q25, complete sequence. 

1.0:143:63 

AC004045 

. R-NT2RP2006269 

Phreatamoeba balamuthi UBI3 sequence, putative polyubiquitin gene. 

0.82:153:63 . 

AJ000657 

R-NT2RP2006512 

Homo sapiens clone 23904 mRNA sequence. 

4.6e-1 06:531:96 

AF052129 

R-NT2RP3000011 

HS_21 96_A2_E08_MRCIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=21 96 
Col=1 6 Row=l, genomic survey sequence. 
1 .3e-36:292:83 
AQ2 10450 

R-NT2RP3000022 

Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 3-15, complete sequence. 

0.28:248:60 

Z98550 

R-NT2RP3000059 

Homo sapiens chick ovalbumin upstream promoter transcription factor II (COUP-TFII) mRNA, partial cds. 

0.047:393:61 

M62760 

R-NT2RP3000063 

HS_3190_B2_D10_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 
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Plate=31 90 Col=20 Row=H, genomic survey sequence. 

0.88:232:63 

AQ1 72428 

R-nnnnnnnnnnnn 

RPCI11-35A1.TJ RPCI-il Homo sapiens genomic clone RPCI-11-35A1, genomic survey sequence. 

3.8e-29:159:99 

AQ045699. 

R-NT2RP3000148 

Homo sapiens full length insert cDNA clone ZE03A07. 

2.8e-112:574:95 

AF086510 

R-NT2RP3000169 

Homo sapiens MRS1 mRNA, complete cds. 

4.4e-1 10:551:96 

AF093239 

R-NT2RP3000171 

R-NT2RP3000172 

Rattus norvegicus vesicla-associate calmodulin-binding protein mRNA, complete cds. 

1 .3e-40:554:70 

L22557 

R-NT2RP3000201 

Homo sapiens BAC clone NH0353P23 from 2, complete sequence. 

6.4e-96:478:97 

AC005035 

R-NT2RP3000232 

Plasmodium falciparum MAL3P2, complete sequence. 

0.93:262:61 

AL034558 . 

R-NT2RP3000304 

Homo sapiens LDL receptor-related protein 6 (LRP6) mRNA, complete cds. 

2.4e-1 09:546:97 

AF074264 

R-NT2RP3000378 ; " ' 

Mus musculus mSin3A (sin3A) mRNA, complete cds. 

3.0e-27:411:72 

U22394 

R-NT2RP3000436 

Plasmodium falciparum chromosome 2, section 35 of 73 of the complete sequence. 

1.1e-06:440:57 

AE001398 

R-NT2RP3000444 

Human DNA sequence*** SEQUENCING IN PROGRESS*** from clone 889J22, WORKING DRAFT SEQUENCE. 

5.9e-1 05:543:95 

AL031406 

R-NT2RP3000460 

Canis familiaris sec61 homologue mRNA, complete cds. 
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2.8e-12:292:68 
M96629 

R-NT2RP3000481 
5 WORKING DRAFT SEQUENCE, 8 unordered pieces. 

0.99:160:65 
AC005992 

R-NT2RP3000616 

10 Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING DRAFT SEQUENCE, 5 

unordered pieces. 
0.00087:412:57 
AC005308 

15 R-NT2RP3000645 

R-NT2RP3000652 

Homo sapiens DNA from chromosome 19, cosmid R32532, complete sequence. 
1.9e-44:539:74 
20 AC004004 

R-NT2RP3000676 

Homo sapiens mRNA for KIAA0446 protein, complete cds. 
3. 1e-1 03:542:94 
25 AB007915 

R-NT2RP3000677 

Homo sapiens genomic DNA of 9q32 anti-oncogene of flat epitherium cancer, segment 4/10. 
0.067:235:61 
30 AB020872 

R-NT2RP3000721 

CIT-HSP-2348J20.TF CIT-HSP Homo sapiens genomic clone 2348J20, genomic survey sequence. 
4.0e-45:233:98 
35 AQ059444 

R-NT2RP3000789 

R-NT2RP3000818 

40 Human DNA sequence*** SEQUENCING IN PROGRESS *** from clone 94M1 6, WORKING DRAFT SEQUENCE. 

5.7e-95:510:93 
Z97201 

R-NT2RP3000820 

45 RPCI11-77B13.TJ RPCI11 Homo sapiens genomic clone R-77B13, genomic survey sequence. 

2.1e-50:266:96 
AQ283547 

R-NT2RP3000838 
50 Homo sapiens mRNA for KIAA0638 protein, partial cds. 

4.6e-99:522:94 
AB014538 

R-NT2RP3000871 

55 Homo sapiens clone DJ0703P08, WORKING DRAFT SEQUENCE, 23 unordered pieces. 

0.68:249:61 
AC005481 
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R-NT2RP3000907 

X.laevis oocyte repetitive sequence (XLOREP) mRNA. 

2.9e-30:386:69 

X65290 

R-NT2RP3000921 

HS_2026_A1_B06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2026 

Col=11 Row=C, genomic survey sequence. 

2.2e-54:311:92 

AQ232644 

R-NT2RP3001012 

Rattus norvegicus mRNA for TIP 120, complete cds. 
9.2e-63:456:83 ' 
D87671 

R-NT2RP3001044 

Human Chromosome 11 pac pDJ148f1 , WORKING DRAFT SEQUENCE, 27 unordered pieces. 

1.2e-60:366:90 

AC001232 

R-NT2RP3001061 

Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING DRAFT SEQUENCE, 7 

unordered pieces. 

0.17:357:61 

AC005506 

R-NT2RP3001159 

Homo sapiens Chromosome 1 1 q1 2.2 PAC clone pDJ51 9o1 3 containing human gene for ferritin heavy chain (FTH) , 

complete sequence. 

8.8e-111:561:96 

AC004228 

R-NT2RP3001170 

Homo sapiens mRNA for KIAA0784 protein, partial cds. 
8.8e-11 7:561:98 
ABO 18327 

R-NT2RP3001195 

Genomic sequence from Human 9q34, complete sequence. 

1.4e-35:376:74 

AC001644 

R-NT2RP3001240 

Canis familiaris sec61 homologue mRNA, complete cds. 

2.8e-1 2:292:68 

M96629 

R-NT2RP3001271 

Homo sapiens chromosome 19, BAC CIT-B-470f8 (BC330812), complete sequence. 

7.9e-1 7:260:71 

AC006115 

R-NT2RP3001322 

Human DNA sequence from PAC 128N22 on chromosome Xq25-Xq26.3. contains STS. 

0.035:451 :60 

Z97629 
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R-NT2RP3001542 

Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic sequence, WORKING DRAFT SEQUENCE, 8 

unordered pieces. 

4.1e-08:500:61 

AC004153 

R-NT2RP3001560 

Mouse mRNA for thymic epithelial cell surface antigen, complete cds. 

1 .0e-30:523:65 

D67067 

R-NT2RP3001592 
R-NT2RP3001685 

Human DNA sequence from clone 91 J24 on chromosome 6q24 Contains part of utrophin Gene, part of cytochrome 
C oxidase gene, EST, CpG island, complete sequence. . 
2.4e-30: 147:85 
AL024474 

R-NT2RP3001738 

Homo sapiens Chromosome 1 1 q1 2.2 PAC clone pDJ51 9o1 3 containing human gene forferritin heavy chain (FTH), 
complete sequence. 
9.2e-1 07:553:95 
AC004228 

R-NT2RP3001754 

Human DNA sequence*** SEQUENCING IN PROGRESS*** from clone 50024, WORKING DRAFT SEQUENCE. 

2.0e-67:345:97 

AL034380 

R-NT2RP3001858 

R-NT2RP3001976 

Homo sapiens chromosome 9, clone hRPK.467_F_21 , complete sequence. 

4.4e-1 4:302:62 

AC006239 

R : NT2RP3002015 

Homo sapiens clone DJ0539M06, WORKING DRAFT SEQUENCE, 10 unordered pieces. 

6.2e-65:492:82 

AC004832 

R-NT2RP3002160 

Genomic sequence from Human 9q34, complete sequence. 

2.1e-82:431:95 

AC001643 

R-NT2RP3002281 

Homo sapiens mRNA for KIAA0765 protein, partial cds. 

.1.19-81:446:93 

AB018308 

R-NT2RP3002286 

Mus musculus EGF repeat transmembrane protein mRNA, complete cds. 

1.0e-80:378:90 

U57368 

R-NT2RP3002311 
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Homo sapiens chromosome 17, clone hRPK.269_G_24, complete sequence. 

0.57:366:58 

AC005828 

R-NT2RP3002324 

H. sapiens gene for nitric oxide synthase (promoter region). 

I. 6e-30:337:72 
Z49251 

R-NT2RP3002342 

transcript ch1 23. Rev [human, RF1,RF48 stomach cancer cell lines, mRNA, 252 nt]. 

6.5e-45:238:98 

S77359 

R-NT2RP3002353 

Human Chromosome 16 BAC clone CIT987SK-A-418G10, complete sequence. 0.00015:164:70 
AC002044 

NNNNNNNNNNNNNN 

Homo sapiens mRNA for KIAA0788 protein, partial cds. 

4.5e-98:493:96 

AB018331 

NNNNNNNNNNNNNN 

R-NT2RP3002448 
S.cerevisiae DNA for ori 2. 
0.52:91:71 
X59535 

R-NT2RP3002571 
R-NT2RP3002664 

Homo sapiens full length insert cDNA clone ZC48G09. 

9.9e-1 03:522:96 

AF086209 

R-NT2RP3002721 

R-NT2RP3002737 

R-NT2RP3002738 

Sequence 4 from patent US 5541 1 09. 

2.9e-22:1 71:74 

124014 

R-NT2RP3002790 
R-NT2RP3002836 

Bos taurus retina specific RGS protein (RET-RGS1) mRNA, complete cds. 

2.3e-34:384:75 

U89254 

R-NT2RP3002887 

Mus musculus cathepsin S (CatS) gene, promoter region and exons 1 and 2. 

1.6e-05:435:62 

AF051726 
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R-NT2RP3002900 

Homo sapiens mRNA from chromosome 5q21 -22, clone:A3-B. 
- 1.3e-1 16:569:97 
AB002451 

5 

R-NT2RP3002958 

Homo sapiens clone 23851 mRNA sequence. 

2.0e-117:575:98 

AF035313 

10 

R-NT2RP3002983 

Homo sapiens genomic DNA, chromosome 21q11 .1 , segment 17/28, WORKING DRAFT SEQUENCE. 

5.1e-59:295:99 

AP000046 

15 

R-NT2RP3003000 

Homo sapiens clone 24597 mRNA sequence. 

6. le-1 09:562:95 

AF070604 

20 

R-NT2RP3003076 
R-NT2RP3003354 

Human protocadherin 42 mRNA, complete cds for abbreviated PC42. 
25 0.87:208:61 
L11370 

R-NT2RP3003448 

High throughput sequencing of human chromosome 12, WORKING DRAFT SEQUENCE, 1 ordered pieces, 
30 1.3e-41:287:80 
AC005840 

R-NT2RP3003469 

Human DNA sequence from clone 1177E1 9 on chromosome 1p36. 12-36.31. Contains the 3'part of the DNA-bind- 
35 jng Zinc finger protein RIZ gene, ESTs, an STS, GSSs and a CpG island, complete sequence. 

2. 1e-1 8:223:77 
AL031277 

R-NT2RP3003473 

40 Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 250D10, WORKING DRAFT SE- 

QUENCE. 
1.5e-54:294:96 
Z99716 

45 R-NT2RP3003527 

Homo sapiens mRNA for protein kinase Dyrkl B. 

5.1e-91:445:97 

Y17999 

50 R-NT2RP3003532 

Mus musculus cell surface molecule OX-2 mRNA, complete cds. 

1.2e-30:529:67 

AF004023 

55 R-nnnnnnnnnnnn 

Homo sapiens PAC clone DJ0531 G15 from 7p21 , complete sequence. 

0.13:294:61 

AC004739 
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R-NT2RP3003559 

CIT-HSP-2307F17.TR CIT-HSP Homo sapiens genomic clone 2307F17, genomic survey sequence. 
1.4e-1 5:342:68 
AQ0 16972 

R-NT2RP3003614 

Homo sapiens chromosome 1 9, cosmid F21 967, complete sequence. 
0.013:174:64 . - 
AC005256 

R-NT2RP3003729 

R-NT2RP3003849 

Genomic sequence from Human 9q34, WORKING DRAFT SEQUENCE, 6 unordered pieces. 

8.9e-1 06:557:94 

AC002320 

R-NT2RP3003874 

Homo sapiens incomplete cDNA for a mutated allele of a myosin class I, myh-1c. 

1.6e-55:302:94 

AJ001381 

R-NT2RP3003963 

cSRL-66f9-u cSRL flow sorted Chromosome 1 1 specific cosmid Homo sapiens genomic clone cSRL-66f9, genomic 

survey sequence. 

0.028:78:76 

B05608 

R-NT2RP3004000 

Tapa-1=integral membrane protein TAPA-1 [mice, B cell lymphoma line 38C13, Genomic, 861 nt } segment 7 of 7]. 

0.87:212:62 

S45012 

R-NT2RP3004025 

Homo sapiens chromosome 19, cosmid F17987, complete sequence. 

0.71:197:62 

AC004790 

R-NT2RP3004075 

R-NT2RP3004083 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig fragment No. 5. 

0.27:375:59 

Z97340 

R-NT2RP3004090 

CIT-HSP-2172H20.TR CIT-HSP Homo sapiens genomic clone 2172H20, genomic survey sequence. 

2.2e-40:243:91 

B99962 

R-NT2RP3004119 

Homo sapiens PAC clone DJ1059M17 from 7q21-q31.1, complete sequence. 

8.3e-42:475:73 

AC004953 , 

R-NT2RP3004130 

R-NT2RP3004133 
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CIT-HSP-2306G15.TR CIT-HSP Homo sapiens genomic clone 2306G15, genomic survey sequence. 

0.00037:194:64 

AQ022229 

5 R-NT2RP3004202 

Homo sapiens BAC clone GS285F21 from 7q21-q22, complete sequence. 

0.65:209:62 

AC004012 

10 R-NT2RP3004294 

R-NT2RP3004309 

Homo sapiens Chromosome 1 1 q1 2.2 PAC clone pDJ51 9o1 3 containing human gene for ferritin heavy chain (FTH), 
complete sequence. 
. 15 7.4e-99:500:96 
AC004228 

R-NT2RP3004321 

Human chromosome 11 168h3 cosmid, complete sequence. 
20 1.7e-1 05:540:96 

U73637 

R-NT2RP3004345 

Human BAC clone RG01 6J04 from 7q21 , complete sequence. 
25 0.00033:348:61 
AC002064 

R-NT2RP3004355 , . 

Plasmodium falciparum 3D7 chromosome 12 PFYAC1122 genomic sequence, WORKING DRAFT SEQUENCE, 
30 3 unordered pieces. 

0.0029:180:66 
AC004709 

R-NT2RP3004374 

35 Human DNA sequence from clone 1177E19 on chromosome 1p36.12-36.31 . Contains the 3* part of the DNA- 

binding Zinc finger protein RIZ gene, ESTs, an STS S GSSs and a CpG island, complete sequence. 
4.3e-1 8:223:77 
AL031277 

40 R-NT2RP3004406 

Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 4-70, complete sequence. 

1.0:201:62 

AL01.0239 

45 R-NT2RP3004481 

R-NT2RP3004552 

Human germline immunoglobulin lambda light chain pseudogene (VII. 1). 
1.0:165:63 
50 X57825 

R-NT2RP3004625 

Homo sapiens 1-1 receptor candidate protein mRNA, complete cds. 
8.2e-49:352:84 
55 AF082516 

R-NT2RP3004640 

Homo sapiens full length insert cDNA clone ZC45E05. 
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1 .2e-96:471 :98 
AF086205 

R-NT2RP3004647 
5 Homo sapiens mRNA for KIAA0446 protein, complete cds. 

1.5e-1 09:555:96 
AB007915 

R-NT2RP4000108 
10 Mouse neurofilament protein (NF-L) gene, 3' flank. 

1.0e-09:344:63 
M55424 

R-NT2RP4000634 

15 Homo sapiens Xp22 BAC GSHB 526D21 (Genome Systems Human BAC library) complete sequence. 

1.6e-1 6:267:71 
AC003037 

R-NT2RP4000962 

20 Human DNA sequence from PAC 970D1 on chromosome 1q24. Contains ESTs, STSs and a BAC end-sequence 

(GSS). 
0.026:176:67 
AL021069 

25 R-NT2RP4001001 

Drosophila melanogaster Oregon-R mitochondrial A+T region. 

0.00026:354:61 

U11584 

30 R-NT2RP4001009 

Homo sapiens mRNA for Hs Ste24p, complete cds. 

1.6e-82:408:98 

AB016068 

35 R-NT2RP4001467 

Human placental cDNA coding for 5'nucleotidase (EC 3.1 .3~5). 

1.88-111:545:97 

X55740 

40 R-NT2RP4001877 

Yeast (S.cerevisiae) mitochondrial cob gene, intron 4. 

0.19:384:59 

J01469 

45 , R-NT2RP4001879 

Homo sapiens full length insert cDNA clone ZD76G1 0. 

4.4e-1 07:548:94 

AF086408 

50 R-NT2RP4002187 

RPCI11-69F22.TK RPCI11 Homo sapiens genomic clone R-69F22, genomic survey sequence. 

7.1e-37:240:89 

AQ238297 

55 R-NT2RP4002451 

Human DNA sequence*** SEQUENCING IN PROGRESS*** from clone 111B22, WORKING DRAFTSEQUENCE. 

5.8e-1 11:575:96 

Z98200 
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R-NT2RP4002715 

Human Chromosome 11 pac pDJ148f1 , WORKING DRAFT SEQUENCE, 27 unordered pieces. 

2.5e-61 :367:90 

AC001232 

R-NT2RP4002750 

Rattus norvegicus mRNA forcationic amino acid transporters, complete cds: 

1.2e-52:527:74 

AB000113 

R-OVARC1 000003 

Homo sapiens clone DJ0856O24, WORKING DRAFT SEQUENCE, 4 unordered pieces. 

2.3e-1 0:1 40:77 

AC004909 

R-OVARC1 000090 

Homo sapiens genomic DNA, 237 kb segment from 6p21 .3 region including HLA genes, WORKING DRAFT SE- 
QUENCE. 
2.8e-59:323:78 
D84394 

R-OVARC1000105 

H. sapiens gene for ribosomal protein L38. 

2.7e-12:83:100 

226876 

R-OVARC1000137 
R-OVARC1 000208 - 

Homo sapiens PAC clone DJ0817I18 from 7p11 .2p1 3, complete sequence. 

2.7e-52:464:79 

AC004901 

R-OVARC1 000255 

H. sapiens syk mRNA for protein-tyrosine kinase. 

I. 9e-1 05:51 1:98 
Z29630 

R-OVARC1 000275 
R-OVARC1 000298 

Plasmodium falciparum carbamoyl phosphate synthetase II gene, complete cds. 

0.66:364:59 

L32150 

R-OVARC1 000307 
R-OVARC1000313 

Homo sapiens mRNA for KIAA0573 protein, partial cds. 

1.6e-96:534:93 

AB011145 

R-OVARC1 000331 

Sequence 2 from patent US 5763589. 

8.1e-66:335:97 

AR012692 

R_-QVARC1 000410 
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Homo sapiens clone 23767 and 23782 mRNA sequences. 

1.0e-88:462:94 

AF007150 

R-OVARC1 000439 

E.coli fanG and fanH genes. 

0.99:424:58 

Y00531 

R-0VARC1 000467 

HS_3235_A2_A12_T7CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3235 

Col=24 Row=A, genomic survey sequence. 

9.2e-09:125:76 

AQ206826 

R-OVARC1 000529 

R-OVARC1 000553 

Homo sapiens chromosome 19, cosmid R26894, complete sequence. 

2.0e-84:437:96 

AC005594 

R-OVARC1 000775 

CIT-HSP-2060P5.TF CIT-HSP Homo sapiens genomic clone 2060P5, genomic survey sequence. 0.29:223:63 
B70025 

R-OVARC1 000811 

Homo sapiens chromosome 16, cosmid clone 432A1 (LANL), complete sequence. 

2.8e-89:438:98 

AC004235 

R-OVARC1 000853 

RPCI11-16C11.TV RPCI-11 Homo sapiens genomic clone RPCI-11-16C11, genomic survey sequence. 

5.3e-53:317:92 

B76661 

R-OVARC1 000873 

Human DNA sequence from clone 1049G16 on chromosome 20q12-13.2 Contains gene similar to GLU- 
COSAMINE-6-SULFATASE, a nuclear receptor coactivator gene, ESTs, STSs, GSSs, complete sequence. 
1.2e-1 02:51 1:97 
AL034418 

R-OVARC1000916 
H.sapiens PISSLRE mRNA. 

5. 8e-1 11:588:94 ~ 
X78342 

R-OVARC1 000956 

Human DNA sequence from cosmid L241B9, Huntington's Disease Region, chromosome 4p16.3 contains poly- 
morphic VNTR pYN232. 
2.7e-89:478:94 
Z69708 

R-OVARC1 000995 - . 

Human DNA sequence from clone 885E17 on chromosome 1p33-34.1. Contains STSs and GSSs and genomic 

marker D1S1 302, complete sequence. 

9.5e-46:325:84 

AL031294 
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R-OVARC1001030 

Homo sapiens neuroendocrine-specific protein C (NSP) mRNA, complete cds. 

1.2e-05:1 97:63 

L10335 

5 

R-OVARC1001049 
R-OVARC1001086 

Homo sapiens cyclin T2a mRNA, complete cds. 
10 4.3e-1 05:569:94 

AF048731 

R-OVARC1001132 

Homo sapiens genomic DNA, chromosome 21q11 .1 , segment 9/28, WORKING DRAFT SEQUENCE. 
15 - 2.2e- 111:569:96 
AP000038 

R-OVARC1001163 

Sus scrota MHC SLA class III steroid 21 -hydroxylase (CYP21) gene, complete cds, ORF human-like gene, Iast5 
20 exons. 

0.010:349:60 
M83939 

R-OVARC1001222 

25 Spiroplasma citri orfa and orff genes, partial cds, orfb, orfc, and orfe genes and Spiroplasma virus SpV1 -derived 

ORF1 and v ORF3 genes, complete cds, and SpV1 -derived ORF14 gene, partial cds. 
0.58:184:60 
U28972 

30 R-OVARC1 001260 

Homo sapiens clone DJ0856O24, WORKING DRAFT SEQUENCE, 4 unordered pieces. 

1.1e-10:140:78 

AC004909 

35 R-OVARC1001336 

Homo sapiens clone DJ0856O24, WORKING DRAFT SEQUENCE, 4 unordered pieces. 

2.3e-1 0:140:77 

AC004909 

40 R-OVARC1001338 

R-OVARC1001569 

R-OVARC1001570 

45 . 
R-OVARC1001596 

Homo sapiens chromosome 17, clone hRPK.372_K_20, complete sequence. 

5.9e-47:361:83 

AC005951 

50 

R-OVARC1001607 

Human beta- 1 ,2-N-acetylglucosaminyltransf erase II (MGAT2) gene, complete cds. 

3.3e-112:559:96 

U15128 

55 

R-OVARC1001725 

Homo sapiens patched related protein TRC8 (TRC8) gene, exon 1 and partial cds. 
3.9e-56:318:95 
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AF064800 
R-OVARC1001727 

Human DNA sequence from clone 48A11 on chromosome 20p12 Contains EST, STS, GSS, complete sequence. 

6.1 e-1 01:533:94 

AL031132 

R-OVARC1001807 

Human TR3 orphan receptor mRNA, complete cds. 
2.8e-87;426:97 

L13740 - 
R-OVARC1001833 

Mouse fork head related protein (HNF-3beta) mRNA, complete cds. 

1.1e-21:263:76 

L10409 

R-OVARC1001991 

H. sapiens chromosome 22 CpG island DNA genomic Mse1 fragment, clone 301 e3, reverse read 301 e3 r 
0.90:151:59 

Z79826 

R-OVARC1 002058 

Homo sapiens full length insert cDNA clone ZD58C02. 

I. 9e-1 05:547:95 
AF088043 

R-OVARC1002178 

Human DNA sequence from clone 267M20 on chromosome Xq22.2-22.3. Contains part of the DIAPH2 gene and 

a pseudogene, ESTs, STSs and GSSs, complete sequence. 

0,26:429:58 

AL031053 

R-PLACE1 000033 

Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING DRAFT SEQUENCE, 4 

unordered pieces. 

0.098:467:59 

AC004688 

R-PLACE1 000231 

Homo sapiens BAC clone RG060N22 from 7q21 , complete sequence. 

0.91:141:64 

AC003083 

R- PLACE 1000258 

Human DNA sequence from clone 71 0L4 on chromosome Xq1 1 .2-1 2 Contains part of a gene similar to myotubu- 

larin-related protein, EST, STS and GSS, complete sequence. - 

3.8e-53:524:75 

AL034408 

R-PLACE1 000442 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: K22F20, complete sequence. 

3.0e-07:413:62. 

AB016873 

R-PLACE1 000560 

Homo sapiens chromosome 5, BAC clone 1 94j1 8 (LBNL H1 58), complete sequence. 
6.3e-59:323:94 
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R- PLACE 1000740 

H. sapiens PEX gene. 
5 0.0065:202:63 

Y10196 

R-PLACE1000912 

10 R-PLACE1000914 

Homo sapiens chromosome 17, clone HCIT145P4, WORKING DRAFT SEQUENCE, 8 unordered pieces. 

3.4e-68:452:86 

AC002093 

15 R-PLACE1 000927 

Cowpox virus strain GRI-90 DNA (49 kb fragment). 

I. 8e-46:432:76 
Y15035 

20 R-PLACE1 000986 

HS_2037_A2_B06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2037 

Col=12 Row=C, genomic survey sequence. 

0.087:48:89 

AQ232754 

25 

R-PLACE1001016 

M.fascicularis gene for apolipoprotein A-IV. 

0.016:226:61 

X68361 

30 

R-PLACE1001100 

Human DNA sequence from PAC 426I6 on chromosome 1p34.1-1p35. Contains NIPP-1 -like gene a nuclear in- 
hibitor of protein phosphatase-1 , ESTs, and a CA repeat. 
3.4e-37:320:80 
35 AL020997 

R-PLACE1001114 

RPC111-5C23.TV RPCI-11 Homo sapiens genomic clone RPCI-11-5C23, genomic survey sequence. 
9.2e-44:1 73:85 
40 B49180 

R-PLACE1001123 

R-PLACE1001183 
45 Plasmodium falciparum MAL3P8, complete sequence. 

0.47:217:63 
, AL034560 

R-PLACE1001229 

50 Mitochondrion Culex torrentium A+T rich mitochondria! control region. 

3.3e-09:356:63 
U69573 

R-PLACE1001231 

55 Rattus norvegicus sodium-dependent multi-vitamin transporter (SMVT) mRNA, complete cds. 

1.2e-09:1 86:72 
AF026554 
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R-PLACE1001340 

Homo sapiens mRNA for KIAA071 9 protein, complete cds. 

2.0e-51:265:98 

AB0 18262 

R-PLACE1 001401 

Bactrocera dorsalis strain Tahiti mitochondrial D-loop region, complete sequence 

0.0073:203:60 , 

AF033929 

R-PLACE1001407 

Human DNA sequence from clone 496H1 9 on chromosome 6q24 Contains ESTs, complete sequence 

5.8e-70:360:96 

AL023582 

R-PLACE1001464 

Human placental cDNA coding for 5'nucleotidase (EC 3.1 .3.5). 

3.1e-90:457:96 

X55740 

R-PLACE1001500 

Homo sapiens clone DJ0917G04, WORKING DRAFT SEQUENCE, 35 unordered pieces 

1 .0:232:62 

AC004929 

R-PLACE1001516 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-575C2, complete sequence 

1.9e-26:1 68:88 

AC002425 

R-PLACE1001536 

Human Chromosome X clone bWXD187, complete sequence. 

6.5e-61:310:98 

AC004383 

R-PLACE1 001564 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 287G14, WORKING DRAFT SE- 
QUENCE. 
2.9e-1 00:504:97 
AL033377 

R-PLACE1001655 

Homo sapiens Shab-related delayed-rectifier K+ channel alpha subunit (KCNS3) mRNA, complete cds 

3.8e-1 17:578:97 

AF043472 

R-PLACE1001788 

Sequence 9 from Patent W09722695. 

1.9e-05:91:82 

A63556 

R-PLACE1001795 

R-PLACE1001836 
, complete sequence. 
4.1e-14:269:69 
AC005406 
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R-PLACE1001918 

Human HepG2 3' region Mbol cDNA, clone hmd4f06m3. 

7.3e-25:151:95 

D 17237 

5 

R-PLACE1001949 ' 

Human DNA sequence from PAC 436M11 on chromosome Xp22.11-22.2. Contains the serine threonine protein 
phosphatase gene PPEF1 , and the first coding exon of the RS1 gene for retinoschisis (X-linked, juvenile) 1 
(XLRS1). Contains ESTs, an STS and GSSs, complete sequence. 
10 0.54:165:63 
Z94056 

R-PLACE1 002080 

Homo sapiens chromosome 17, clone hRPC.971 _F_3, WORKING DRAFT SEQUENCE, 1 ordered pieces. 
15 3.7e-60:289:95 
AC004150 

R-PLACE1 002095 

Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 3-52, complete sequence. 
20 0.00052:422:59 
AL008982 

R-PLACE1002153 

Homo sapiens TACC2 protein (TACC2) mRNA, partial cds. 
25 4.6e-1 00:51 4:95 

AF095791 

R-PLACE1 002329 

Homo sapiens chromosome 19, cosmid R31855, complete sequence. 
30 1 .3e-46:257:95 

AC005782 

R-PLACE1 002355 

HS_2057_B1_D01_T7C IT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2057 
35 Col=1 Row=H, genomic survey sequence. 

0.089:132:65 
AQ245227 

R-PLACE1 002374 

40 Human mRNA for pro-cathepsin L (major excreted protein MEP). 

2.6e-1 01:501:97 
X12451 

R-PLACE1002518 

45 HS_2176_A2_D04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 

Plate=21 76 Col=8 Row=G, genomic survey sequence. 
1.7e-43:221:100 
AQ014851 

50 R-PLACE1 002547 

Homo sapiens mRNA for KIAA0719 protein, complete cds. 

2.0e-53:276:97 

ABO 18262 

55 ' R-PLACE1 002726 

Human DNA-binding protein ABP/ZF mRNA, complete cds. 

1.1e-37:212:94 

U82613 
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R-PLACE1 002905 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 215D11, WORKING DRAFT SE- 
QUENCE. 
1 .2e-42:302:86 
AL034417 

R-PLACE1 002911 

R-PLACE1 002967 

Homo sapiens chromosome 16, BAC clone 461 A8, complete sequence. 

2.3e-39:310:82 

AC006111 

R-PLACE1003135 

Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MAL4P1 , WORKING DRAFT SE- 
QUENCE. 
2.2e-07:418:60 
AL034557 

R-PLACE1003163 

Homo sapiens DBI-related protein mRNA, complete cds. 

4.7e-1 10:547:96 

AF069301 

R-PLACE1 003407 

Homo sapiens putative transmembrane protein (CLN5) mRNA, complete cds. 

1.7e-47:287:91 

AF068227 

R-PLACE1 003428 

Human DNA sequencef rom clone 55C23 on chromosome 6q22.3-23.3 contains vanin-like genes VNN1 and VNN2, 

ESTs, GSSs,, complete sequence. 

1.1e-75:268:98 

AL032821 

R-PLACE1 003438 

R-PLACE1 003460 

HS_3026_B1 _A08_MR C IT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3026 

Col=15 Row=B, genomic survey sequence. 

0.30:100:69 

AQ093523 

R-nnnnnnnnnnnn 

Homo sapiens clone DJ0981 007, complete sequence. 

3.3e-46:135:98 

AC006017 

R-PLACE1 003573 

HS_3079_B2_A02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3079 

Col=4 Row=B, genomic survey sequence. 

1.1e-49:261:96 

AQ121751 

R-PLACE1 003598 

R- PLACE 1003644 

Caenorhabditis elegans cosmid F52H3, complete sequence. 
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0.38:345:62 
266512 

R-PLACE1 003737 

Homo sapiens Xp22-83 BAC GSHB-324M7 (Genome Systems Human BAC Library) complete sequence. 

1.9e-77:406:96 

AC005859 

R- PLACE 1003772 

Human DNA sequence from PAC 426I6 on chromosome 1p34.1-1p35. Contains NIPP-1 -like gene a nuclear in- 
hibitor of protein phosphatase- 1 , ESTs, and a CA repeat. 
2.2e-29:454:70 
AL020997 

R-PLACE1 003839 

Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-69G1 2, complete sequence. 

3.0e-52:272:97 

AC004131 

R-PLACE1 003845 

HS_321 9_A1 _A1 OJvIR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=321 9 

Col=1 9 Row=A, genomic survey sequence. 

1.5e-13:231:70 

AQ181482 

R-PLACE1 003852 

Homo sapiens mRNA for KIAA0758 protein, partial cds. 

6.8e-86:439:96 

AB018301 

R-PLACE1 004028 

R-PLACE1 004078 

Homo sapiens 12p13.3 PAC RPCI5-940J5 (Roswell Park Cancer Institute Human PAC Library) complete se- 
quence. 

5.0e-36:310:80 ' 
AC006064 

R-PLACE1004166 

Petromyzon marinus neurofilament subunit NF-180 mRNA, complete cds. 

0.95:224:62 

U19361 

R-nnnnnnnnnnnn 

Fugu rubripes GSS sequence, clone 076D01bH10, genomic survey sequence. 

3.0e-08:1 07:77 , . 

AL026605 

R-PLACE1004199 

Human prostaglandin D2 synthase gene, exons 2 through 6 and complete cds. 

0.0028:157:67 

M98538 

R-PLACE1 004279 

Human DNA sequence from PAC 193B12 on chromosome 6p21 .3-22.3. Contains histone H2A/d, H2B/d, H2A.i, 
H1 .5, H3.F, H4.k, H3/j genes, histone pH2b.i and hypothetical protein A4 pseudogenes, histone H2A.1 and H2B. 
2 duplicate genes, Glycine (GGC) tRNA gene, olfactory receptor OL1 like gene, ESTs STSs and predicted CpG 
islands. 
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0.00065:228:58 
v Z98744 

R-PLACE1 004282 

R-PLACE1 004305 

Homo sapiens mRNA for KIAA0740 protein, complete cds. 

2.0e-77:377:99 

AB018283 

R-PLACE1 004441 

RPCI11-76P13.TV RPCI11 Homo sapiens genomic clone R-76P13, genomic survey sequence 

1.8e-73:370:97 

AQ281810 

R-PLACE1 004450 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: K24G6, complete sequence 

0.87:269:59 

AB012242 

R-PLACE1 004482 

Mus musculus hematopoietic lineage switch 2 (HLS2) mRNA, complete cds. 

5.2e-33:356:75 

AF009513 

R-PLACE1 004492 

Mus musculus mRNA for Doc2, partial cds. 

4.1e-28:268:77 

D50000 

R-PLACE1004519 

Human DNA sequence from clone 24o1 8 on chromosome 6p21 .31 -22.2 Contains zinc finger protein pseudogene, 

VNO-type olfactory receptor pseudogene, nuclear envelope pore membrane protein, EST, STS, GSS, complete 

sequence. 

1. 8e-1 4:330:67 ' 

AL021808 

R-PLACE1 004520 

Human pregnancy specific beta-1 -glycoprotein 1 (PSG1) gene. 

1.4e-73:397:93 

M 93705 

R-PLACE1 004630 

R-PLACE1 004637 . 
Human Chromosome 11 Cosmid cSRL16b6, complete sequence. 
5.5e-1 08:625:91 
U73638 

R-PLACE1 004648 
R-PLACE1004816 

Homo sapiens mRNA for Hakata antigen, complete cds. 

5.6e-1 03:586:90 

D88587 

R-PLACE1 004887 

CIT-HSP-2172H20.TR CIT-HSP Homo sapiens genomic clone 2172H20, genomic survey sequence. 
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1.2e-31:1 77:97 
B99962 

R-PLACE1 005003 
5 Mus musculus clone OST1 371 9, genomic survey sequence. 

0.0043:159:64 
AF046703 

R-PLACE1 005005 

10 Homo sapiens ubtqultin conjugating enzyme G2 (UBE2G2) mRNA, complete cds. 

2.1e-56:299:95 
AF032456 

R-PLACE1 005031 

15 Homo sapiens chromosome 1 7, clone hRPK.1 56_L_1 4, complete sequence. 

1.0:155:65 
AC005821 

R-PLACE1 005239 

20 Homo sapiens mRNA for HIRIP3 protein (clone pH4-31 , pH4-17). 

4.4e-85:450:93 
AJ223351 

R-PLACE1 005250 

25 Mus musculus maternal transcript Maid (Maid) mRNA, complete cds. 

7.7e-1 9:232:73 
U50734 

R-PLACE1 005383 
30 Homo sapiens UP50 mRNA, complete cds. 

2.0e-77:471:88 
AF093118 

R-PLACE1 005410 
35 Canis familiaris sec61 homologue mRNA, complete cds. 

6.4e-12:132:82 
M 96629 

R-PLACE1 005426 

40 Human pregnancy specific beta- 1 -glycoprotein 4 (PSG4) mRNA, complete cds. 

2.3e-1 09:574:94 
M94891 

, R-PLACE1005519 

45 Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MAL4P1 , WORKING DRAFT SE- 

QUENCE. 
4.1e-08:426:61 
AL034557 

50 R-PLACE1 005539 

R-PLACE1 005544 

Homo sapiens chromosome 19, cosmid F20887, complete sequence. 
1.0e-1 7:202:73 
55 AC005578 

R-PLACE1 005569 

Human DNA sequence*** SEQUENCING IN PROGRESS *** from clone 159A1, WORKING DRAFT SEQUENCE. 
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3.8e-89:470:95 
AL034397 ' 

R-PLACE 1005601 
. Homo Sapiens angiotensin II receptor gene, complete cds. 
8.0e-52:301:90 
L48211 

R-PLACE1 005660 
R-PLACE1 005669 

Mitochondrion Culex torrentium A+T rich mitochondrial control region. 
9.5e-09:338:63 
. U69573 

R-PLACE1 005682 

Caenorhabdrtis elegans cosmid M70. 

0.012:226:62 

AF047661 

R-PLACE1 005725 

Caenorhabdrtis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y48E1, WORKING DRAFT SE- 
QUENCE. 
0.42:435:59 
Z92856 

R-PLACE1 005736 

Rattus norvegicus DD6A4-1 mRNA, partial sequence. 

9.0e-21:282:73 

AF034237 

R-PLACE1 005745 

RPCM1-88L20.TJ RPCI11 Homo sapiens genomic clone R-88L20, genomic survey sequence 

2.4e-62:310:99 

AQ281511 

R-PLACE1 005768 

Human DNA sequence from Fosmid24E5 on chromosome 22q11.2-qter contains paralbumin ESTs STS 

5.6e-94:511:93 

282185 

R-PLACE1005815 

Human Chromosome 16 BAC clone CIT987SK-A-635H12, complete sequence. 

9.0e-55:586:73 

AC002310 

R-PLACE1 005878 

R-PLACE1 005927 

R-PLACE1 006071 

CIT-HSP-2308A18.TR CIT-HSP Homo sapiens genomic clone 2308A18, genomic survey sequence 

1.6e-76:410:95 

AQ022149 

R-PLACE1 006073 

Homo sapiens mRNA for glucuronyltransferase I, complete cds. 
2.2e-97:513:93 
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AB009598 
R-PLACE1 006079 

Homo sapiens distal-less homeobox protein (DLX3) gene, complete cds. 
5 5.4e-57:333:91 
AF028233 

R-PLACE1 006093 

10 R-nnnnnnnnnnnn 

. Caenorhabditis elegans mRNA for GAP-2-7, partial cds. 
1.9e-08:251:60 
AB011283 

15 R-PLACE1006219 

HS_321 9_A1 _A1 0_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=321 9 
Col=1 9 Row=A, genomic survey sequence. 
3. 1e-1 2:228:69 
AQ 181 482 

20 

R-PLACE1 006277 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 59A1 , WORKING DRAFT SEQUENCE. 

7.8e-96:557:91 

AL034397 

25 

R-PLACE1 006290 

Bacillus whitei clone pWH/Cugl satellite DNA. 

0.37:209:62 

U90159 

30 

R-PLACE1 006443 

Homo sapiens chromosome 17, clone HCIT145P4, WORKING DRAFT SEQUENCE, 8 unordered pieces. 

8.9e-76:451 :91 

AC002093 

35 

R-PLACE1006515 

Homo sapiens mRNA for KIAA0576 protein, partial cds. 

2.1e-76:413:94 

AB011148 

40 

R-PLACE1006716 

M.musculus gene encoding prostaglandin D synthase, putative. 

1.0:199:59 

Y10138 

R-PLACE1 006786 

HS_2037_A2 J306L.MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2037 
Col=12 Row=C, genomic survey sequence. 
0.33:47:91 
50 AQ232754 

R-PLACE1 006809 

Homo sapiens Xq28 genomic DNA in the region of the L1CAM locus containing the genes for neural cell adhesion 
molecule L1 (L1CAM), arginine-vasopressin receptor (AVPR2), C1 p115 (C1), ARD1 N-acetyltransferase related 
55 protein (TE2), renin-binding protein (RbP), host cell factor 1 (HCF1 ), and interleukin-1 receptor-associated kinase 

(IRAK) genes, complete cds, and Xq28lu2 gene. 
0.67:241:59 
U52112 
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R-PLACE1 006959 
R-PLACE1 007028 
R-PLACE1 007040 

Rabbit angiotensin-converting enzyme (ACE-P) gene, 5' end. 

0.0037:208:65 

M58579 

R-PLACE1 007077 . 

CIT-HSP-2308A18.TR CIT-HSP Homo sapiens genomic clone 2308A18, genomic survey sequence 

3.0e-76:411:94 

AQ022149 

R-PLACE1 007081 

RPCI11-31D7.TJ RPCI-11 Homo sapiens genomic clone RPCI-11-31D7, genomic survey sequence. 

1.9e-06:88:84 

AQ016433 

R-PLACE1 007096 

H. sapiens DMD gene microsatellite (147-200bp). 

I. 0:142:59 
X77677 

R-PLACE1 007296 
R-PLACE1 007591 

Human DNA sequence from clone 113J7 on chromosome Xp11 .22-11 .4. Contains part of a putative Homeobox 
(pseudo?) gene, ESTs and an STS, complete sequence. 
1.6e-1 1:203:66 
AL023574 

R-PLACE1 007626 

Homo sapiens unknown mRNA, complete cds. 

4.9e-29:1 83:91 

AF047439 

R-PLACE1 007702 

Homo sapiens chromosome 17, clone 363G12, WORKING' DRAFT SEQUENCE, 11 unordered pieces 

2.3e-75:445:90 

AC002348 

R-PLACE1 007845 

CIT-HSP-2306G15.TR CIT-HSP Homo sapiens genomic clone 2306G15, genomic survey sequence 

0.00045:194:64 

AQ022229 

R-PLACE1 007881 

CITBI-E1 -2503C21 ,TF CITBI-E1 Homo sapiens genomic clone 2503C21 , genomic survey sequence 

0.43:104:69 

AQ263355 

R-PLACE1 007971 

R-PLACE1 008282 

Homo sapiens clone DJ0042M02, WORKING DRAFT SEQUENCE, 20 unordered pieces. 

7.7e-73:396:94 

AC005995 
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R-PLACE1 008297 

N.frontalis enolase gene, promoter region. 

1.2e-08:457:57 

X81451 

5 - 

R-PLACE1 008359 

Plasmodium falciparum MAL3P1, complete sequence. 

0.00044:443:56 

297348 

10 

R-PLACE1 008469 

Homo sapiens chromosome 1 7, clone HCIT1 45P4, WORKING DRAFT SEQUENCE, 8 unordered pieces. 

4.4e-78:536:84 

AC002093 

15 

R-PLACE1 008549 

Mus musculus E74-like factor 5 (Elf 5) mRNA, complete cds. 

3.4e-30:256:75 

AF049702 

20 

R-PLACE1 008657 

Homo sapiens BAC clone GS067A24 from 7q21 .q21 .2, complete sequence. 

1 .9e-40:320:82 

AC005009 

25 

R-PLACE1008716 

Human beta-1,2-N-acetylglucosaminyltransferase II (MGAT2) gene, complete cds. 

8.2e-1 18:591:96 

U15128 

30 

R-PLACE1 008744 

Sequence 1 from patent US 5691147. 

3.le-1 08:559:94 

176197 

35 

R-PLACE1 008984 

Human DNA sequence — SEQUENCING IN PROGRESS "* from clone 167A19, WORKING DRAFT SE- 
QUENCE. 
1.6e-1 02:503:96 
40 AL031427 

R-PLACE1 008985 

Mus musculus synaptotagmin VIII mRNA, partial cds. 
9.7e-29:255:77 
45 U20107 

R-PLACE1 009067 

R-PLACE1009196 

so Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y48A6, WORKING DRAFT SE- 

QUENCE. 
0.0094:206:65 
Z92854 

55 R-PLACE1 009279 

Homo sapiens serine protease (PRSS11) mRNA, partial cds. 

2.4e-26:553:62 

AF097709 
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R- PLACE 1009527 

Human DNA-binding protein ABP/ZF mRNA, complete cds. 

7.9e-91;497:91 

U82613 

R- PLACE 1009546 

Human PAC clone DJ218B13 from Xq23, complete sequence. 

0.29:147:64 

AC002072 

R-PLACE1 009600 

Mouse mRNA for tetracycline transporter-like protein, complete cds 

6.1e-81:466:90 

D88315 

R-PLACE1 009735 

Homo sapiens clone NH0523H20, complete sequence. 

2.0e-74:268:99 

AC005041 

R-nnnnnnnnnnnn 

Homo sapiens DNA sequence from PAC 833B2 on chromosome Xq26.1-27.2. Contains an EST complete 

quence. 

1 .9e-05:255:65 

AL023800 

R-PLACE1010011 
, complete sequence. 
2.9e-77:174:100 
AC005409 



R-PLACE1010078 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 209H1 , WORKING DRAFT SEQUENCE 

1.0:108:65 

Z84465 

R-PLACE1010081 

Homo sapiens serine/threonine kinase RICK (RICK) mRNA, complete cds 

9.2e-1 05:560:93 

AF027706 



R-PLACE1010251 

Plasmodium falciparum MAL3P4, complete sequence. 

5.0e-07:468:58 

AL008970 

R-PLACE1010445 

Pan troglodytes HS19,8-similar locus and Y Alu element, genomic survey sequence 
1 .2e-49:303.90 
AF077058 ■ 

R-PLACE1010713 

RPCI11-69F22.TK RPCI11 Homo sapiens genomic clone R-69F22, genomic survey sequence 

7.4e-11:114:80 

AQ238297 

R-PLACE1010784 

Capra hircus strain Saanen, genomic survey sequence. 
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7.4e-24:1 82:87 
AF083406 

R-PLACE1010827 

nbxb0026K23f CUGI Rice BAC Library Oryza sativa genomic clone nbxb0026K23f, genomic survey sequence. 

1.0:252:61 . 

AQ271546 

R-PLACE1010968 

Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING DRAFT SEQUENCE, 5 

unordered pieces. 

0,0038:295:57 

AC005308 

R-PLACE1011045 
. Homo sapiens E1-like protein mRNA, complete cds. 
1.6e-90:453:96 
AF094516 

R-PLACE1011116 

Homo sapiens embryonic lung protein (HUEL) mRNA, complete cds. 

4.6e-72:385:94 

AF006621 

R-PLACE1011236 

*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0289H06; HTGS phase 1, 

WORKING DRAFT SEQUENCE, 4 unordered pieces. 

0.98:142:65 

AC004580 

R-PLACE1011364 

R-PLACE1011407 

Human DNA sequence from clone 1 27F1 8 on chromosome Xp1 1 .4-21 .3. Contains part of a novel gene with some 

similarity to parts of chicken Myosin Light Chain and various species' lnterleukin-1 Receptor Type 1 (IL1-R-1). 

Contains GSSs, complete sequence. 

9.1e-27:293:74 

AL031575 

R-PLACE1011516 

Fugu rubripes GSS sequence, clone 190N14aC12, genomic survey sequence. 

1.0:96:68 

AL030602 

. R-PLACE1011708 
Homo sapiens intrinsic factor-B1 2 receptor precursor, mRNA, complete cds. 
2.4e-91S21:91 
AF034611 

R-PLACE1011824 

Figure 6. DNA sequence of three 3'apoB VNTR alleles. 

2.2e-06:264:65 

M23046 

R-PLACE1011978 

Figure 2. Nucleotide and translated protein sequences of HPF1 , -2, and -9. 

4.8e-50:553:69 

M27877 
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R-PLACE2000118 

Homo sapiens DNA sequence from PAC 393P12 on chromosome Xp11.21. Contains a hypothetical protein 
KIAA0413 (KIAA0412, KIAA0065, KIAA0569) LIKE Zinc Finger protein pseudogene, a hypothetical Proline-rich 
protein KIAA0269 LIKE gene and a 60S Ribosomal Protein L7 LIKE pseudogene. Contains ESTs, an STS and a 
GSS (BAC end sequence), complete sequence. 
3.9e-1 07:567:94 
AL022578 

R-PLACE2000219 

Homo sapiens clone RG132J19, complete sequence. 

4.7e-39:317:82 

AC005163 

R-PLACE3000181 

Human protocadherin 42 mRNA, 3" end of cds for alternative splicing PC42-8. 

3.9e-81:441:94 

L11369 

R-PLACE3000213 

Sequence 1 from patent US 5691147. 

1.5e-1 09:559:95 

176197 

R-PLACE4000354 

Sequence 1 from patent US 5691147. 

2.7e-1 06:548:95 - 

176197 

R-PLACE4000455 

Arabidopsis thaliana genomic DNA chromosome 3, P1 clone: MEBS, complete sequence. 

9.3e-07:357:60 

AB019230 

R-THYR01 000036 

Sequence 11 from patent US 5773248. 

4.0e-99:527:93 

AR014074 

R-THYR01 000061 

Homo sapiens chromosome 19, cosmid R34382, complete sequence. 

7.3e-90:460:96 

AC005329 

R-THYR01 000099 

R-THYRO1000196 

Homo sapiens Ksp-cadherin (CDH16) mRNA, complete cds. 
1.1 e-1 04:530:96 
AFO 16272 

R-THYR01 000400 

Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-233A8, complete sequence. 

1.0:308:61 

AC004685 

R-THYFI01 000580 

Human Kox26 mRNA for zinc finger protein, partial. 
0.11:105:67 
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X52357 

R-THYR01 000584 

*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0539L1 0; HTGS phase 1 , 

WORKING DRAFT SEQUENCE, 15 unordered pieces. 

1.49-14:241:68 

AC004480 

R-THYR01 000678 

Belonogaster petiolata 1 6S ribosomal RNA gene, mitochondrial gene for mitochondrial rRNA, partial sequence. 

0.049:150:64 

AF066910 

R-THYR01 000776 

CITBI-E1-2505N5TF.1 CITBI-E1 Homo sapiens genomic clone 2505N5, genomic survey sequence. 

0.38:179:63 

AQ241670 

R-THYR01 000795 

R-THYR01 000846 

Homo sapiens hJAG2.del-E6 (JAG2) mRNA, alternatively spliced isoform of Jagged2, complete cds. 

3.6e-06:425:61 

AF029779 

R-THYR01 000866 

Homo sapiens SKB1 Hs mRNA, complete cds. 

4.0e-42:251 :92 

AF015913 

R-THYR01 000956 

R-THYR01 000964 

Human Chromosome 11 Cosmid cSRL186g7, complete sequence. 

0.18:292:61 

U73627 

R-THYR01 000999 

CIT-HSP-2288E24.TR CIT-HSP Homo sapiens genomic clone 2288 E24, genomic survey sequence. 

3.6e-1 8:292:71 

AQ002356 

R-THYRO1001063 

Homo sapiens chromosome 16 BAC clone CIT987SK-381E11 complete sequence. 

1 .5e-27:292:76 

AF001552 

R-THYRO1001071 

Human DNA sequence*** SEQUENCING IN PROGRESS *** from clone 37E1 6, WORKING DRAFT SEQUENCE. 

1.7e-1 05:51 3:98 

Z83844 

R-THYRO1001102 

Homo sapiens clone DJ0539M06, WORKING DRAFT SEQUENCE, 10 unordered pieces. 

3.2e-62:429:86 

AC004832 

R-THYRO1001113 
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Caenorhabditis elegans cosmid C25F9, complete sequence. 

0.026:338:58 

Z81476 

R-THYRO1001128 

Homo sapiens chromosome 9q34, clone 63G10, complete sequence. 

5.3e-12:132:79 

AC002096 

R-THYR01 001205 

Homo sapiens clone DJ11 73I20, WORKING DRAFT SEQUENCE, 5 unordered pieces. 

1.9e-60:251:85 

AC004987 

R-THYRO1001237 

R-THYRO1001242 

Mouse mRNA fonhymic epithelial cell surface antigen, complete cds. 

1.5e-45:525:75 

D67067 

R-THYRO1001266 

H.sapiens DNA containing a polymorphic (CA)n repeat (436bp). 

6.0e-05:258:67 

X65457 

R-THYRO1001327 

Human DNA sequence from clone 453C12 on chromosome 20q12-13.12 Contains SDC4 (syndecan 4 (amphig- 
lycan, ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilin-4) STS, GSS, CpG 
island, complete sequence. 
2.8e-1 04:541:95 
AL021578 

R-THYRO1001456 

R-THYRO1001457 

H. sapiens mRNA for protein kinase C mu. 
2.9e-23:391:66 

X75756 

R-THYRO1001471 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-952F10, complete sequence. 

0.39:271:61 

AC004787 

R-THYRO1001478 

R-THYRO1001495 

Homo sapiens clone DJ0813F11 , WORKING DRAFT SEQUENCE, 5 unordered pieces. 

2.8e-88:446:88 

AC006006 

R-THYRO1001523 

CIT-HSP-2333F9.TF CIT-HSP Homo sapiens genomic clone 2333F9, genomic survey sequence. 

I. 4e-05: 126:71 
AQ039390 

R-THYR01001529 . 
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R-THYRO1001593 

Homo sapiens chromosome 19, cosmid R33632, complete sequence. 

3.7e-1 00:51 4:96 

AC005781 

R-THYRO1001608 

Homo sapiens clone DJ0635O05, WORKING DRAFT SEQUENCE, 7 unordered pieces. 

2.3e-40:369:79 

AC004845 

10 

R-THYRO1001641 

Homo sapiens clone 24448 unknown mRNA, partial cds. 

3.4e-1 10:562:96 

AF070638 

R-THYRO1001700 

R-THYRO1001702 

Mus musculus mRNA for myeloid associated differentiation protein. 
20 1.1e-11:367:66 
AJ001616 

R-THYRO1001725 

Homo sapiens, clone hRPK.1_A_1 , complete sequence. 
25 9.1e-12:329:65 
AC006196 

R-THYRO1001770 

Homo sapiens PAC clone DJ0755G17 from 7p21-p22, complete sequence. 
30 0.12:339:59 
AC004879 

R-THYRO1001803 

35 R-Y79AA1 000030 

Homo sapiens chromosome 5, BAC clone 319C17 (LBNL H159), complete sequence. 

2.0e-98:515:95 

AC005214 

40 R-Y79AA1000127 

Homo sapiens genomic DNA, chromosome 21 q1 1 .1 , segment 5/28, WORKING DRAFT SEQUENCE. 

3.2e-115:551:99 

AP000034 

45 R-Y79AA1 000207 

Homo sapiens chromosome 17, clone hRPK.271_K_11 , complete sequence. 

t.8e-38:282:85 

AC005562 

so R-Y79AA1 000226 

Homo sapiens full length insert cDNA YN52F1 0. 

4.8e-09:1 04:85 

AF075033 

55 R-Y79AA1 000270 

Human mRNA for ORF, Xq terminal portion. 

1.0e-1 05:564:93 

D16469 
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R-Y79AA1 000426 

Rattus norvegicus activin beta E mRNA, complete cds. 

6.1e-50:562:72 

AF089825 

5 

R-Y79AA1 000521 

Rattus norvegicus steroid sulfatase (Sts) mRNA, complete cds. 

0.48:233:62 

U37138 

w 

R-Y79AA1 000750 

Human DNA from cosmid f23280 from chromosome 19q13.2, genomic sequence. 

6.8e-07:320:60 

L47334 

15 

R-Y79AA1 000776 
R-Y79AA1 000777 

Homo sapiens full length insert cDNA clone ZD93D1 0. 
20 2.9e-1 10:574:95 

AF088072 

R-Y79AA1 000876 

Mus musculus bone morphogenetic protein-6 (BMP-6) gene, exons 6 and 7 and complete cds. 
25 0.0096:105:71 
U73520 

R-Y79AA1 000959 

Homo sapiens Hsp70 binding protein HspBPI mRNA, complete cds. 
30 , 1.0e-78:453:92 
AF093420 

R-Y79AA1 000967 

Rattus norvegicus vesicla-associate calmodulin-binding protein mRNA, complete cds. 
35 2;3e-43:263:84 
L22557 

R-Y79AA1001013 

40 R-Y79AA1001056 

Mus musculus maternal transcript Maid (Maid) mRNA, complete cds. 

1.5e-22:269:73 

U50734 

45 R-Y79AA1001062 

D.teissieri mitochondrial DNA fortRNA-fmet, tRNA-lle, tRNA-GIn & tRNA-Val. 

1.1e-07:494:57 

X54011 

50 R-Y79AA1001090 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-279B10, complete sequence. 

1.2e-26:269:77 

AC002300 

55 R-Y79AA1001212 

Homo sapiens SL15 protein mRNA, complete cds. 

5.7e-82:407:97 

AF038961 
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R-Y79AA1001264 

HS_21 95_A2_A07_MRC IT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=21 95 
Col=14 Row=A, genomic survey sequence. 
3.4e-07:1 01:82 
5 AQ191092 

R-Y79AA1001272 

Hansenula wingei mitochondrial DNA, complete sequence. 
2.1e-05:435:60 
10 D31785 

R-Y79AA1001328 

Rattus norvegicus Delta 3 mRNA, complete cds. 
1 .0e-29:356:72 
15 AF084576 

R-Y79AA1001426 

R-Y79AA1001430 
20 Homo sapiens mRNA for KIAA0469 protein, complete cds. 

6.2e-1 11:555:96 
AB007938 

R-Y79AA1001523 

25 Homo sapiens DNA sequence from PAC 41 8A9 on chromosome 6q21 . Contains the first (5*) two exons of a CDK8 

(Cell Division Protein Kinase 8) LIKE gene, a Neutral Calponin LIKE pseudogene, ESTs and STSs, complete 
sequence. 
3.7e-71:259:90 
Z84480 

30 . 
R-Y79AA1001530 
. Human beta-tubulin gene (5-beta) with ten Alu family members. 
2.6e-56:301 :96 
X00734 

35 . 
R-Y79AA1001592 

HS_21 75_A2_B11_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=21 75 
Col=22 Row=C, genomic survey sequence. 
1.0:237:59 
40 AQ307634 

R-Y79AA1001727 

R-Y79AA1001787 
45 Homo sapiens mRNA for putative ATPase, partial. 

7.2e-80:405:97 
AJ009947 

R-Y79AA1001795 

50 Human DNA sequence from clone 1 033B1 0 on chromosome 6p21 .2-21 .31 . Contains the BINGS gene, exons 1 1 

to 15 of the BING4 gene, the gene for GalT3 (beta3-Galactosyltransf erase), the RPS18 (40S ribosomal protein 
S18) gene, the SACM2L (suppressor of actin mutation 2, yeast, homolog) gene, a pseudogene similar to TAT- 
SF1 , a Pseudogene similar to zinc finger genes, the RING1 gene, the gene for HKE6 (RING2), the gene for HKE4 
(RING5), the RXRB (Retinoid X receptor beta) gene, the COL11 A2 (collagen, type XI, alpha 2) gene, the HLA- 

55 DPB2 pseudogene and part of the HLA-DPA3 pseudogene. Contains predicted CpG islands, ESTs, STSs, and 

GSSs, complete sequence. 
4.2e-1 10:555:97 
AL031228 
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R-Y79AA1001799 
R-Y79AA1001803 

Rattus norvegicus secretogranin III (Sglll) mRNA, complete cds. 
5 6.2e-60:499:77 
U02983 

R-Y79AA1001863 

Human DNA sequence from PAC 365E2 on chromosome 6p22.3-24.1 . Contains EST and STS. 
10 1.4e-45:261:75 
AL009177 

R-Y79AA1 002022 

H.sapiens mRNA for basement membrane heparan sulfate proteoglycan. 
15 1.0:311:61 
X62515 

R-nnnnnnnnnnnn 

Plasmodium falciparum chromosome 2, section 1 8 of 73 of the complete sequence. 
20 1.0:208:62 
AE001381 

R-nnnnnnnnnnnn 

Homo sapiens DNA, trinucleotide repeats region, clone CAG83. 
25 0.17:132:67 
AB018494 

R-Y79AA1002213 

Human DNA sequence from PAC 340G1 on chromosome 6 contains STS. 
30 5.6e-46:490:73 
Z84719 

R-Y79AA1 002334 

Japanese Quail (C.coturnix) troponin T isoform mRNA, clone cC501 . 
35 0.96:210:63 _ 

M26599 

R-Y79AA1 002373 

Human BAC clone RG1 26M09 from 7q21 -q22, complete sequence. 
40 9.7e-82:544:85 
AC002067 

R-Y79AA1 002376 

Human mitochondrial DNA, fragment M1 , encoding transfer RNAs, cytochrome oxidase I, and 2 URFs. 
45 1.9e-1 11:546:97 

M 10546 

R-Y79AA1 002378 

Mus musculus mRNA for zinc finger protein, complete cds, clone:CTfin51 . 
50 1.5e-33:244:74 . 

D10630 

R-Y79AA1 002381 

Homo sapiens DNA sequence from PAC 179N16 on chromosome 6p21.1-21.33. Contains the SAPK4 (MAPK 
55 p38delta) gene, and the alternatively spliced SAPK2 gene coding for CSaids binding protein CSBP2 and a MAPK 

p38beta LIKE protein. Contains ESTs, STSs and two predicted CpG islands, complete sequence. 
0.0046:177:68 ' 
Z95152 



1182 



EP1 130 094 A2 



Homology search result 8. 

[0300] The result of the homology search in the Human Unigene(http;//www.ncbi.nlm.nih.govAJniGene) using the 
clone sequences of the 5'-ends. 

5 

* Indicated are from the top, 
the name of the clone sequence, 
title of the top hit data, 

the P-value: the length of the sequence used for comparison (nucleotide):similarity (%), 
10 the Accession No. of the top hit data. 

[0301] Data were not shown for the clones in which the P-vaiue was higher than 1 . 

F-BNGH41 000020 
15 ESTs 

6.6e-72:412:92 
Hs.153375:AI287812 

F-BNGH41 000087 
20 Homo sapiens mRNA for MIFR-1 , complete cds 

0.027:499:57 
Hs.58269:AB010962 

F-BNGH41 000091 

25 Homo sapiens voltage-gated potassium channel eag (EAG) mRNA, complete cds 

5.2e-81:687:76 
Hs.158305:AJ001366 

F-H EM BA 1000006 

30 ESTs, Weakly similar to HYPOTHETICAL 51.2 KD PROTEIN IN LAG1-RPL14B INTERGENIC REGION [S.cere- 

visiae] 

2.0e-25:1 67:91 
Hs.9252:R53360 

35 F-HEMBA1000121 

ESTs, Moderately similar to HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME III [Caenorhabditis 

elegans] 

3.0e-34: 180:98 

Hs.149509:N24022 

40 

F-HEMBA1000128 
EST 

0.00069:177:62 
Hs.158854:AI377837 

45 

F-HEMBA1 000275 

Human modulator recognition factor I (MRF-1) mRNA, 3'end 

0.012:508:58 

Hs.920:M62324 

50 

F-HEMBA1 000300 

Human mRNA for KIAA0355 gene, complete cds 

1.6e-46:402:78 

Hs.153014:AB002353 

55 

F-HEMBA1 000349 
EST 

6.7e-08:65:95 
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Hs.54372:N80032 

F-HEMBA1 000443 
ESTs 

6.1e-23:278:76 
Hs.69492:AA1 16026 

F-HEMBA1 000462 

F-HEMBA1 000477 
ESTs 

6.9e-78:414:94 

Hs.1 52861 :AA287444 

F-HEMBA1 000590 

Homo sapiens mRNA for matrilin-4, partial 

7.3e-95:482:96 . ' 

Hs.1 29361 :AJ007581 

F-HEMBA1 000634 
ESTs 

1.3e-38:246:86 
Hs.6145:W26640 

F-HEMBA1 000671 

Zinc finger protein 140 (clone pHZ-39) 

2!4e-53:469:68 

Hs.1 54205:1109368 

F-HEMBA1000713 

Homo sapiens 10kD protein (BC10) mRNA, complete cds 

2.1 e-1 27:442:97 

Hs.5300:AF053470 

F-HEMBA1 000732 

Homo sapiens latent transforming growth factor-beta binding protein 4S mRNA, complete cds 

1.0e-45:258:94 

Hs.85087:AF051344 

F-HEMBA1 000745 

Human cardiotrophin-1 (CTF1) mRNA, complete cds 

1.1e-07:316:61 

Hs.25537:U43030 

F-HEMBA1 000835 
ESTs 

4.2e-11:1 88:72 
Hs.116265:AI1 84988 

F-HEMBA1 000875 

Zinc finger protein 133 (clone pHZ-13) 

1.5e-27: 169:93 

Hs.78434:U09366 

F-HEMBA1 000907 

Homo sapiens transcription factor forkhead-l ike 7 (FKHL7) gene, complete cds 

1.3e-06:545:60 

Hs. 1 43551 :AF048693 
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F-H EM BA1 000940 

Homo sapiens connexin46.6 (Cx46.6) gene, complete cds 

4.1 e-1 8:307:66 

Hs.1 00072: AF01 4643 

F-HEMBA1 000962 

Homo sapiens mRNA for MEGF8, partial cds 

0.0018:391:62 

Hs.158200:AB011541 

F-HEMBA1001184 

Homo sapiens SH3 domain binding glutamic acid-rich-like protein (SH3BGRL) mRNA, complete cds 

2.7e-24:404:67 

Hs.14368:AF042081 

F-HEMBA1001221 

Human transmembrane protein mRNA, complete cds 

7.7e-44:858:63 

Hs.78531:U19878 

F-HEMBA1001228 

Human gemnline oligomeric matrix protein (COMP) mRNA, complete cds 

2.2e-85:463:93 

Hs.1584:AC003107 

F-HEMBA1001272 
Antidiuretic hormone receptor 
0.064:616:57 
Hs.2524:L22206 

F-HEMBA1001296 

Homo sapiens delta-catenin mRNA, complete cds 

0.031:410:59 

Hs.80220:U96136 

F-HEMBA1001297 

Homo sapiens putative transcription factor CA150 mRNA, complete cds 

3.0e-15:143:81 

Hs.13063:AF017789 

F-HEMBA1001390 

ESTs, Highly similar to polymerase l-transcript release factor [M.musculus] 

1.6e-49:297:91* 

Hs.25581:AI246284 

F-HEMBA1001563 
ESTs 

4.9e-12:1 60:74 
Hs.162813:AA524616 

F-HEMBA1001621 

Human P2U nucleotide receptor mRNA, complete cds 

0.00098:314:61 

Hs.339:U07225 

F-HEMBA1001878 

Homo sapiens U5 snRNP-specific 40 kDa protein mRNA, complete cds 
3.4e-1 72:81 0:98 
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Hs.10290:AF090988 
F-HEMBA1001886 

Human repressor transcriptional factor (ZNF85) mRNA, complete cds 

1.1e-115:849:80 

Hs.37138:U35376 

F-HEMBA1 002048 

Homo sapiens mRNA for APC 2 protein, complete cds 

0.96:266:62 

Hs.20912:AB012162 

F-HEMBA1002131 

Homo sapiens mRNA for KIAA0584 protein, partial cds 

1.1e-45:709:66 

Hs.106794:AB011156 

F-HEMBA1002163 
ASPARTYL-TRNA SYNTHETASE 
0.026:568:58 
Hs.80758:J05032 

F-HEMBA1002164 

Pregnancy-associated plasma protein A 

0.0049:274:60 

Hs.1 58229: U28727 

F-HEMBA1002167 

F-HEMBA1002178 

Homo sapiens mRNA for KIAA0584 protein, partial cds 

8.3e-48:794:65 

Hs.106794:AB011156 

F-HEMBA1002195 
EST 

2.0e-05:1 77:70 
Hs.1 45935: AI275921 

F-HEMBA1 002227 

Myristoylated alanine-rich C-kinase substrate 

1.2e-1 38:382:95 

Hs.75607:D10522 

F-HEMBA1 002239 

Homo sapiens mRNA, chromosome I specific transcript KIAA0488 

1 .2e-47:570:71 

Hs.67619:AB007957 

F-HEMBA1002316 
EST 

1.8e-28:246:79 

Hs.1 36950: AA825638 

F-HEMBA1 002420 

Homo sapiens GABA-B receptor mRNA, complete cds 

1.7e-05:303:63 

Hs.1 2307: AF056085 
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F-HEMBA1 002421 

Syndecan 2 (heparan sulfate proteoglycan 1 , cell surface-associated, fibroglycan) 

4.3e-1 67:778:98 

Hs.1501:J04621 

5 

F-HEMBA1 002524 

Human MHC Class I region proline rich protein mRNA, complete cds 

8.5e-1 28:751:89 

Hs.41548:U63336 

10 

F-HEMBA1 002551 
ESTs 

2.4e-25:207:84 
Hs.158172:N24325 

15 

F-HEMBA1 002767 

Homo sapiens chromosome 1p33-p34 beta-1 ,4-galactosyltransf erase mRNA, complete cds 

4.4e-1 70:798:98 

Hs.19154:AF038660 

20 

F-HEMBA1 002985 
ESTs 

2.6e-09:124:76 
Hs.118620:T60326 

25 

F-HEMBA1 002992 
ESTs 

2.4e-21:121:97 

Hs. 1 43571 :AI089396 

30 

F-HEMBA1 003047 

Homo sapiens intrinsic factor-B12 receptor precursor, mRNA, complete cds 

1.5e-1 88:873:99 

Hs.148318:AF0346t1 

35 

F-H EM BA1 003072 
ESTs 

1 .2e-33:387:71 
Hs.59628:W91959 

40 

F-HEMBA1003101 

Homo sapiens tyrosylprotein sulfotransferase-2 mRNA, complete cds 

1.7e-1 40:671:98 

Hs.26350:AF049891 

45 

F-HEMBA1003120 ■ 

Zinc finger protein 91 (HPF7, HTF10) 

1.0e-24:143:76 

Hs.8597:L11672 

50 

F-HEMBA1 003230 

Homo sapiens UP50 mRNA, complete cds 

1.8e-1 84:856:98 

Hs.11494:AF093118 

55 

F-HEMBA1 003294 

Human antisecretory facto r-1 mRNA, complete cds 
5.1e-45:324:83 
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Hs.1 48495: AF0501 99 
F-HEMBA1003315 

Homo sapiens mRNA forTIP49, complete cds 
s 4.2e-1 9:377:64 

Hs.1 55541 :AF070735 

F-HEMBA1 003392 

Homo sapiens LDL receptor-related protein 6 (LRP6) mRNA, complete cds 
10 9.2e-1 85:851:99 

Hs.23672:AF074264 

F-HEMBA1 003399 

H. sapiens BDP1 mRNA for protein-tyrosine-phosphatase 
« 0.00042:297:61 

Hs.118929:X79568 

F-H EM BA1 003487 

Homo sapiens receptor for viral semaphorin protein (VESPR) mRNA, complete cds 
20 0.0011:237:63 

Hs.88145:AF030339 

F-H EM BA1 003497 

ESTs, Weakly similar to similar to zinc finger 5 protein from Gallus gallus, U51640 [H.sapiens] 
25 2.5e-09:303:63 

Hs.143723:H86048 

F-HEMBA1 003530 
Homo sapiens mRNA for ephrin-A2 
30 0.024:396:60 

Hs.158306:AJ007292 

F-HEMBA1 003602 

Homo sapiens DNA from chromosome 19, cosmid R29144 
35 0.0072:663:57 

Hs.155647:AC004221 

F-H EM BA1 003732 
ESTs 

40 1.0e-1 06:494:1 00 

Hs.1 57568: AI35651 5 

F-H EM BA1 003945 

Homo sapiens clone 638 unknown nRNA, complete sequence 
45 5.9e-78:310:93 

Hs.1 5951 5:AF091 085 

F-HEMBA1 004007 

PROTO-ONCOGENE TYROSINE-PROTEIN KINASE SRC 
50 0.56:165:64 

Hs.115742:AF077754 

F-H EM BA1 004067 

Fatty acid synthase {3' region} [human, breast and HepG2 cells, mRNA Partial, 2237 nt] 
55 0.048:581:58 

Hs.831 90:1129344 - 

F-H EM BA1 004085 
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ESTs 

1.7e-15:92:98 
Hs.98138:AI1 83561 

5 F-HEMBA1004110 

Homo sapiens intersectin short form mRNA, complete cds 

1.2e-1 59:779:96 

Hs.66392:AF064244 

10 F-HEMBA1 004250 

Human mRNA for KIAA0327 protein, complete cds 

2.1e-23:676:59 

Hs.149323:AB002325 

15 F-H EM BA1 004391 

NEURAL CELL ADHESION MOLECULE L1 PRECURSOR 

0.43:157:63 

Hs.1757:U52112 

20 F-HEMBA1 004444 

H. sapiens mRNA for gp25L2 protein 

I . 5e-54:544:73 
Hs.159569:X90872 

25 F-HEMBA1 004454 

Homo sapiens tetraspan NET-4 mRNA, complete cds 

1.1e-05:230:62 

Hs.20709:AF065389 

30 F-H EM BA1 004505 

ESTs 

9.1e-61:345:93 
Hs.4814:AA631254 

35 F-HEMBA1 004785 

Homo sapiens Polycomb 2 homolog (hPc2) mRNA, complete cds 

3.7e-1 8:294:65 

Hs.123085:AF013956 

40 F-HEMBA1 004797 

ESTs 

3.9e-06:1 07:73 
Hs.42302:AI032142 

45 F-HEMBA1 004952 

Human cardiotrophin-1 (CTF1) mRNA, complete cds 

0.00021:175:68 

Hs.25537:U43030 

50 F-HEMBA1 004971 

F-HEMBA1 004982 

Human metabotropic glutamate receptor 8 mRNA, complete cds 
0.31:288:60 
55 Hs.86204:U92459 

F-HEMBA1 005070 

Human mRNA for KIAA0310 gene, complete cds 
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7.9e-67:370:93 
Hs.5716:AB002308 

F-HEMBA1 005084 

Homo sapiens mRNA for K1AA0612 protein, partial cds 

0.00022:400:59 

Hs.112499:AB014512 

F-HEMBA1 005145 
Lymphocyte-activation gene 3 
3.4e-05:480:59 
Hs. 7401 1:X51 985 

F-HEMBA1 005230 
ESTs 

2.3e-1 03:481:99 
Hs.135112:AI090827 

F-HEMBA1 005246 

Homo sapiens ALR mRNA, complete cds 

2.0e-05:220:62 

Hs.153638:AF010403 

F-HEMBA1 005267 
ESTs 

5.6e-1 6:305:64 
Hs.125699:AA868017 

F-HEMBA1 005337 
EST ' C 
2.1e-59:304:97 
Hs.48956:N64339 

F-HEMBA1 005430 
ESTs 

6.9e-1 9:333:65 
Hs.116567:AI332643 

F-HEMBA1 005449 

Human plectin (PLEC1) mRNA, complete cds 

0.026:576:56 

Hs.79706:U53204 

F-HEMBA1 005489 

Homo sapiens mRNA for KIAA0291 gene, partial cds 

0.14:551:59 

Hs.104717:AB006629 

F-H EM BA1 005522 

COAGULATION FACTOR VII PRECURSOR 

1.8e-12:298:64 

Hs.36989:M13232 

F-HEMBA1 005545 

MUSCARINIC ACETYLCHOLINE RECEPTOR M3 

2.6e-143:672:98 

Hs.7138:U29589 
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F-HEMBA1 005698 
ESTs 

1.86-124:611:97 
Hs. 1 44441 :AI338335 

F-HEMBA1005913 

F-HEMBA1 005929 

H. sapiens mRNA for serine/threonine protein kinase EMK 

I . 5e-86:847:72 
Hs.157199:X97630 

F-HEMBA1 005945 

ESTs, Weakly similar to F1 7E5.2 [C.elegans] 

4.2e-26:159:92 

Hs. 126571 :AI038963 

F-HEMBA1006016 
ESTs 

1.3e-22: 145:93 
Hs.33728:H97503 

F-HEMBA1006171 

F-HEMBA1 006276 

Homo sapiens KIAA041 2 mRNA, partial cds 

5.1e-19:371:65 

Hs.6200:AB007872 

F-HEMBA1 006299 

F-HEMBA1006311 

F-HEMBA1 006335 
ESTs 

0.00021:327:62 
Hs.146044:AI089998 

F-HEMBA1 006357 

Homo sapiens secretory carrier membrane protein (SCAMP2) mRNA, complete cds 

7.4e-28:389:67 

Hs.10761:AF005038 

F-HEMBA1 006430 
ESTs 

9.7e-92:463:95 
Hs.1 43702: AI084062 

F-HEMBA1 006482 

Homo sapiens h-sco1 (SC01) mRNA, nuclear gene encoding mitochondrial protein, complete cds 

6.2e-1 46:575:98 

Hs.14511:AF026852 

F-HEMBA1006517 
ESTs 

3.6e-63:381:87 
Hs.11611:W21919 
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F-HEMBA1006544 

Homo sapiens suppressor of white apricot homolog 2 (SWAP2) mRNA, complete cds 

2.0e-50:503:76 

Hs.43543:AF042800 

F-HEMBA1 006572 

Calcium channel, voltage-dependent, P/Q type, alpha 1 A subunit 

0.031:611:57 

Hs.96253:U79666 

F- H EM BA 1006658 

Homo sapiens mRNA for KIAA0687 protein, partial cds 

1.2e-1 28:646:95 

Hs.3628:AB014587 

F-HEMBA1 006707 

Homo sapiens mRNA for matrilin-4, partial 
1.7e-1 01:476:98 
Hs.1 29361 :AJ007581 

F-HEMBA1 006724 
ESTs 

8.3e-86:450:95 
Hs.10056:AA210796 

F-HEMBA1 006749 

Homo sapiens mRNA for matrilin-4, partial 

6.1e-97:457:98 

Hs. 1 29361 :AJ007581 

F-HEMBA1 006770 

ESTs, Highly similar to BRAIN PROTEIN F41 [Mus musculus] 

1.6e-31:237:85 

Hs.31612:H41366 

F-H EM BA1 006902 

Homo sapiens mRNA for matrilin-4, partial 
9.4e-1 13:541:97 
Hs. 129361 :AJ007581 

F-HEMBA1006912 
ESTs 

1 .4e-94:460:97 
Hs.88672:AA279956 

F-HEMBA1006916 

Homo sapiens Grb1 4 mRNA, complete cds 

5.2e-1 20:651:92 

Hs.83070:L76687 

F-HEMBA1 006960 

Human DNA binding protein FKHL15 (FKHL15) mRNA, complete cds 

0.011:628:57 

Hs. 159234:1189995 

F-HEMBA1007013 
ESTs 

2.6e-05:1 39:69 
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Hs.113817:AA702497 
F-HEMBA1 007057 

Homo sapiens hLRp105 mRNA for LDL receptor related protein 105, complete cds 
5 7.5e-12:389:64 

Hs. 1 43641 :AB009462 

F-HEMBA1 007063 

10 F-HEMBA1 007226 

ESTs 

1.8e-35:202:94 
Hs!l05140:N32669 

15 F-HEMBA1 007241 

ESTs, Weakly similar to No definition line found [C.etegans] 

4.1e-27:361:67 

Hs.114062:AI421699 

20 F-HEMBA1 007291 

ESTs 

0.96:114:69 
Hs.121411:AA770241 

25 F-iH EM BA1 007332 

ESTs, Weakly similar^ hTAFIMOO [H.sapiens] 

2.5e-81:405:97 

Hs.3727:AA205887 

30 F-HEMBB1000106 
ESTs 

2.2e-76:393:96 
Hs.151874:AI023405 

35 F-HEMBB1000276 
EST. 

0.81:239:63 
Hs.149811:AI286277 

40 F-HEMBB1 000309 

Homo sapiens zinc finger protein (MBLL) mRNA, complete cds 

2.4e-35:180:100 

Hs.44806:AF061261 

45 F-HEMBB1 000407 

Cyclin-dependent kinase inhibitor 1 C (p57, Kip2) 

0.026:218:65 

Hs.106070:U22398 

so F-HEMBB1 000447 

Homo sapiens JWA protein mRNA, complete cds 

4.6e-1 60:750:98 

Hs.92384:AF070523 

55 F-H EM BB1 000542 

ESTs, Weakly similar to C01H6.7 [C.elegans] 

6.8e-07:130:77 

Hs.18171:AA524327 
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F-HEMBB1 000567 
ESTs 

8.8e-1 3:271:71 
Hs.19934:AA455673 

F-HEMBB1 000642 

F-HEMBB1 000668 
EST 

0.83:192:58 
Hs.126372:AA912193 

F-HEMBB1 000679 

H.sapiens mRNA for TRAMP protein 

4.1e-96:727:80 

Hs.4147:X63679 

F-HEMBB1 000881 

Homo sapiens chromosome 4p homeobox mRNA sequence 

2.2e-06:512:60 

Hs.104134:M99587 

F-HEMBB1 000905 

Homo sapiens mRNA for voltage gated potassium channel 

0.93:337:58 

Hs.4975:Y15065 

F-HEMBB1001026 

Human p76 mRNA, complete cds 

6. Ie-08:410:61 

Hs.28757:U81006 

F-HEMBB1001048 

Human Hpast (HPAST) mRNA, complete cds 

2.1e-56:524:75 

Hs.155119:AF001434 

F-HEMBB 1001200 
EST 

0.10:300:61 

Hs.1 61 647:AA1 33367 

F-HEMBB1001407 

Homo sapiens PRKY exon 1 and joined CDS 

2.6e-40:271:81 

Hs.56336:Y15801 

F-HEMBB1001530 
ESTs 

1 .2e-98:477:98 
Hs.135208:AIO93908 

F-HEMBB1001547 

F-HEMBB1001573 
EST 

2.2e-06:1 15:75 
Hs.138275:R43976 
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F-HEMBB1001847 . 
ESTs 

5.3e-79:389:98 
Hs.16141:W56079 

5 

F-HEMBB1001959 

Homo sapiens clone 24781 mRNA sequence 

1.0e-58:322:93 

Hs.1 081 12:AF070640 

10 

F-HEMBB1001978 
• EST 
4.7e-23;245:74 
Hs.1 36356: AA493225 

15 

F-HEMBB1 002039 
EST 

2.3e-25:345:70 
Hs.128248:AA972858 

20 

F-H EM BB1 002041 

Human plectin (PLEC1 ) mRNA, complete cds 

2.2e-08:477:60 

Hs.79706:U53204 

25 

F-H EM BB1 002051 

Homo sapiens E74-like factor 5 (ELF5) mRNA, complete cds 

9.9e-97:454:99 

Hs.1 59267: AF049703 

30 

F-HEMBB1002120 
ESTs 

7.6e-1 0:68:1 00 
Hs.146335:AI262660 

35 

F-HEMBB1002162 

Homo sapiens genethonin 1 mRNA, complete cds 

2.2e-68:328:99 

Hs.1 09590: AF062534 

F-HEMBB1 002228 

Homo sapiens unknown mRNA, complete cds 

5.3e-41:208:98 

Hs. 11441 :AF047439 

45 

F-HEMBB1 002245 

Human growth/differentiation factor 1 (GDF-1) mRNA, complete cds 

5.6e-05:299:63 

Hs.92614:M62302 

50 

F-HEMBB1 002302 
F-HEMBB1 002427 

Homo sapiens GN6ST mRNA for long form of N-acetylglucosamine-6-O-sulfotransf erase (GlcNAc6ST), complete 
55 cds 

0.84:108:68 
Hs.8786:AB014680 
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F-HEMBB1 002465 

ESTs, Highly similar to ACYL-COA DEHYDROGENASE [Bacillus subtilis] 

3.2e-18:159:84 

Hs.14791:AA741056 

F-HEMBB1 002661 
ESTs 

0.023:424:55 

Hs.1 54029: AI380603 

F-HEMBB1 002663 

F-HEMBB1 002693 

F-MAMMA1 000046 

Human mRNA for tryptophan hydroxylase (EC 1.14.16.4) 

3.2e-43:454:74 

Hs.1 44563: AF057280 

F-MAMMA1 000102 

Homo sapiens mRNA for cathepsin V, complete cds 

0.70:222:65 

Hs.87417:AB001928 

F-MAMMA1000106 

Homo sapiens mRNA for KIAA0754 protein, partial cds 

0.00076:331:61 

Hs.159183:AB018297 

F-MAMMA1000118 
B94 PROTEIN 
1 .5e-07£11:61 
Hs.75522:M92357 

F-MAMMA1000141 
ESTs 

2.3e-1 8:268:73 
Hs.155334:AA827904 

F-MAM MA 1 000204 

Homo sapiens dysferlin mRNA, complete cds 
2.5e-1 67:781:98 
Hs.1 43897: AF075575 

F-MAMMA1 000226 
Human involucrin mRNA 
0.0010:414:61 
Hs.157091:M13903 

F-MAMMA1 000403 
ESTs 

2.0e-24:1 63:90 
Hs.44281 :AI342377 

F-MAMMA1 000449 
ESTs 

0.99:211:60 
Hs.143715:AI167929 
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F-MAMMA1 000457 

NADH-CYTOCHROME B5 REDUCTASE 

7.7e-37:551 :66 

Hs.75666:M28713 

5 

F-MAMMA1 000473 
F-MAMMA1 000496 

Homo sapiens PAC clone DJ130H16 from 22q12.1-qter 
10 1.1 e-1 07:543:96 

Hs.8003:AC004997 

F-MAMMA1 000528 
EST 

15 0.22:227:59 

Hs.161400:AI423879 

F-MAMMA1 000591 

H. sapiens mRNA for UDP-GalNAc:polypeptide N-acetylgalactosaminyl transferase 
20 3.3e-23:470:62 

Hs.55823:X92689 

F-MAMMA1000614 

H. sapiens mRNA for CCAAT/enhancer binding protein alpha 
25 1.9e-06:492:61 

Hs.76171:Y11525 

F-MAMMA1 000652 

Homo sapiens mRNA, chromosome I specific transcript KIAA0487 
30 1.5e-61:449:75 

Hs.92381 :AB007956 

F-MAMMA1 000681 

Homo sapiens mRNA for putative G-protein coupled receptor, EDG6 
35 4.0e-34:636:65 

Hs.159543:AJ000479 

F-MAMMA1 000706 

COAGULATION FACTOR VII PRECURSOR 
40 9.7e-1 6:378:65 

Hs.36989:M13232 

F-MAMMA1 000788 

ESTs, Weakly similar to M01E11.2 [C.elegans] 
45 3.4e-1 18:571:97 

Hs.78389:AI191127 

F-MAMMA1 00081 0 
EST 

so 0.065:211:61 

Hs.116798:AA633813 

F-MAMMA1 000814 
EST 

55 3.1e-08:224:66 

Hs.141620:N63316 

F-MAMMA1 000881 
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Homo sapiens sgk gene 
3.5e-08:1 65:69 
Hs.159640:AJ000512 

F-MAMMA1 000986 

Homo sapiens clone 24796 mRNA sequence 

2.3e-115:320:99 

Hs.27191:AF070596 

F-MAMM A 1000994 

Human HOX4C mRNA for a homeobox protein 

0.050:178:64 

Hs.74061:X59372 . 

F-MAMMA1001043 

Latent transforming growth factor beta binding protein 2 

0.0013:376:60 

Hs.83337:Z37976 

F-MAMMA1001066 
ESTs 

1.1e-18:128:77 
Hs.114031:AA700958 

F-MAMMA1001094 

Homo sapiens clone 243 unknown mRNA, complete sequence 

2.0e-1 82:844:99 

Hs.20423:AF091094 

F-MAMMA1001141 

Homo sapiens achaete scute homologous protein (ASH1) mRNA, complete cds 

6.1e-07:492:58 

Hs.1619:L08424 

F-MAMMA1 001150 
Protein kinase C, mu 
8.3e-51:691:67 
Hs.2891 :X75756 

F-MAMMA1001237 

Homo sapiens monocarboxylate transporter (MCT3) mRNA, complete cds 

8.2e-08:386:60 

Hs.85838:U81800 

F-MAMMA1001284 
ESTs 

i.1e-91:452:97 
Hs.114756:AI279440 

F-MAMMA1001310 

Homo sapiens mRNA for KIAA0708 protein, partial cds 

0.014:512:57 

Hs.117177:AB014608 

F-MAMMA1001344 

ESTs, Weakly similar to No definition line found [C.elegans] 

8.3e-80:406:96 

Hs. 121 61 9: AM 88389 
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F-MAMMA1001418 

Human Na+/nucleoside cotransporter (hCNTIa) mRNA, complete cds 

1.9e-36:622:63 

Hs.97207:U62966 

F-MAMMA1001532 

Human kruppel-related zinc finger protein (ZNF184) mRNA, partial cds 

2.1e-33:282:68 

Hs. 1581 74:1166561 

F-MAMMA1001609 

Insulin-like growth factor-binding protein 4 

0.00026:596:57 

Hs.1516:U20982 

F-MAMMA1001615 

Homo sapiens DNA from chromosome 19, cosmid R29144 

1.1e-05:504:59 

Hs.1 55647: AC004221 

F-MAMMA1001623 

Excision repair protein ERCC6 

1.2e-38:274:86 

Hs.99924:L04791 

F-MAMMA1001634 
ESTs 

1.5e-26:1 76:90 
Hs.16187:AI139901 

F-MAMMA1001893 

Cyclin-dependent kinase inhibitor 1C (p57, Kip2) 

0.00030:170:68 

Hs.106070:U22398 

F-MAMMA1001901 
ESTs 

1 .5e-36:201 :76 
Hs.161660:AA167744 

F-MAMMA1 001957 

Prostaglandin 12 (prostacyclin) receptor (IP) 

0.041:277:61 

Hs.393:D38128 

F-MAMMA1001978 
EST 

4.0e-43:359:81 
Hs.136494:AA587773 

F-MAMMA1 002070 

Human PAC clone DJ515N1 from 22q11.2-q22 

5.1e-135:652:97 

Hs.26670:AC002073 

F-MAMMA1 002080 

Calcium channel, voltage-dependent, L type, alpha 1C subunit 
0.0019:574:57 
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Hs.89925:L04569 
F-MAMMA1 002087 

Human mRNA for KIAA0009 gene, complete cds 

0.71:228:63 

Hs.79972:D13634 

F-MAMMA1 002091 

Homo sapiens CD39L2 (CD39L2) mRNA, complete cds 

5.2e-158:743:98 

Hs.12330:AF039916 

F-MAMMA1 002095 

Homo sapiens mRNA for KIAA0703 protein, complete cds 

4.9e-55:657:68 

Hs.6168:AB014603 

F-MAMMA1002128 

Human leucine zipper on the D14S46E locus mRNA, complete cds 

0.77:449:59 

Hs.89606:M95925 

F-MAMMA 10021 42 

F-MAMMA1002165 

Homo sapiens connective tissue growth factor-like protein precursor, mRNA, complete cds 

1.2e-35:1 82:98 

Hs.1 39340: AF083500 

F-MAMMA 1 002205 
ESTs 

4.7e-32:385:71 
Hs.46158:AI1 60121 

F-MAMMA1 002224 

TRANSCRIPTION INITIATION FACTOR HE, ALPHA SUBUNIT 

1.3e-34:248:85 

Hs.3006:X63468 

F-MAMMA1 002234 
ESTs 

1.1e-100:501:97 
Hs.158161:AA312511 

F-MAMMA 1 002586 

Human mRNA for KIAA01 83 gene, partial cds 

0.00041:388:61 

Hs.76666:D80005 

F-MAMMA1 002633 

Landsteiner-Wiener blood group glycoprotein 

1.1e-37:477:71 

Hs.108287:L27670 

F-MAMMA1 003126 

Human Hpast (HPAST) mRNA, complete cds 

4.1e-84:801:74 

Hs.155119:AF001434 
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F-NT2RM1 000407 
ESTs 

4.1e-19:132:92 
Hs.133484:D80522 

5 

F-NT2RM 1000462 

F-NT2RM1 000542 
Beta-galactosidase (GLB1) 
10 1.3e-1 7:436:61 

Hs.79222:M34423 

F-NT2RM1 000580 

ESTs, Weakly similar to similar to M. musculus MER5 and other AH PC/TSA proteins [C.elegans] 
15 6.2e-51:254:98 

Hs.132096:AA314601 

F-NT2RM1 000789 
Homo sapiens mRNA for hTCF-4 
20 3.5e-96:299:92 

Hs.154485:Y11306 

F-NT2RM 1000855 

Hydroxysteroid (1 1 -beta) dehydrogenase 2 
25 0.021:178:67 

Hs. 1376:1126726 

F-NT2RM1 000858 

30 F-NT2RM1 000899 

Homo sapiens BAC clone RG119C02 from 7p15 

0.037:222:63 

Hs.22900:AC004520 

35 F-NT2RM2000241 
ESTs 

2.9e-31:166:97 
Hs.156175:AI334328 

40 F-NT2RM2000306 

F-NT2RM2000410 
ESTs 

3.2e-1 2:81:97 
45 Hs.72116:AA151564 

F-NT2RM2000423 
Beta-galactosidase (GLB1 ) 
0.074:163:63 
50 Hs.79222:M34423 

F-NT2RM2000497 

ESTs, Weakly similar to CHL1 protein [H. sapiens] 
3.7e-21:1 21:97 
55 Hs.97515:AA435715 

F-NT2RM2000514 
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F-NT2RM2000565 

F-NT2RM2000582 
EST 

1.7e-42:218:98 
Hs.160262:AI146610 

F-NT2RM2000589 

F-NT2RM2000622 

Androgen receptor (dihydrotestosterone receptor; testicular feminization; spinal and bulbar muscular atrophy; 

Kennedy disease) 

0.00018:409:62 

Hs.99915:M23263 

F-NT2RM2000632 

Homo sapiens TBP-associated factor 1 72 (TAF-1 72) mRNA, complete cds 

0.00017:331:59 

Hs.14244:AF038362 

F-NT2RM2000773 

Human zinc finger protein (MAZ) rnRNA 

7.2e-47:274:91 

Hs.7647:M94046 

F-NT2RM2001126 

Homo sapiens multi PDZ domain protein MUPP1 (MUPP1) mRNA, complete cds 

5. 1e-1 63:663:99 

Hs.21301:AF093419 

F-NT2RM2001558 

Homo sapiens protein kinase A binding protein AKAP110 mRNA, complete cds 

3.9e-1 66:770:98 

Hs.98397:AF093408 

F-NT2RM2001626 

Human mRNA for KIAA0231 gene, partial cds 

2.8e-40:562:67 

Hs.7938:D86984 

F-NT2RM2001643 
ESTs 

7.9e-1 12:548:97 
Hs.12610:W56112 

F-NT2RM2001738 

FACTOR VIII INTRON 22 PROTEIN 

0.32:452:59 

Hs.83363:M34677 

F-NT2RM2001767 

Homo sapiens mRNA for B120, complete cds 

5.0e-24:131:100 

Hs.123090:AB001895 

F-NT2RM2001792 

Homo sapiens mRNA for serum lectin P35, complete cds 
8.2e-1 4:244:67 
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Hs.54517:D63160 

F-NT2RM2001818 
EST 

5 0.051:152:61 

Hs.157619:AI357718 

F-NT2RM2001902 

Human p21 -activated protein kinase (Pak1) gene, complete cds 
10 4.4e-39:568:66 

Hs. 62402:11241 52 

F-NT2RM2001939 

Human G protein-coupled receptor GPR-NGA gene, complete cds 
15 4.2e-1 41:664:98 

Hs.92458:U55312 

F-NT2RM2001941 
Dopamine receptor D4 
20 l.3e-1 4:547:61 

Hs.99922:L12398 

F-NT2RM4000100 
Human involucrin mRNA 
25 1.1e-09:487:62 

Hs.157091:M13903 

F-NT2RM4000115 

30 F-NT2RM4000198 
ESTs 

9.3e-1 01:496:98 
Hs.128676:AA464413 

35 F-NT2RM4000284 

Human IgG Fc receptor hFcRn mRNA, complete cds 

2.4e-38: 194:98 

Hs.110804:U12255 

40 F-NT2RM4000295 

Homo sapiens SOX22 protein (SOX22) mRNA, complete cds 

1.7e-06:479:60 

Hs.43627:U35612 

45. F-NT2RM4000326 

Phosphorylase kinase, gamma 2 (testis) 

0.95:204:63 

Hs.87452:M31606 

50 F-NT2RM4000417 

H. sapiens Syt V gene (genomic and'cDNA sequence) 

0.97:143:67 

Hs.23179:X96783 

55 F-NT2RM4000444 

Eukaryotic translation elongation factor 1 delta (guanine nucleotide exchange protein) 

0.45:194:64 

Hs.90319:Z21507 
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F-NT2RM4000587 

Human proto-oncogene (FRATI) gene, complete cds 

3.8e-05:495:60 

Hs.143005:U58975 

5 

F-NT2RM4000593 
F-NT2RM4000648 

Homo sapiens giypican-4 (GPC4) mRNA, complete cds 
10 1.0e-50:610:70 

Hs.58367:AF030186 

F-NT2RM4000761 
EST 

15 0.89:53:79 

Hs.161967:AA494423 

F-NT2RM4000965 - 

H. sapiens mRNA for PHAPI2b protein 
20 0.18:148:68 

Hs.84264:U70439 

F-NT2RM4000997 

25 F-NT2RM4001321 
ESTs 

I. 8e-94:467:97 
Hs.12610:W56112 

30 F-NT2RM4001325 

Homo sapiens mRNA for chondroitin 6-sulfotransferase, complete cds 

2.1e-13:384:64 

Hs.158304:AB012192 

35 F-NT2RM4001377 

Homo sapiens mRNA for KIAA0638 protein, partial cds 

3.1 e-156:71 9:99 

Hs.77864:AB014538 

40 F-NT2RM4001735 

F-NT2RM4001768 
ESTs 

0.00012:123:68 
45 Hs.1 28045: AA970231 

F-NT2RM4001843 

F-NT2RM4002352 

50 Homo sapiens hLRpI 05 mRNA for LDL receptor related protein 1 05, complete cds 

4.4e-1 57:761:97 
Hs. 1 43641 :AB009462 

F-NT2RP1 000002 
55 EST 

0.00023:170:68 
Hs.135504:AI091717 
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F-NT2RP1 000050 

Histidine-rich calcium binding protein 

0.0047:257:61 

Hs.1480:M60052 

5 

F-NT2RP1000181 

Homo sapiens chromosome 11 , BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 gene 

6.9e-99:510:94 

Hs.132898:AC004770 

10 

F-NT2RP1 000239 
ESTs 

1.7e-34:240:67 
Hs.33020:N31946 

15 

F-NT2RP 1000261 

ESTs, Weakly similar to HYPOTHETICAL 25.2 KD PROTEIN IN ACB1-KSS1 INTERGENIC REGION [S.cerevi- 
siae] 

9.1e-92:484:94 
20 Hs.7870:AI078137 

F-NT2RP1 000271 

Homo sapiens DNA-binding protein mRNA, complete cds 
1.4e-1 40:678:97 
25 Hs.137582:AF038951 

F-NT2RP1 000300 

Human endosome-associated protein (EEA1) mRNA, complete cds 
1.0:205:61 
30 Hs.2864:L40157 

F-NT2RP1 000325 
Phosphate carrier, mitochondrial 
7.7e-84:444:93 
35 Hs.78713:X60036 

F-NT2RP1 000448 
ESTs 

9.5e-73:405:93 
40 Hs.24054:N46499 

F-NT2RP1 000465 
ESTs 

8.5e-1 0:81:87" 
45 Hs.18619:AI202769 

F-NT2RP1 000468 

Homo sapiens clone 24781 mRNA sequence 
2.1e-20:133:92 
50 Hs.108112:AF070640 

F-NT2RP1 000551 

Homo sapiens putative interferon-related protein (SM15) mRNA, partial cds 
2.4e-1 40:742:93 
55 Hs.75402:U09585 

F-NT2RP1 000579 

SUCCINATE DEHYDROGENASE 
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1.1e-141:79B:91 
Hs.469:L21936 



F-NT2RP1000613 

Homo sapiens carbonic anhydrase precursor (CA 12) mRNA, complete cds 
5.5e-1 1:468:58 ' 
Hs.5338:AF037335 



F-NT2RP 1000679 
ESTs 

0.79:127:65 

Hs.1 46093: AA1 00242 



F-NT2RP1 000740 

Homo sapiens Trio isoform mRNA, complete cds 

0.24:160:66 

Hs.150625:AF091395 



F-NT2RP1 000903 
F-NT2RP1 000981 



F-NT2RP1001004 

Human mRNA for Doc2 beta, complete cds 

0.00072:520:57 

Hs.54402:D70830 

F-NT2RP1001020 

ESTs, Weakly similar to SPORUU\TION-SPECIFIC PROTEIN 1 [Saccharomyces cerevisiae] 

2.1e-73:392:94 

Hs.4789:AI418298 

F-NT2RP1001031 

Miller-Dieker syndrome chromosome region 

4.5e-07:383:61 

Hs.77318:L13385 

F-NT2RP1001563 

Human eukaryotic translation initiation factor (elF3) mRNA, complete cds 

0.086:398:59 

Hs.57783:U78525 

F-NT2RP2000092 

Zinc finger protein 136 (clone pHZ-20) 

5.5e-56:652:70 

Hs.69740:U09367 



F-NT2RP2000178 
Homo sapiens chr> 
0.14:231:62 
Hs.159402:AC005609 



Homo sapiens chromosome 5, BAG clone 203o13 (LBNL H155), complete sequence 
0.14:231:62 



F-NT2RP2000240 

Homo sapiens KIAA0415 mRNA, complete cds 

3.0e-61 :554:76 

Hs.7289:AB007875 



F-NT2RP2000394 
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ESTs 

0.0063:210:63 
Hs.134272:AI220363 

F-NT2RP2000447 

Human (clone SY11) golgin-95 mRNA, complete cds 

3.8e-22:498:65 

Hs.24049:L06147 

F-NT2RP2000479 
ESTs 

1 .3e-46:298:90 
Hs.15641:W63676 

F-NT2RP2000514 

Homo sapiens roundabout 1 (robol) mRNA, complete cds 

1.2e-37:543:67 

Hs.36702:AF040990 

F-NT2RP2000533 

ESTs, Highly similar to HYPOTHETICAL 16.3 KD PROTEIN IN DUR1,2-NGR1 INTERGENIC REGION [Saccha- 
romyces cerevisiae] 
5.4e-1 32:647:96 
Hs.18120:AA913148 

F-NT2RP2000610 

Homo sapiens antigen NY-CO-16 mRNA, complete cds 

0.00027:182:66 

Hs.132206:AF039694 

F-NT2RP2000616 
ESTs 

0.44:235:60 
Hs.31714:AA514389 

F-NT2RP2000649 

Homo sapiens mRNA for Hs Ste24p, complete cds 

6.2e-1 67:802:97 

Hs.25846:AB016068 

F-NT2RP2000663 

Homo sapiens mRNA for KIAA0512 protein, complete cds 

4.8e-1 5:305:64 

Hs.48924:AB011084 

F-NT2RP2000694 

H. sapiens 5T4 gene for 5T4 Oncofetal antigen 

I. 0e-1 13:558:96 
Hs.82128:AJ012159 

F-NT2RP2000712 

ESTs, Weakly similar to ZINC FINGER PROTEIN 91 [H.sapiens] 

1 .5e-83:442:93 

Hs.154226:AA468767 

F-NT2RP2000739 

Human mRNA for KIAA0326 gene, partial cds 
2.1e-25:574:62 
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Hs.6833:AB002324 

F-NT2RP2Q00818 

F-NT2RP2000903 

H. sapiens 5T4 gene for 5T4 Oncofetal antigen 
3.5e-1 12:539:97 
Hs.82128:AJ012159 

F-NT2RP2001200 

Homo sapiens mRNA for KIAA0676 protein, partial cds 

I. 1e-111:640:96 
Hs.115763:AB014576 

F-NT2RP2001223 

ESTs. 

5.9e-91:461:95 

Hs.1 03733 :AA436929 

F-NT2RP2001276 

Homo sapiens mRNA for KIAA0634 protein, partial cds 

2.4e-1 1:382:62 

Hs.30898:AB014534 

F-NT2RP2001388 

F-NT2RP2001469 
ESTs 

7.3e-39:213:95 
Hs.151001:AA564706 

F-NT2RP2001480 

Homo sapiens thrombospondin 3 (THBS3) gene, complete cds 

2.9e-1 41:686:96 

Hs.82165:L38969 

F-NT2RP2001495 

Human transporter protein (g17) mRNA, complete cds 

6.0e-37:581:64 

Hs.76460:U49082 

F-NT2RP2001514 

F-NT2RP2001529 

Homo sapiens mRNA for ZtP-kinase, complete cds 

1.5e-1 53:757:96 

Hs.25619:AB007144 

F-NT2RP2001538 

ESTs, Highly similar to co-repressor protein [M.musculus] 

4.4e-63:329:94 

Hs.22583:AA188168 

F-NT2RP2001562 

Homo sapiens GLE1 (GLE1) mRNA, complete cds 

7.5e-1 19:572:97 

Hs.81449:AF058922 
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F-NT2RP2001662 

H. sapiens mRNA forTGIF protein 
2.6e-29:448:67 
Hs.90077:X89750 

F-NT2RP2001755 

ESTs, Highly similar to F-SPONDIN PRECURSOR [Rattus norvegicus] 

I . 0e-47:275:92 
Hs.153657:H37929 

F-NT2RP2001769 

Human protein kinase C-L (PRKCL) mRNA, complete cds 

1 .9e-09:399:59 

Hs.89616:M55284 

F-NT2RP2001817 
EST 

0.97:133:63 
Hs.145274:AI249468 

F-NT2RP2001878 

Human DNA binding protein FKHL15 (FKHL15) mRNA, complete cds 

3.6e-05:491:60 

Hs. 159234:1189995 

F-NT2RP2001903 

Human mRNA for apo lipoprotein E receptor 2, complete cds 

0.0023:270:60 

Hs.54481:D86407 

F-NT2RP2001915 

Homo sapiens Pig3 (PIG3) mRNA complete cds 

3.2e-05:493:60 

Hs.50649:AF010309 

F-NT2RP2001921 

F-NT2RP2001948 
ESTs 

0.55:213:61 
Hs.147805:AI221717 

F-NT2RP2001956 

ESTs, Weakly similar to HYPOTHETICAL 25.2 KD PROTEIN IN ACB1-KSS1 INTERGENIC REGION [S.cerevi- 
siae] 

8.1e-45:510:70 
Hs.13144:T67556 

F-NT2RP2002015 
ESTs 

4.3e-20:1 27:92 
Hs.12610:W56112 

F-NT2RP2002063 
ESTs 

1.0e-08:73:91 
Hs.19814:T81721 
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F-NT2RP2002188 

F-NT2RP2002232 
EST 

0.82:99:67 

Hs.1 48596: AI202232 

F-NT2RP2002304 

Human monocytic leukaemia zinc finger protein (MOZ) mRNA, complete cds 

0.031:107:71 

Hs.8221 0:1147742 

F-NT2RP2002409 

Homo sapiens lymphocyte secreted C-type lectin precursor, mRNA, complete cds 

0.00063:302:65 

Hs.105927:AF020044 

F-NT2RP2002510 

ABO blood group (transferase A, alpha 1-3-N-acetylgalactosaminyltransferase; transferase B, alpha 1-3-galacto- 

syltransferase) 

4.4e-09:298:64 

Hs.144023:U15197 

F-NT2RP2002527 . - 

Homo sapiens chromosome 11 , BAG CIT-HSP-311e8 (BC269730) containing the hFEN1 gene 

5.2e-65:327:96 

Hs.132898:AC004770 

F-NT2RP2002533 

Homo sapiens putative tumor suppressor gene 26 protein alpha 2 delta calcium channel subunit mRNA, complete 
cds 

2.1 e-1 42:726:95 
Hs.127436:AF040709 

F-NT2RP2002564 

Homo sapiens mRNA for repressor protein, partial cds 

3.5e-55:594:74 

Hs.58167:D30612 

F-NT2RP2002674 

Epoxide hydrolase 2, cytoplasmic 

2.5e-07:332:62 

Hs.113:L05779 

F-NT2RP2002721 

F-NT2RP2002824 

ESTs, Weakly similar to ZK858.6 [C.elegans] 

5.2e-28:1 90:90 

Hs.120416:AA057428 

F-NT2RP2002942 

Homo sapiens mRNA for KIAA0806 protein, complete cds 
2.0e-1 46:758:94 
Hs. 24279: AB01 8349 

F-NT2RP2002974 
ESTs 
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4.9e-51:475:77 
Hs.137840:AI123378 

F-NT2RP2002976 
5 ESTs, Weakly similar to No definition line found [C.elegans] 

7.8e-50:315:89 
Hs.159604:AI380827 

F-NT2RP2003042 
10 Lecithin-cholesterol acyltransf erase 

2.4e-25:454:65 
Hs.112125:M12625 

F-NT2RP2003138 
15 H.sapiens mRNA for TGIF protein 

2.0e-05:121:75 
Hs.90077:X89750 

F-NT2RP2003179 
20 Homo sapiens mRNA for KIAA0537 protein, complete cds 

1.0e-43:587:70 
Hs.12836:AB011109 

F-NT2RP2003210 

25 

F-NT2RP2003302 

Zinc finger protein 1 36 (clone pHZ-20) 

1.8e-64:691:69 

Hs.69740:U09367 

30 

F-NT2RP2003369 

Homo sapiens chromosome 7q22 sequence 

5. 1e-1 09:539:96 

Hs.125742:AF053356 

35 

F-NT2RP2003383 

Homo sapiens mRNA for KIAA0458 protein, complete cds 

1.6e-159:801:95 

Hs.7414:AB007927 

40 

F-NT2RP2003390 

Homo sapiens SEC63 (SEC63) mRNA, complete cds 

2.2e-11 6:554:98 

Hs.31575:AF100141 

45 

F-NT2RP2003469 
ESTs 

0.26:127:69 
Hs.62649:AA1 15328 

50 

F-NT2RP2003545 

ESTs, Highly similar to SERINE/THREONINE-PROTEIN KINASE PAK [Rattus norvegicus] 

4.2e-1 11:550:96 

Hs.85768:W16504 

55 

F-NT2RP2003593 
EST 

8.7e-43:213:99 
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Hs.1 30657: AI005473 

F-NT2RP2003599 
ESTs 

7.8e-14;84:98 
Hs.107171:H53973 

F-NT2RP2003655 

F-NT2RP2003664 

Homo sapiens mRNA for leptin receptor gene-related protein 

5.4e-1 34:630:98 

Hs.23581:Y12670 

F-NT2RP2003931 

Human mRNA for KIAA0365 gene, partial cds 

4.3e-1 4:1 01:92 

Hs.84123:AB002363 

F-NT2RP2003940 

Zinc finger protein 43 (HTF6) 

4.6e-99:693:82 

Hs.74107:X59244 

F-NT2RP2003950 
Cell division cycle 25A 
0.00041 :419:59 
Hs.1634:M81933 

F-NT2RP2004069 

ESTs, Weakly similar to HYPOTHETICAL 26.4 KD PROTEIN EEED8.8 IN CHROMOSOME II [C i 

1.3e-75:390:94 

Hs.13322:AA151730 

F-NT2RP2004108 

Zinc finger protein 1 36 (clone pHZ-20) 

4.9e-69:548:78 

Hs.69740:U09367 

F-NT2RP2004141 
TRICHOHYALIN 
4.8e-1 1:435:63 
Hs.82276:L09190 

F-NT2RP2004179 
ESTs 

0.0054:180:66 
Hs.134917:AI092952 

F-NT2RP2004205 

Homo sapiens nuclear dual-specificity phosphatase (SBF1) mRNA, partial cds 

0.27:474:56 

Hs. 11 2049:11931 81 

F-NT2RP2004447 

Homo sapiens LDL receptor member LR3 mRNA, complete cds 

0.016:456:57 

Hs.6347:AF077820 
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F-NT2RP2004495 

Human transporter protein (g1 7) mRNA, complete cds 

1 .2e-26:497:61 

Hs.76460:U49082 

F-NT2RP2004524 

Human bone morpho genetic protein-3b 

0.0016:259:64 

Hs.2171:D49493 

F-NT2RP2004556 
ESTs 

1.1e-34:1 81:97 
Hs.27160:AA421991 

F-NT2RP2004606 

Tissue inhibitor of metalloproteinase 1 (erythroid potentiating activity, collagenase inhibitor) 

5.7e-1 07:587:92 

Hs.148726:X03124 

F-NT2RP2004648 
TUBULIN ALPHA-4 CHAIN 
0.59:186:61 
Hs.75318:X06956 

F-NT2RP2004670 

Human mRNA for KIAA0369 gene, complete cds 

0.097:309:61 

Hs.21355:AB002367 

F-NT2RP2004794 
ESTs 

1.3e-60:310:96 
Hs.84926:N50073 

F-NT2RP2004837 

F-NT2RP2004847 

Zinc finger protein 42 (myeloid-specific retinoic acid-responsive) 

1 .4e-05:396:60 

Hs.78247:M58297 

F-NT2RP2005027 

GLUCOSE TRANSPORTER TYPE 3, BRAIN 

7.2e-1 47:71 3:96 

Hs.7594:M20681 

F-NT2RP2005069 

Human mRNA for KIAA0355 gene, complete cds 

0.14:303:61* 

Hs.153014:AB002353 

F-NT2RP2005163 

ESTs, Weakly similar to No definition line found [C.elegans] 

1 .4e-23:334:70 

Hs.159604:AI380827 

F-NT2RP2005181 
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Ecotropic retroviral receptor 
8.3e-45:501 :70 
Hs.292B:X57303 

5 F-NT2RP2005247 

Oxysterol binding protein 

4.2e-08:356:62 

Hs.143065:M86917 

10 F-NT2RP2005378 
ESTs 

1.7e-1 00:485:97 
Hs.151572:AA588083 

15 F-NT2RP2005391 
EST 

1 .0:264:62 

Hs.148259:AA905706 

20 F-NT2RP2005425 

Homo sapiens mRNA for KIAA0803 protein, partial cds 

3.3e-118:566:97 

Hs.58103:AB018346 

25 F-NT2RP2005463 

F-NT2RP2005514 
ESTs 

3.6e-1 8:1 93:77 
30 Hs.1 53344: R26293 

F-NT2RP2005535 

Homo sapiens DNA-binding protein mRNA, complete cds 
7.5e-1 27:726:90 
35 Hs.137582:AF038951 

F-NT2RP2005541 

Glucosamine (N-acetyl)-6-suffatase (Sanfilippo disease MID) 
1.2e-06:225:64 
40 Hs.2703:Z12173 

F-NT2RP2005597 

F-NT2RP2005632 
45 ESTs 

5.6e-67:344:96 
Hs.112011:AA987961 

F-NT2RP2005666 
50 ESTs 

5.8e-71:453:87 
Hs.122698:AI042484 

F-NT2RP2005774 
55 Zinc finger protein 1 36 (clone pHZ-20) 

1.3e-45:451:74 
Hs.69740:U09367 
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F-NT2RP2005878 

ESTs, Highly similar to ESTRADIOL 17 BETA-DEHYDROGENASE 3 [Homo sapiens] 

5.9e-1 0:67:1 00 

Hs.1 04523: AA584520 

5 

F-NT2RP2005883 

F-NT2RP2005887 

10 F-NT2RP2005941 

Human novel homeobox mRNA for a DNA binding protein 

6.2e-1 1:464:61 

Hs.37035:U07664 

15 F-NT2RP2005994 

F-NT2RP2006004 

Homo sapiens KIAA0405 mRNA, complete cds 
1.2e-1 3:273:63 
20 Hs.48998:AB007865 

F-NT2RP2006042 

Human mRNA for KIAA0144 gene, complete cds 
5.6e-12:220:69 
25 Hs.8127:D63478 

F-NT2RP2006092 

Human FE65-like protein (hFE65L) mRNA, partial cds 
2.6e-23:353:65 
30 Hs.24957:U62325 

F-NT2RP2006099 
EST 

2.5e-28:1 80:90 
35 Hs.160878:AI361890 

F-NT2RP2006134 
Neogenin (chicken) homolog 1 
0.035:219:60 
40 Hs.90408:U61262 

F-NT2RP2006269 
Homo sapiens mRNA for matrilin-3 
1.0:147:65 
45 Hs.119534:AJ224741 

F-NT2RP2006512 
ESTs 

1.6e-09:70:95 
50 Hs.118981:AA282396 

F-NT2RP3000011 

F-NT2RP3000022 
55 EST 

0.016:293:60 
Hs.127706:AA961478 
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F-NT2RP3000059 

Human SH3 domain-containing proline-rich kinase (sprk) mRNA, complete cds 

0.0041:608:59 

Hs.89449:L32976 

5 

F-NT2RP3000063 

Excision repair protein ERCC6 

1.0:264:59 

Hs.99924:L04791 

10 

F-NT2RP3000125 

Human mRNA for KIAA0314 gene, partial cds 

6.9e-08:379:59 

Hs.155045:AB002312 

F-NT2RP3000148 

Human Chromosome 16 BAC clone CIT987SK-A-635H12 

4.5e-40:349:73 

Hs.1 08604: AC002310 

20 

F-NT2RP3000169 

Homo sapiens MRS1 mRNA, complete cds 

1.1 e-1 07:501:99 

Hs.30985:AF093239 

25 

F-NT2RP3000171 

Homo sapiens methionine synthase reductase (MTRR) mRNA, complete cds 
1.0:279:64 

Hs.1 53792: AF025794 

30 

F-NT2RP3000172 

Homo sapiens mRNA for ZIP-kinase, complete cds 

7.4e-09:463:59 

Hs.25619:AB007144 

35 

F-NT2RP3000201 

Homo sapiens mRNA for KIAA0687 protein, partial cds 

3.0e-1 71:792:98 

Hs.3628:AB014587 

40 

F-NT2RP3000232 

ESTs, Weakly similar to ZINC FINGER PROTEIN 91 [H.sapiens] 

8.6e-24:304:70 

Hs.112094:AA447558 

45 

F-NT2RP3000304 

Homo sapiens LDL receptor- related protein 6 (LRP6) mRNA, complete cds 
1.1 e-1 72:797:98 
Hs. 23672 :AF074264 

50 

F-NT2RP3000378 

Homo sapiens mRNA for KIAA0700 protein, partial cds 

4.3e-45:585:66 

Hs.13999:AB014600 

55 

F-NT2RP3000427 

Protein kinase, cAMP-dependent, catalytic, beta 
1.2e-1 5:97:98 
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Hs.87773:M34181 
F-NT2RP3000436 

Human protein disulfide isomerase-related protein P5 mRNA, partial cds 
s 4.1e-06:353:59 

Hs.85200:D49489 

F-NT2RP3000444 

Homo sapiens mRNA for KIAA0445 protein, complete cds 
10 1.2e-08:542:60 

Hs.154139:AB007914 

F-NT2RP3000460 

ESTs, Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis familiaris] 
'5 1.38-17:181:75 

Hs. 131 840: AI01 6073 

F-NT2RP3000481 

Homo sapiens RanBP7/importin 7 mRNA, complete cds 
20 5.4e-1 64:770:98 

Hs.5151:AF098799 

F-NT2RP3000616 

Homo sapiens KIAA0405 mRNA, complete cds 
25 1.5e-32:579:62 

Hs.48998:AB007865 

F-NT2RP3000645 

Human KH type splicing regulatory protein KSRP mRNA, complete cds 
30 4.6e-06:245:64 

Hs.91 142:1)94832 

F-NT2RP3000652 

Homo sapiens DNA from chromosome 19, BAC 33152 
35 2.6e-1 35:853:84 

Hs.55452:AC003973 

F-NT2RP3000676 

Homo sapiens mRNA for KIAA0446 protein, complete cds 
40 8.8e-88:420:98 

Hs.158286:AB007915 

F-NT2RP3000677 
ESTs 

45 3.9e-09:67:97 

Hs.98819:AA778727 

F-NT2RP3000721 

ESTs, Weakly similar to No definition line found [C.elegans] 
50 1.2e-57:395:86 

Hs.1 59604: AI380827 

F-NT2RP3000789 

Homo sapiens putative RNA binding protein KOC (koc) mRNA, complete cds 
55 4.8e-75:833:69 

Hs.79440:U97188 

F-NT2RP3000818 
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Homo sapiens chromosome 19, fosmid 39554 

5.9e-08:313:63 

Hs.1 29906: AC004410 

5 F-NT2RP3000820 

ESTs, Moderately similar to WSB-1 [M.musculus] 

8.8e-127:613:97 

Hs.24630:AI365246 

10 . F-NT2RP3000838 

Homo sapiens mRNA for KIAA0638 protein, partial cds 

8.3e-79:682:79 

Hs.77864:AB014538 

15 F-NT2RP3000871 

Homo sapiens retinoblastoma-interacting protein (RBBP8) mRNA, complete cds 

1.9e-08:350:60 

Hs.29287:U72066 

20 F-NT2RP3000907 

Human Ini1 mRNA, complete cds 

0.91:345:59 

Hs. 155626:1104847 

25 F-NT2RP3000921 

Homo sapiens mRNA for KIAA0806 protein, complete cds 

2.0e-65:798:68 

Hs.24279:AB018349 

30 F-NT2RP3001012 

Homo sapiens mRNA for KIAA0667 protein, partial cds 

1.3e-21 :383:64 

Hs.154740:AB014567 

35 F-NT2RP3001044 

F-NT2RP3001061 

KERATIN, TYPE II CYTOSKELETAL 7 
3.4e-05:256:62 
40 Hs.23881:M99063 

F-NT2RP3001159 

Homo sapiens chromosome 11, BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 gene 
1.8e-81:527:70 
45 Hs.1 32874: AC004770 

F-NT2RP3001170 

Homo sapiens mRNA for KIAA0784 protein, partial cds 
7.3e-1 83:859:98 
50 Hs.3657:AB018327 

F-NT2RP3001 195 
ESTs 

3.5e-08:282:62 
55 Hs.135168:AI394026 

F-NT2RP3001240 

ESTs, Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis familiaris] 
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2.8e-64:344:95 
Hs. 14038 :R06800 

F-NT2RP3001271 
5 Centromere protein B (80kD) 

7.6e-08:288:64 
Hs.85004:X05299 

F-NT2RP3001322 
10 ESTs, Weakly similar to W09D1 0.2 [C.elegans] 

1.2e-86:422:98 
Hs\26107:R60661 

F-NT2RP3001388 

15 

F-NT2RP3001542 
F-NT2RP3001560 

Protein phosphatase 2C alpha [human, teratocarcinoma, mRNA, 2346 nt) 
20 0.016:190:63 

Hs.57764:S87759 

F-NT2RP3001592 

Cyclin-dependent kinase inhibitor 1 C (p57, Kip2) 
25 2.3e-13:188:71 

Hs. 106070:1122398 

. F-NT2RP3001650 
Homo sapiens KIAA0415 mRNA, complete cds 
30 1.6e-1 7:394:66 

Hs.7289:AB007875 

F-NT2RP3001685 

35 F-NT2RP3001738 

Homo sapiens chromosome 11, BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 gene 

1.9e-54:776:65 

Hs.132898:AC004770 

40 F-NT2RP3001754 

Homo sapiens mRNA for B1 20, complete cds 

2.4e-18:106:100 

Hs.123090:AB001895 

45 F-NT2RP3001858 

Homo sapiens mRNA for KIAA0584 protein, partial cds 

1.9e-40:770:63 

Hs.106794:AB011156 

50 F-NT2RP3001976 

Zinc finger protein 140 (clone pHZ-39) 

7.3e-33:493:68 

Hs.154205:U09368 

55 F-NT2RP3002015 

Homo sapiens OPA-containing protein mRNA, complete cds 

0.018:329:62 

Hs.85313:AF071309 
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F-NT2RP3002160 

Homo sapiens protein phosphatase with EF-hands-2 long form (PPEF-2) mRNA, complete cds 

0.53:182:64 

Hs.113259:AF023456 

F-NT2RP3002281 

Homo sapiens mRNA for KIAA0765 protein, partial cds 

5.2e-151 :713:98 

Hs.62318:AB018308 

F-NT2RP3002286 
ESTs 

0.034:48:95 
Hs.124692:AA777421 

F-NT2RP3002311 
Beta-galactosidase (GEB1) 
2.3e-28:633:61 
Hs.79222:M34423 

F-NT2RP3002324 
ESTs 

2.5e-28:296:75 
Hs.22822:H06408 

F-NT2RP3002342 

Human transporter protein (g17) mRNA, complete cds 

3.2e-37:565:65 

Hs.76460:U49082 

F-NT2RP3002353 

Homo sapiens mRNA for KIAA0790 protein, partial cds 

0.0055:271:60 

Hs.12002:AB018333 

F-NT2RP3002409 

Homo sapiens mRNA for KIAA0719 protein, complete cds 

6.4e-1 91:897:98 

Hs.21198:AB018262 

F-NT2RP3Q02411 

Hydroxysteroid (1 7-beta) dehydrogenase 3 

2.9e-28:604:62 

Hs.477:U05659 

F-NT2RP3002448 

Human mRNA for KIAA0233 gene, complete cds 

1 .6e-08:721 :57 

Hs.79077:D87071 

F-NT2RP3002571 

Homo sapiens mRNA for KIAA0603 protein, complete cds 

9.7e-67:707:71 

Hs,16909:AB011175 

F-NT2RP3002664 

Homo sapiens Trio isoform mRNA, complete cds 
0.26:160:66 
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Hs.1 50625:AF091 395 
F-NT2RP3002721 

Homo sapiens citrate synthase mRNA, complete cds 

2.4e-1 80:873:96 

Hs.132991:AF047042 

F-NT2RP3002737 

Homo sapiens mRNA for voltage gated potassium channel 

7.1e-43:409:75 

Hs.4975:Y15065 

F-NT2RP3002738 

Human BMK1 alpha kinase mRNA, complete cds 

0.0070:722:57 

Hs.3080:U29725 

F-NT2RP3002790 

Cyclin-dependent kinase inhibitor 1C (p57, Kip2) 
7.2e-1 7:626:62 
Hs. 106070:1122398 

F-NT2RP3002836 

Homo sapiens mRNA for KIAA0463 protein, partial cds 

2.2e-1 53:71 7:99 

Hs.77738:AB007932 

F-NT2RP3002887 

Human plectin (PLEC1 ) mRNA, complete cds 

2.5e-06:605:59 

Hs.79706:U53204 

F-NT2RP3002900 

H. sapiens mRNA for transmembrane protein rnp24 
3.1e-09:346:64 

Hs.75914:X92098 

F-NT2RP3002958 
ESTs 

8.3e-11 7:765:86 
Hs.1 071 19:AI1 98794 

F-NT2RP3002983 
ESTs 

I. 4e-07:270:67 

Hs. 160271: AM 49075 

F-NT2RP3003000 

Homo sapiens T-type calcium channel alpha-1 subunit mRNA, complete cds 

2.5e-89:555:88 

Hs.1 22359: AF051 946 

F-NT2RP3003076 

Homo sapiens mRNA for APC 2 protein, complete cds 

0.00016:522:60 

Hs.20912:AB012162 

F-NT2RP3003354 
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Homo sapiens secretory carrier membrane protein (SCAMP2) mRNA, complete cds 

4.0e-36:625:64 

Hs.10761:AF005038 

F-NT2RP3003448 

Arginine vasopressin receptor 1 B 

0.77:149:69 

Hs.1372:L37112 

F-NT2RP3003469 
ESTs 

1.4e-42:239:93 
Hs.12610:W56112 

F-NT2RP3003473 

ESTs, Highly similar to transcription factor ARF6 chain B [M.musculus] 

8.7e-46:281:89 

Hs.136172:W28257 

F-NT2RP3003527 

Homo sapiens mRNA for protein kinase DyrklB 
4.6e-1 62:769:98 
Hs.1 30988: Y1 7999 

F-NT2RP3003532 

OX-2 MEMBRANE GLYCOPROTEIN PRECURSOR 

1.5e-1 46:682:98 

Hs.79015:M17229 

F-NT2RP3003535 
EST 

6.7e-1 0:330:60 
Hs.133239:AI052508 

F-NT2RP3003559 

Breakpoint cluster region protein BCR 

1.0:143:66 

Hs.2557:Y00661 

F-NT2RP3003614 
ESTs 

3.7e-50:327:88 
Hs.148873:T33582 

F-NT2RP3003729 

ESTs, Weakly similar to unknown [S.cerevisiae] 

1.9e-96:449:99 

Hs.100843:W28953 

F-NT2RP3003849 

ESTs, Weakly similar to rhophilin [M.musculus] 

1.7e-32:1 97:92 

Hs.118457:AA019161 

F-NT2RP3003874 

Homo sapiens incomplete cDNA for a myosin class I, myh-1c 

8.5e-84:494:90 

Hs.109805:AJ001381 
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F-NT2RP3003939 
Peroxisomal biogenesis factor 6 
1.5e-05:236:62 
Hs.30729:D83703 

5 

F-NT2RP3003963 
F-NT2RP3004000 

Homo sapiens mRNA for APC 2 protein, complete cds 
10 4.8e-06:669:59 

Hs.20912:AB012162 

F-NT2RP3004025 
ESTs 

15 0.0015:68:86 

Hs.1 54835: AI2891 88 

F-NT2RP3004067 

ESTs, Weakly similar to HYPOTHETICAL 51.2 KD PROTEIN IN LAG1-RPL14B INTERGENIC REGION [S.cere- 
20 visiae] 

2.1 e-76:41 6:94 
Hs.9252:R53360 

F-NT2RP3004075 
25 ESTs 

1.1e-54:298:94 
Hs. 1 24051 :T1 5786 

F-NT2RP3004083 

30 

F-NT2RP3004090 

Homo sapiens Achaete-Scute homologue 2 (ASCL2) gene, complete cds 

2.4e-06:486:62 

Hs.135639:U77629 

35 

F-NT2RP3004119 

Human mRNA for KIAA0215 gene, complete cds 

4.1e-74:640:75 

Hs.82292:D86969 

40 

F-NT2RP3004130 
F-NT2RP3004133 

ESTs, Weakly similar to similar to M. musculus MER5 and other AH PC/TSA proteins [C.elegans] 
45 4.6e-52:259:98 

Hs.1 32096: AA31 4601 

F-NT2RP3004202 

ALPHA-2C-1 ADRENERGIC RECEPTOR 
so 1.0:229:62 

. Hs.1 23022: J03853 

F-NT2RP3004294 

Homo sapiens mRNA for KIAA0741 protein, complete cds 
55 2.4e-05:404:59 

Hs.3615:AB018284 

F-NT2RP3004309 
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Homo sapiens chromosome 11 , BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 

3.4e-71:756:71 

Hs.132874:AC004770 

F-NT2RP3004321 

Homo sapiens (clone MG2-5-12) mucin (MG2) mRNA, complete polyA site 

0.015:263:60 

Hs.103944:L13283 

F-NT2RP3004345 

Cyclin-dependent kinase inhibitor 1C (p57, Kip2) 

2.3e-13;188:71 

Hs. 106070:1122398 

F-NT2RP3004355 
EST 

0.25:130:59 
Hs.149436:AI274484 

F-NT2RP3004374 
ESTs 

1.4e-95:480:96 
Hs.12610:W56112 

F-NT2RP3004406 

-Human breast cancer, estrogen regulated LIV-1 protein (LIV-1) mRNA, partial cds 
3.4e-45:505:70 
Hs.791 36:1141060 

F-NT2RP3004481 

Homo sapiens mRNA for KIAA0476 protein, complete cds 

0.00065:594:58 

Hs.6684:AB007945 

F-NT2RP3004552 
Biglycan 
0.92:347:57 
Hs.821:J04599 

F-NT2RP3004557 

Human Ki nuclear autoantigen mRNA, complete cds 

2.6e-121:626:94 

Hs. 152978:11 11 292 

F-NT2RP3004625 

Homo sapiens 1-1 receptor candidate protein mRNA, complete cds 

3.1e-152:710:98 

Hs.26285:AF082516 

F-NT2RP3004640 

ESTs, Moderately similar to unknown [H.sapiens] 

0.76:195:64 

Hs.6487:T65302 

F-NT2RP3004647 

Homo sapiens mRNA for KIAA0446 protein, complete cds 

6.6e-1 11:524:98 

Hs.158286:AB007915 
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F-NT2RP4000108 

NEUROFILAMENT TRIPLET L PROTEIN 

5.3e-1 59:862:93 

Hs.159540:X05608 

5 

F-NT2RP4000634 

Human MEK kinase 3 mRNA, complete cds 

2.3e-54:370:71 

Hs.86201:U78876 

10 

F-NT2RP4000962 

ESTs, Weakly similar to SPORULATION-SPECIFIC PROTEIN 1 [Saccharomyces cerevisiae] 

2.3e-95:479:96 

Hs.4789:AI418298 

15 

F-NT2RP4001001 
EST 

0.98:93:64 
Hs.147598:AI217868 

20 

F-NT2RP4001009 

Homo sapiens mRNA for Hs Ste24p, complete cds 

3.1 e-1 76:828:98 

Hs.25846:AB016068 

25 

F-NT2RP4001467 
5* nucleotidase (CD73) 
1.1 e-1 60:742:98 
Hs.153952:X55740 

30 

F-NT2RP4001877 

ESTs, Weakly similar to siah binding protein 1 [H.sapiens] 

3.3e-1 03:495:98 

Hs.65648:AA600816 

35 

F-NT2RP4001879 
EST 

0.78:171:61 
Hs.112790:AA609949 

40 

F-NT2RP4002187 

Hydroxysteroid (1 7-beta) dehydrogenase 3 

9.9e-27:534:63 

Hs.477:U05659 

45 

F-NT2RP4002451 
ESTs 

1 .5e-11:106:86 
Hs.163724:AA017689 

50 

F-NT2RP4002715 
EST 

4.2e-07:64:93 

Hs.1 60901 :AI366910 

55 

F-NT2RP4002750 
Ecotropic retroviral receptor 
6.6e-51:581:68 
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Hs.2928:X57303 
F-OVARC 1000003 

Solute carrier family 17 (sodium phosphate), member 2 
5 6.9e-65:587:73 
Hs.936:L13258 

F-OVARC 1000090 
ESTs 

io 4.8e-07:214:65 

Hs.87456:AA434484 

F-OVARC1000105 

Human novel homeobox mRNA for a DNA binding protein 
15 0.00095:204:64 

Hs.37035:U07664 

F-OVARC 10001 37 

Human SNARE protein Ykt6 (YKT6) mRNA, complete cds 
20 4.0e-35:1 84:98 

Hs.31531:U95735 

F-OVARC 1000208 

Human calcium-dependent group X phospholipase A2 mRNA, complete cds 
25 1.5e-61:365:90 

Hs.136004:U95301 

F-OVARC1 000255 
Spleen tyrosine kinase 
30 2.2e-88:615:84 

Hs.74101:L28824 

F-OVARC 1000275 

ESTs, Weakly similar to Rap2 interacting protein 8 [M.musculus] 
35 4.7e-85:424:97 

Hs.55165:AA573499 

F-OVARC 1000298 

Homo sapiens GABA-B receptor mRNA, complete cds 
40 0.00021:285:61 

Hs.12307:AF056085 

F-OVARC 1000307 
ESTs 

45 0.00016:226:63 

Hs.162935:AI393970 

F-OVARC1000313 

Homo sapiens mRNA for KIAA0573 protein, partial cds 
50 5.5e-1 21:585:97 

Hs.154023:AB011145 

F-OVARC1 000331 

Glucose-6-phosphate dehydrogenase 
55 5.3e-18:213:71 

Hs.1435:M24470 

F-OVARC1 000410 
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Homo sapiens mRNA for angiopoietin-like factor 

1.5e-27:538:62 

Hs.146559:Y16132 

5 F-OVARC 1000439 

F-OVARC1 000467 
ESTs 

2.5e-26:1 73:90 
10 .Hs.105040:AA292817 

F-OVARC1 000529 

Homo sapiens mRNA for C8FW phosphoprotein 
1.1e-12:391:S9 
15 Hs.143513:AJ000480 

F-OVARC1 000553 

Homo sapiens chromosome 19, cosmid R26894 
9.0e-11 1:425:99 
20 Hs.1 57732: AC005594 

F-OVARC 1000775 

Human chromosome 3p21 .1 gene sequence 
2.2e-70:380:95 
25 Hs.82837:L13435 

F-OVARC1 000811 

HEPATOCYTE GROWTH FACTOR ACTIVATOR PRECURSOR 
1.2e-06:446:61 
30 Hs.104:D14012 

F-OVARC 1000853 
ESTs 

7.9e-09:268:63 
35 Hs.92700:W37903 

F-OVARC 1000873 

Homo sapiens mRNA for MIFR-1 , complete cds 
0.038:343:60 
40 Hs.58269:AB010962 

F-OVARC1000916 

H. sapiens PISSLRE mRNA 

I. 3e-56:435:82 
45 Hs.77313:X78342 

F-OVARC 1000956 

Human TBP-associated factor (hTAFII130) mRNA, partial cds 
7.7e-05:511:59 
50 Hs.24644:U75308 

T-OVARC 1000995 
ESTs 

2.4e-39:205:98 
55 Hs.1 63662: AA51 4348 

F-OVARC1001030 
EST 
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1.1e-44:232:96 
Hs.135504:AI091717 

F-OVARC1001049 
5 ESTs 

6.1e-78:373:98 
Hs.1 35022: AI41 7283 

F-OVARC1001086 
10 Homo sapiens cyclin T2a mRNA, complete cds 

6.0e-1 66:761:99 
Hs.1 55478: AF048731 

F-OVARC1001132 

15 ESTs, Weakly similar to GC-RIGH SEQUENCE DNA-BINDING FACTOR [Homo sapiens] 

7.9e-1 21:61 0:96 
Hs.26461:AI341685 

F-OVARC 100 11 63 
20 ESTs 

5.9e-39:215:94 
Hs.126067:AI344351 

F-OVARC 100 1222 
25 ESTs 

2.7e-93:467:95 
Hs.1 0267: W27845 

F-OVARC 100 1260 
so Pregnancy-zone protein 

1.0:251:58 
Hs.74094:X54380 

F-OVARC 100 1336 
35 Solute carrier family 1 7 (sodium phosphate), member 2 

1.2e-31:304:74 
Hs.936:L13258 

F-OVARC1001338 
4p Homo sapiens cam kinase I mRNA, complete cds 

3.7e-1 7:570:60 
Hs.118414:L41816 

F-OVARC 1001 569 
45 Human novel homeobox mRNA for a DNA binding protein 

0.038:178:63 
Hs.37035:U07664 

F-OVARC 1001 570 
50 ESTs 

4.5e-1 0:75:93 

Hs.1 20928: AA7031 65 

F-OVARC1001596 

55 Matrix metalloproteinase 2 (gelatinase A, 72kD gelatinase, 72kD type IV collagenase) 

0.0092:287:63 
Hs.111301:M55593 
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F-OVARC1001607 

Human beta- 1 ,2-N-acetylglucosaminyltransf erase II (MGAT2) gene, complete cds 

5.5e-41 :323:80 

Hs.154844:U15128 

F-OVARC 1001725 

F-OVARC1001727 
EST 

3.2e-05:237:61 
Hs.119508:AA485732 

F-OVARC1001807 

Hormone receptor (growth factor-inducible nuclear protein N10) 

3.4e-91:564:88 

Hs.1119:D49728 

F-OVARC 100 1833 
ESTs 

1.2e-94:444:97 

Hs.1 55256: AA70 7750 

F-OVARC 100 1952 

Myristoylated alanlne-rich C-kinase substrate 

2.9e-1 0:364:64 

Hs.75607:D10522 

F-OVARC1001991 

Human mRNA for KIAA0176 gene, partial cds 

0.0019:224:62 

Hs.4935:D79998 

F-OVARC 1002058 

Human mRNA for KIAA0149 gene, complete cds 

5.0e-48:674:67 

Hs.57735:D86864 

F-OVARC 10021 78 

Homo sapiens zinc-finger protein of the cerebellum 3 (ZIC3) mRNA, complete cds 

0.010:310:61 

Hs.111227:AF028706 

F-PLACE1 000033 

F-PLACE1 000231 

Guanine.nucleotide binding protein (G protein), alpha 11 (Gq class) 

0.00021:235:63 

Hs.1686:M69013 

F-PLACE1000258 

KRAB zinc finger protein {alternative products} 

1.29-14:241:70 

Hs.22556:U37251 

F-PLACE1 000442 

Zinc finger protein 136 (clone pHZ-20) 

7.3e-89:774:76 

Hs.69740:U09367 
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F-PLACE1 000560 

.ESTs 

1.5e-36:200:96 
Hs.86541:AA214554 

5 

F-PLACE1 000740 

Homo sapiens secreted apoptosis related protein 3 (SARP3) mRNA, complete cds 

6.5e-05:283:62 

Hs.113285:AF01 7988 

10 

F-PLACE1 000907 

ESTs, Moderately similar to zinc finger protein [H.sapiens] 

8.1e-38:237:89 

Hs.139115:AA325104 

15 

F-PLACE1000912 
ESTs 

4.6e-61:331:95 
Hs.1 7558: AA1 55762 

20 

F-PLACE1000914 

Homo sapiens PB39 mRNA, complete cds 

3.1e-45:500:69 

Hs.18910:AF045584 

25 

F-PLACE1 000927 

ESTs, Weakly similar to N-methyl-D-aspartate receptor-associated protein [D.melanogaster] 
1.4e-1 23:655:94 
Hs.8661:AI1 89791 

30 

F-PLACE1 000986 
ESTs 

1.2e-1 05:494:99 
Hs.19207:AA039595 

35 

F-PLACE1001016 

Calcium channel, voltage-dependent, L type, alpha 1S subunit 

0.011:432:59 

Hs.1294:L33798 

40 

F-PLACE1001100 

Human clone 23839 mRNA sequence 

0.38:342:60 

Hs. 78362: U79249 

45 

F-PLACE1001114 

Human mRNA for KIAA0303 gene, partial cds 

0.085:339:59 

Hs.54985:AB002301 

50 

F-PLACE1041123 
ESTs 

5.0e-1 4:505:61 
Hs.99272:AI147740 

55 

F-PLACE1001183 

ESTs, Weakly similar to.gene pp21 protein [H.sapiens] 
0.66:361:58 
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Hs.15984:A,l085974 
F-PLACE1001229 

ESTs, Weakly similar to D9481.15 gene product [S.cerevisiae] 
5 9.3e-110:561:96 

Hs.125155:W52093 

F-PLACE1001231 

ESTs, Weakly similar to sodium iodide symporter [H. sapiens] 
10 1.0e-17:120:91 

Hs.5167:AA053914 

F-PLACE1001340 

Homo sapiens mRNA for KIAA071 9 protein, complete cds 
15 4.1e-132:636:97 

Hs.21198:AB018262 

F-PLACE1 001401 

ESTs, Weakly similar to IgE receptor beta subunit [H.sapiens] 
20 3.1 e-1 00:51 6:95 

Hs.43900:AA418443 

F-PLACE 1001407 

H.sapiens mRNA for B-HLH DNA binding protein 
25 0.00015:244:66 

Hs.66744:X99268 

F-PLACE1001464 
5* nucleotidase (CD73) 
30 1.6e-1 52:742:96 

Hs.153952:X55740 

F-PLACE1001500 
Bloom syndrome 
35 5.7e-05:450:58 

Hs.36820:U39817 

< 

F-PLACE1001516 

Homo sapiens Rigui (RIGUI) mRNA, complete cds 
40 2.3e-07:663:58 

Hs.8114:AF022991 

F-PLACE1001536 
ESTs 

45 4.6e-60:318:97 

Hs.13026:H04491 

F-PLACE1001564 

H.sapiens mRNA for HE6 Tm7 receptor 
50 8.8e-41:499:70 

Hs. 1 55681 :X81 892 

F-PLACE1001655 

Homo sapiens Shab-related delayed -rectifier K+ channel alpha subunit (KCNS3) mRNA, complete cds 
55 4.3e-1 25:585:98 

Hs.47584:AF043472 

F-PLACE1001788 



1231 



EP1 130 094 A2 



Homo sapiens mRNA for HYA22, complete cds 

3.2e-22:234:75 

Hs.147189:D88153 

5 F-PLACE1001795 

F-PLACE1001836 

ESTs, Moderately similarto !!!! ALU SUBFAMILY SQ WARNING ENTRY I!!! [H.sapiens] 
1.1 e-1 8:1 62:80 
10 Hs.157223:AA309318 

F-PLACE1001918 
Human p76 mRNA, complete cds 
1.3e-22:693:60 
15 Hs.28757:U81006 

F-PLACE1001949 
ESTs 

0.97:243:63 
20 Hs.151143:AA576926 

F-PLACE1 002080 

Homo sapiens mRNA for KIAA0600 protein, partial cds 
2.4e-1 30:622:98 
25 Hs.9028:AF039691 

F-PLACE1 002095 

F-PLACE1 002153 
30 Homo sapiens TACC2 protein (TACC2) mRNA, partial cds 

2.7e-1 62:764:98 
Hs.90415:AF095791 

F-PLACE1 002329 
35 ESTs 

1.5e-1 07:556:95 
Hs.28907:AI343292 

F-PLACE1 002355 

^0 Homo sapiens protease-activated receptor 4 mRNA, complete cds 

9.0e-1 9:190:77 
Hs.137574:AF055917 

F-PLACE1 002374 
45 Cathepsin L 

2.0e-1 63:71 6:94 
Hs.78056:X12451 

F-PLACE1002518 

50 Homo sapiens multiple membrane spanning receptor TRC8 (TRC8) mRNA, complete cds 

7.0e-1 9:396:64 
Hs.28285:AF064801 

F-PLACE1 002547 
55 Homo sapiens mRNA for KIAA071 9 protein, complete cds 

8.3e-1 73:81 9:98 
Hs.21198:AB018262 
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F-PLACE1 002726 

Human mRNA for KIAA0362 gene, partial cds 

1.0:310:59 

Hs.25515:AB002360 

F-PLACE1 002905 
ESTs 

2.4e-74:415:92 
Hs.110298:AA621807 

F-PLACE1 002911 

ESTs, Weakly similar to Y53C12A.3 [C.elegans] 

0.030:279:58 

Hs.1 07747: AI357868 

F-PLACE1 002967 
ESTs 

3.3e-1 20:574:98 
Hs.11090:W37646 

F-PLACE1003135 

Homo sapiens STE20-!ike kinase 3 (mst-3) mRNA, complete cds 

1 .5e-50:450:75 

Hs.72292:AF024636 

F-PLACE1003163 

Homo sapiens DBI-related protein mRNA, complete cds 

1.5e-1 53:722:98 

Hs.15250:AF069301 

F-PLACE1 003407 

Homo sapiens putative transmembrane protein (CLN5) mRNA, complete cds 

2.0e-142:682:97 

Hs.30213:AF068227 

F-PLACE1 003428 
Biotinidase 
8.2e-06:265:62 
Hs.78885:AF018631 

F-PLACE1 003438 
ESTs 

0.018:470:60 
Hs.119482:AI361002 

F-PLACE1 003460 
. ESTs 

0.019:211:60 
Hs.92700:W37903 

F-PLACE1 003529 

130 KD LEUCINE-RICH PROTEIN 

0.53:208:63 . 

Hs.87157:M92439 

F-PLACE1 003573 

F-PLACE1 003598 
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Calcium channel, voltage-dependent, P/Q type, alpha lAsubunit 

0.00064:302:64 

Hs.96253:U79666 

F-PLACE1 003644 
ESTs 

1.3e-06:265:63 
Hs.163564:R43678 

F-PLACE1 003737 

F-PLACE1 003772 

Human p300/CBP-associated factor (P/CAF) mRNA, complete cds J 

7.0e-09:448:61 

Hs.155302:U57317 

F- PLACE 1003839 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-69G12 

7.7e-1 09:521:97 

Hs.154050:AC004131 

F-PLACE1 003845 

ESTs, Moderately similar to similar to thymidine diphosphoglucose 4,6-dehydratase [C eleqansl 

1.2e-92:432:100 

Hs.153778:AI246000 

F-PLACE1 003852 

Homo sapiens mRNA for KIAA0758 protein, partial cds 

2.4e-1 72:81 4:98 

Hs.22039:AB018301 

F-PLACE1 004028 

F-PLACE1 004078 

GELSOLIN PRECURSOR, PLASMA 

3.1e-49:616:67 

Hs.80562:X04412 

F-PLACE1004166 
ESTs 

7.6e-79:415:94 

Hs.1 63741 :AA55 1077 

F-PLACE1004168 

F-PLACE1004199 
EST 

6.8e-15:147:80 

Hs.1 28205: AA972308 

F-PLACE1 004279 

Homo sapiens putative renal organic anion transporter 1 (hROATI) mRNA, complete cds 

3.9e-20:456:62 

Hs. 23965 :AF057039 

F- PLACE 1004282 

F- PLACE 1004305 
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Homo sapiens mRNA for KIAA0740 protein, complete cds 

8.7e-1 23:61 2:96 

Hs.15099:AB018283 

5 F-PLACE1 004441 

Human G protein-coupled receptor (GPR1) gene, complete cds 
8.6e-99:501 :96 
Hs. 159248:111 3666 

10 F- PLACE 1004450 

AMINOPEPTIDASEN 

1.1e-09:587:57 

Hs.1239:M22324 

15 F-PLACE1.004482 

F-PLACE1 004492 
ESTs 

2.1e-25:134:100 
20 Hs.1 54475: Al 199037 

F-PLACE1004519 
ESTs ' 
1.0e-1 10:51 8:99 
25 Hs. 1 23505:AA306435 

F-PLACE1 004520 

Pregnancy-specific beta 1 -glycoprotein 7 
*1.3e-1 10:606:92 
30 Hs.119662:M34715 

F-PLACE1 004630 

Homo sapiens mRNA for osteoblast specific cysteine- rich protein, complete cds 
2.0e-1 39:749:92 
35 Hs.82582:AB008375 

F- PLACE 1004637 

F-PLACE1 004648 

40 

F-PLACE1004816 

Homo sapiens mRNA for Hakata antigen, complete cds 

1.2e-99:590:90 

Hs.9225:D88587 

45 

F-PLACE1 004887 

Homo sapiens Achaete-Scute homologue 2 (ASCL2) gene, complete cds 

5.1e-06:486:62 

Hs.135639:U77629 

50 

F-PLACE1 005003 

Human SNC1 9 mRNA sequence 

1.5e-21:472:63 

Hs.56937:U20428 

55 

F-PLACE1 005005 

Homo sapiens ubiquitin conjugating enzyme G2 (UBE2G2) mRNA, complete cds 
4.7e-42:245:93 
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Hs.151614:AF032456 



F-PLACE1 005031 
ESTs, Highly simili 
2.9e-43:538:70 
Hs.118991:AA675919 



ESTs, Highly similar to CHLORINE CHANNEL PROTEIN P64 [Bos taurusl 
2.9e-43:538:70 



F-PLACE 1005239 
ESTs 

2.4e-42:209:100 
Hs.154475:A1 199037 

F-PLACE1 005250 



F-PLACE 1005383 

Homo sapiens UP50 mRNA, complete cds 

8.5e-1 28:633:96 

Hs.11494:AF093118 



F-PLACE1 005410 

S ?:1 9 8 h r75 ml,ar t0 PR ° TEIN TRANSP0RT PR0TE,N SEC61 ALPHA SUBUNIT [Canis familiaris] 
Hs.131840:AI016073 

F-PLACE1 005426 

Pregnancy-specific beta-1 glycoprotein 4 

2.3e-1 09:596:93 

Hs.108936:X17097 

F-PLACE1005519 

Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds 

3.3e-55:521:74 

Hs.72292:AF024636 



F-PLACE1 005539 

HETEROGENOUS NUCLEAR RIBONUCLEOPROTEIN U 

5.8e-05:277:63 

Hs.1 03804: AF068846 

F-PLACE 1005544 

F-PLACE1 005569 
EST 

0.38:60:75 

Hs.137086:AA912486 
F-PLACE1 005601 

Homo Sapiens angiotensin II receptor gene, complete cds 

0.016:72:84 

Hs.20954:AI054441 



F-PLACE1 005660 



F-PLACE1 005669 

SsTe?^ reCePt0f 20 SUbUnit PreCUfSOr < NMDAR2D > mRNA > complete cds 

Hs.113286:U77783 
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F-PLACE1 005682 

F-PLACE1 005725 

Huntingtin (Huntington disease) 

1.1e-06:401:61 

Hs.79391:L12392 

F-PLACE1 005736 
ESTs 

3.6e-63:343:94 
Hs.17757:AA875839 

F-PLACE1 005745 

ESTs, Weakly similar to HYPOTHETICAL 25.2 KD PROTEIN IN ACB1-KSS1 INTERGENIC REGION [S.cerevi- 
siae] 

6.9e-66:351 :94 
Hs.7870:At078137 

F-PLACE1 005768 
ESTs 

7.9e-60:318:95 
Hs.143856:AI186351 

F-PLACE1005815 

Mutated in colorectal cancers 

0.0029:199:62 

Hs.1345:M62397 

F-PLACE1 005878 

ESTs, Highly similar to CHLORINE CHANNEL PROTEIN P64 [Bos taums] 

5.0e-38:464:70 

Hs.118991:AA675919 

F-PLACE1005927 

INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN COMPLEX ACID LABILE CHAIN PRECURSOR 

0.010:511:59 

Hs.839:M86826 

F-PLACE1 006071 
EST 

0:68:224:59 
Hs.161788:AA371859 

F-PLACE1 006073 

Homo sapiens mRNA for glucuronyltransf erase I, complete cds 

5.5e-96:464:98 

Hs.26492:AB009598 

F-PLACE1 006079 

Homo sapiens BAC clone RG300E22from 7q21-q31.1 

1.5e- 18:402:65 

Hs. 99348 :AC004774 

F-PLACE1 006093 

Homo sapiens mRNA for protein phosphatase 1 (PPP1R6) 

0.0022:306:59 

Hs.1 06471 :Y1 8206 
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F- PLACE 1006208 

HOMEOBOX/POU DOMAIN PROTEIN RDC-1 

0.022:425:57 

Hs.74095:L20433 



F-PLACE1006219 
ESTs, Moderately 
1.7e-61:294:100 
Hs.153778:AI246000 



ESTs, Moderately similar to similar to thymidine diphosphoglucose 4,6-dehydratase [C eleqansl 
1.7e-61:294:100 ~ 



F-PLACE1 006277 
EST 

0.42:60:75 

Hs.137086:AA912486 



F-PLACE1 006290 
ESTs, Weakly simi 
1.3e-51:260:98 
Hs.132096:AA314601 



ESTs, Weakly similar to similar to M. musculus MERS and other AHPC/TSA proteins TC eleaansl 
1.3e-51:260:98 



F-PLACE1 006443 

Homo sapiens PB39 mRNA, complete cds 

1.2e-53:553:70 

Hs.18910:AF045584 



F-PLACE1006515 

Homo sapiens mRNA for KIAA0576 protein, partial cds 

1.3e-1 41:655:99 

Hs.14687:AB011148 



F-PLACE1006716 
EST . 
7.2e-1 2: 148:75 
Hs.162969:AA677315 

F-PLACE1 006786 
ESTs 

0.0050:125:72 
Hs.109156:AA193501 

F-PLACE1 006809 
ESTs 

4.5e-99:477:98 
Hs.135208:AI093908 

F- PLACE 1006959 
ESTs 

7.4e-72:381 :93 
Hs.4963:W29030 

F-PLACE1 007028 

Homo sapiens p17-Beckwith-Wiedemann region 1 C (BWR1C) mRNA, complete cds 

1.8e-1 8:364:65 

Hs.154036:AF035444 

F- PLACE 1007040 

H. sapiens NF-H gene, exon 1 (and joined CDS) 

I. 4e-09:501:61 
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Hs.75735:X15306 
F-PLACE1007077 

ESTs, Moderately similar to testis-specificTCP20 [H.sapiens] 

0.88:192:62 

Hs.85818:AI216525 

F-PLACE1 007081 

Human plectin (PLEC1) mRNA, complete cds 

0.079:403:60 

Hs.79706:U53204 

F-PLACE1 007096 

YY1 transcription factor 

0.64:173:64 

Hs. 97496 :M77698 

F- PLACE 1007296 

ER LUMEN PROTEIN RETAINING RECEPTOR 1 

4.2e-73:542:83 

Hs.78040:X55885 

F-PLACE1 007591 
EST 

0.026:136:64 
Hs.130897:AI014389 

F-PLACE1 007626 

Homo sapiens unknown mRNA, complete cds 

2.6e-105:516:97 

Hs.11441:AF047439 

F-PLACE1 007702 

Homo sapiens mRNA for UTF1 , complete cds 

0.033:297:62 

Hs.158307:AB011076 

F-PLACE1 007845 
ESTs 

4.8e-22:158:89 
Hs.23445:AA489015 

F-PLACE1 007881 

F-PLACE1 007971 

ESTs, Weakly similar to K07F5.14 [C.elegans] 

1.1e-128:599:99 

Hs.157918:AA313781 

F-PLACE1 008282 

ESTs, Highly similarto HEME-EGULATED EUKARYOTIC INITIATION FACTOR EIF-2-ALPHA KINASE [Oryctola- 

gus cuniculus] 

2.4e-65:353:94 

Hs.130830:W27380 

F-PLACE1 008297 

F- PLACE 1008359 
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Human arginine-rich protein (ARP) gene, complete cds 

0.020:197:64 

Hs.75412:M83751 

F-PLACE1 008469 

Homo sapiens PB39 mRNA, complete: cds 

5.3e-20:620:60 

Hs.18910:AF045584 

F-PLACE1 008549 

Homo sapiens E74-like factor 5 (ELF5) mRNA, complete cds 

1.8e-1 45:693:98 

Hs.159267:AF049703 

F-PLACE1 008657 
VILLIN 

2.3e-1 0:356:61 
Hs.3046:X12901 

F-PLACE1008716 

Human beta-1,2-N-acetylglucosaminyltransf erase II (MGAT2) gene, complete cds 

1.5e-31:1 91:92 

Hs.154844:U15128 

F-PLACE1 008744 

F-PLACE1 008984 

Pregnancy-associated plasma protein A 

0.0085:268:60 

Hs. 158229:1)28727 ' 

F-PLACE1 008985 

Signal transducer and activator of transcription 5A 

0.0047:249:64 

Hs.14203:U43185 

F-PLACE1 009067 

Human density enhanced phosphatase- 1 mRNA, complete cds 

2.0e-06:453:60 

Hs.1 177:111 0886 

F-PLACE1009196 

F-PLACE1 009279 

Homo sapiens mRNA for serin protease with IGF-binding motif, complete cds 

1.9e-1 1:327:64 

Hs.75111:D87258 

F-PLACE1 009527 

Human. DNA-binding protein ABP/ZF mRNA, complete cds 

6.8e-21:125:96 

Hs.861 85:1182613 

F-PLACE1 009546 
TRANSCRIPTION FACTOR RELB 
0.051:248:61 
Hs.858:M83221 
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F-PLACE1 009600 
ESTs 

1.0:124:64 
Hs.52794:W51887 

5 

F-PLACE1 009735 
ESTs 

0.022:387:61 
Hs.132253:AI027207 

10 

F-PLACE1 009982 
F-PLACE1010011 

Homo sapiens transcription factor forkhead-like 7 (FKHL7) gene, complete cds 
15 1.3e-09:330:66 

Hs.1 43551 :AF048693 

F-PLACE1010078 

ESTs, Weakly similar to HYPOTHETICAL 25.2 KD PROTEIN IN ACB1-KSS1 INTERGENIC REGION [S.cerevi- 
20 siae] 

8.3e-47:474:72 
Hs.13144:T67556 

F-PLACE1010081 

25 Homo sapiens serine/threonine kinase RICK (RICK) mRNA, complete cds 

2.2e-1 51:733:97 
Hs.1 03755: AF027706 

F-PLACE1010251 

30 Homo sapiens Na+/H+ exchanger regulatory factor 2 (NHERF-2) mRNA, complete cds 

0.0037:405:60 
Hs.101813:AB016243 

F-PLACE1010445 
35 ESTs 

1.7e-45:235:97 
Hs. 1 44501 :N39767 

F-PLACE1010713 
40 Hydroxysteroid (17-beta) dehydrogenases 

. 2.8e-20:447:62 
Hs.477:U05659 

F-PLACE1010784 

45 Human prot ease-activated receptor 3 (PAR3) mRNA, complete cds 

0.56:199:59 
Hs.159196:U92971 

F-PLACE 1010827 
50 H.sapiens mRNA for transmembrane protein rnp24 

2.9e-09:346:64 
Hs.75914:X92098 

F-PLACE1010968 
55 ESTs 

0.00062:52:98 
Hs.119408:T87544 
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F-PLACE1011045 

Homo sapiens E1-like protein mRNA, complete cds 

6.0e-129:595:99 

Hs.28190:AF094516 



F-PLACE1011116 

F-PLACE1011181 
ESTs 

1.0:301:58 
Hs.80285:AI092519 



F-PLACE1011236 

Homo sapiens putative renal organic anion transporter 1 (hROATI) mRNA, complete cds 

1.1e-41:776:62 

Hs.23965:AF057039 

F-PLACE1011364 

^ilSS Simi ' art ° HYPOTHET,CAL 141 2 KD PR OTEIN EEED8.9 IN CHROMOSOME II [C.elegans] 
Hs.106499:W28299 

F-PLACE1011407 

ESTs, Moderately similar to ZINC FINGER PROTEIN 140 [H sapiens] 

3.2e-15:228:70 

Hs.152174:AI199619 

F-PLACE1011516 

ESTs, Weakly similar to HYPOTHETICAL 21 .5 KD PROTEIN IN SEC15-SAP4 INTERGENIC REGION [S.cerevi- 

1.7e-85:444:95 
Hs.110978:AA843431 



F-PLACE1011708 
Homo sapiens intr 
5.9e-1 45:722:96 
Hs.148318:AF034611 



Homo sapiens intrinsic factor-B12 receptor precursor, mRNA, complete cds 
5. 9e-1 45:722:96 



F-PLACE1011824 

Human Ste20-like kinase (MST2) mRNA, complete cds 

1.6e-1 01:561:92 

Hs.92317:U26424 

F-PLACE1011978 

Homo sapiens DNA from chromosome 19, BAC 33152 

3.8e-67:733:72 

Hs.55452:AC003973 

F-PLACE2000118 

Homo sapiens DNA sequence from PAC 393P12 on chromosome Xp11.21. Contains a hypothetical protein 
o* ?S^£ K ^ ^°S 9) ZinC Fin9er P-^-e, a hJSSS^ 

^SS^^T a mal Protein L7 UKE pseudogene - Contains ESTs ' an STS and a 

7.8e-115:568:95 
Hs.1 20856: AL022578 



F-PLACE2000219 
EST 
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8.7e-11:1 37:75 
Hs.98191:AA417044 

F-PLACE3000181 

5 Human protocadherin 42 mRNA, complete cds for abbreviated PC42 

1.5e-1 28:745:90 
Hs.79769:L11370 

F-PLACE3000213 
10 EST 

1.0:219:63 
Hs.98452:AA426058 

F-PLACE4000354 
15 ESTs 

1.4e-13:190:71 
Hs.1 38841 :R94879 

F-PLACE4000455 

20 

F-SKNMC1 000004 

Homo sapiens GABA-B receptor mRNA, complete cds 

0.00039:275:62 

Hs.12307:AF056085 

25 

F-SKNMC1000014 
ESTs 

3.3e-38:1 96:98 
Hs.113307:H16716 

30 

F-SKNMC1 000082 
Complement component 4A 
0.98:324:63 
Hs.76682:K02403 

35 

F-THYROI 000036 

Homo sapiens mRNA for putative ATPase, partial 

0.98:199:60 

Hs.91471:AJ006268 

40 

F-THYR01 000061 

Human kinase Myt1 (Myt1) mRNA, complete cds 

1.0:210:62 

Hs.77783:AF014118 

45 

F-THYR01 000099 
ESTs 

2.5e-11 9:605:96 
Hs.11782:W07369 

50 

F-THYRO1000196 

Homo sapiens Ksp-cadherin (CDH16) mRNA, complete cds 

1.6e-1 26:475:98 

Hs.115418:AF016272 

55 

F-THYR01 000400 

Human R kappa B mRNA, complete cds 
0.64:223:63 
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Hs.95262:U08191 



F-THYR01 000580 
ESTs, Weakly simil 
5.4e-27:248:76 
Hs.25465:AA528105 



ESTs, Weakly similar to ZINC FINGER PROTEIN 7 [H.sapiens] 
5.4e-27:248:76 



F-THYR01 000584 

Alpha mannosidase II isozyme 

2.2e-06:528:60 

Hs. 1 55961 :L28821 

F-THYR01 000678 

Gap junction protein, beta 2, 26kD (connexin 26) 

1.3e-33:266:80 

Hs.81795:M86849 



F-THYR01 000776 
Human involucrin mRNA 
0.0025:497:59 
Hs.157091:M13903 



F-THYR01 000795 

MITOCHONDRIAL 2-OXOGLUTARATE/MALATE CARRIER PROTEIN 

4. 1e-1 9:532:62 

HS.3816:AF070548 

F-THYR01 000846 

Homo sapiens centrosomal Nek2-associated protein 1 (C-NAP1) mRNA, complete cds 

0.029:387:60 

Hs.27910:AF049105 

F-THYR01 000866 

Homo sapiens SKBIHs mRNA, complete cds 

1.1e-92:529:89 

Hs.12912:AF015913 



F-THYR0 1000956 

Homo sapiens mRNA for G-protein coupled receptor 
1.8e-1 5:474:64 
Hs.1 55235: Y1 3583 

F-THYR01 000964 

Human OB binding protein-2 (OB-BP2) mRNA, complete cds 

0.22:303:61 

Hs.117005:U71383 

F-THYROI 000999 
EST 

2.0e-05:1 98:63 
Hs.146520:AI130948 

F-THYRO1001063 

Human mRNA for cerebroside su If otransf erase, complete cds 

0.51:448:60 

Hs.17958:D88667 



F-THYRO1001071 
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ESTs 

2.1e-29:237:83 
Hs.1 55582: Al 125241 

5 F-THYRO1001102 

ESTs, Weakly similar to growth arrest inducible gene product [H. sapiens] 

4.7e-32:208:88 

Hs.7854:W21970 

10 F-THYRO1001113 

Homo sapiens dysferiin mRNA, complete cds 

3.2e-53:684:68 

Hs.143897:AF075575 . 

15 F-THYRO1001128 
ESTs 

2.1e-120:589:97 
Hs.62595:AA306052 

20 F-THYR01 001205 

F-THYRO1001237 
ESTs 

0.66:326:60 
25 Hs. 148352:1180757 

F-THYRO1001242 

Protein phosphatase 2C alpha [human, teratocarcinoma, mRNA, 2346 nt] 
0.017:188:63 
30 Hs.57764:S87759 

F-THYRO1001266 

Human sodium iodide symporter mRNA, complete cds 
8.6e-43:806:62 
35 Hs. 103983:1166088 

F-THYRO1001327 
ESTs 

2.8e-50:264:96 
40 Hs.1 54667: AI343524 

F-THYRO1001456 
EST 

0.90:84:72 
45 Hs.130049:AA902650 

F-THYRO1001457 
Protein kinase C, mu 
6.0e-53:705:67 
50 Hs.2891:X75756 

F-THYRO1001471 
ESTs 

8.0e-52:278:94 
55 Hs.7604:W31115 

F-THYRO1001478 

Human mRNA for KIAA0150 gene, partial cds 
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0.79:150:66 
Hs.98508:D63484 

F-THYR01 001495 

Homo sapiens KIAA0415 mRNA, complete cds 

9.5e-75:550:82 

Hs.7289:AB007875 

F-THYRO1001523 
ESTs 

7.2e-1 9:1 42:86 
Hs.1 40588 :H60533 

F-THYRO1001529 
ESTs 

5.7e-24:141:95 
Hs.114172:AA703201 

F-THYRO1001593 

H. sapiens mRNA for serine/threonine protein kinase EMK 

I . 4e-70:643:74 
Hs.1 571 99:X97630 

F-THYRO1001608 

Human mRNA for KIAA0227 gene, partial cds 

2.6e-07:533:59 

Hs.79170:D86980 

F-THYRO1001641 
ESTs 

0.87:269:59 
Hs.14599:AA522511 

F-THYRO1001700 

Homo sapiens c-Jun N-terminal kinase kinase 2 (JNKK2) mRNA, complete cds 

3.3e-05:441:59 

HS.110299:AF013589 

F-THYRO1001702 

Human plectin (PLEC1 ) mRNA, complete cds 

0.00017:346:62 

Hs.79706:U53204 

% F-THYRO1001725 

Homo sapiens mRNA for procollagen l-N proteinase 

1 .3e-06:275:64 

Hs.120330:AJ003125 

F-THYRO1001770 

Homo sapiens mRNA for HsGAK, complete cds 

0.046:265:58 

HS.153227.D88435 

F-THYRO1001803 
EST 

0.0085:201:63 
Hs.1 58782: AI376601 
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F-Y79AA 1000030 
ESTs 

0.00051:276:60 
Hs.111999:AA465020 

5 

F-Y79AA1000127 
ESTs 

1.3e-85:430:96 
Hs.49932:W58552 

10 

F-Y79AA1 000207 
ESTs 

4.5e-81:407:96 
Hs.125308:AI376737 

15 

F-Y79AA1 000226 

ESTs, Highly similar to HYPOTHETICAL 52.8 KD PROTEIN T05E11.5 IN CHROMOSOME IV [Caenorhabditis 
elegans] 
0.00081:76:84 
20 Hs. 11 221 :AI1 92291 

F-Y79AA1 000270 

Human mRNA for ORF, Xq terminal portion 
9.9e-97:590:88 
25 Hs.6551:D16469 

F-Y79AA1 000426 

CELL SURFACE GLYCOPROTEIN MUC18 PRECURSOR 
0.045:507:59 
30 Hs.82914:X68264 

F-Y79AA1 000521 

Homo sapiens mRNA for putative G-protein coupled receptor, EDG6 
0.0029:489:58 
35 . Hs.159543:AJ000479 

F-Y79AA1 000750 
ESTs 

9.9e-1 2:252:65 
40 Hs.52885:H29851 

F-Y79AA 1000776 
ESTs 

1.4e-50:340:87 
45 Hs.1 441 98:AI01 7555 

F-Y79AA1 000777 

Homo sapiens mRNA for putative transcription factor, partial 
3.9e-1 0:501:61 
so Hs.26782:AJ009770 

F-Y79AA1 000876 

Homo sapiens short form transcription factor C-MAF (c-maf) mRNA, complete cds 
1.3e-1 1:323:66 
55 Hs.30250:AF055376 

F-Y79AA1 000888 

Homo sapiens mRNA for KIAA0469 protein, complete cds 



1247 



EP1 130 094 A2 



1.5e-05:641:58 
Hs.7764:AB007938 

F-Y79AA1 000959 

Homo sapiens Hsp70 binding protein HspBPI mRNA, complete cds 

5.3e-54:277:96 

Hs.53066:AF093420 

F-Y79AA1 000967 

Human mRNA for KIAA0369 gene, complete cds 

8.1e-10:517:61 

Hs.21355:AB002367 

F-Y79AA1001013 
ESTs 

2.4e-44:259:93 
Hs.1 09468: W52074 

F-Y79AA1001056 

ESTs, Moderately similar to maternal transcript Maid [M.musculus] 

4.7e-07:90:87 

Hs.36794:AI038407 

F-Y79AA1001062 

ESTs, Weakly similar to tumor necrosis factor-alpha-induced protein B12 [H sapiensl 

1.6e-60:320:96 

Hs.13982:W27344 

F-Y79AA1001090 

H. sapiens DAP-kinase mRNA 
2.3e-06:465:59 
Hs.153924:X76104 

F-Y79AA1001212 

Homo sapiens SL15 protein mRNA, complete cds 

I. 5e-1 63:763:98 
Hs.6710:AF038961 

F-Y79AA1001264 

Homo sapiens mRNA for MSJ-1 , complete cds - 

5.3e-15:367:64 

Hs.3845:AB014888 

F-Y79AA1001272 

Human plectin (PLEC1) mRNA, complete cds 

6.3e-05:325:63 

Hs.79706:U53204 

F-Y79AA1001328 

Homo sapiens Delta mRNA, complete cds 

1 .8e-07:271 :61 

Hs. 144631 :AF003522 

F-Y79AA1001426 
Aldehyde dehydrogenase 7 
0.94:485:56 
Hs.831 55:111 0868 
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F-Y79AA1001427 

NADH-CYTOCHROME B5 REDUCTASE 

1.7e-56:649:69 

Hs.75666:M28713 

F-Y79AA1001430 

Homo sapiens mRNA for KIAA0469 protein, complete cds 

2.8e-1 24:577:99 

Hs.7764:AB007938 

F-Y79AA1001523 

Homo sapiens transcription intermediary factor 1 (TIF1) mRNA, complete cds 

1.1e-92:496:93 

Hs.128763:AF009353 

F-Y79AA1001530 

Human beta-tubulin gene (5-beta) with ten Alu family members 

1.0e-1 31:669:95 

Hs.108014:X00734 

F-Y79AA1 001592 
ESTs 

1.2e-88:212:97 
Hs.131180:AA594251 

F-Y79AA1001727 

F-Y79AA1001787 

Human mRNA for KIAA0315 gene, partial cds 

0.48:248:63 

Hs.3989:AB002313 

F-Y79AA1001793 
ESTs 

1.4e-67:1 92:98 
Hs.118559:AA887084 

F-Y79AA1001795 

Homo sapiens mRNA for GalT4 protein 
5.3e-89:431 :98 
Hs.21495:AL031228 

F-Y79AA1001799 
NUCLEAR FACTOR RIP140 
0.54:182:62 
Hs.155017:X84373 

F-Y79AA1001803 

ESTs, Highly similar to MELANOMA-ASSOCIATED ANTIGEN XP [Homo sapiens] 

0.72:169:63 

Hs.94011:AA627644 

F-Y79AA1001863 
EST 

1.0:114:63 

Hs.1 52260: AA489703 
F-Y79AA 1002022 
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B94 PROTEIN 
5.7e-1 3:469:65 
Hs.75522:M92357 

F-Y79AA 1002058 

Homo sapiens clone 24733 mRNA sequence 

1.7e-1 54:740:98 

Hs.21970:AF052149 

F-Y79AA1002121 
EST 

0.14:104:66 
Hs.100070:M91493 

F-Y79AA1002129 
ESTs 

5.1e-90:431:98 
Hs.40719:A1 183452 

F-Y79AA1002213 

F-Y79AA1 002334 
ESTs 

5.0e-20:1 87:80 
Hs.111900:AA397579 

F-Y79AA 1002373 
ESTs 

4.5e-37:1 92:98 
Hs.118559:AA887084 

F-Y79AA1 002376 

Homo sapiens cytoplasmic dynein intermediate chain 1 mRNA, complete cds 

1 .2e-36:657:64 

Hs.65248:AF063228 

F-Y79AA1 002378 

Homo sapiens KIAA0426 mRNA, complete cds 

4.9e-38:424:72 

Hs.97476:AB007886. 

F-Y79AA1 002381 

CELL DIVISION PROTEIN KINASE 3 
8.4e-1 7:580:61 
Hs.100009:X66357 

Homology search result 9 

[0302] The result of the homology search in the Human Unigene(http://www. ncbi.nlm.nih.gov/UniGene) using the 
clone sequences of the 3'-ends. 

Indicated are from the top, 

the name of the clone sequence, 

title of the top hit data, 

the P-value: the length of the sequence used for comparison (nucleotide):similarity (%), 
the Accession No. of the top hit data. 

[0303] Blank indicates that the 3'-end sequence corresponding to the 5'-end was not determined in the clone. 



1250 



EP 1 130 094 A2 



[0304] Data were not shown for the clones in which the P-value was higher than 1 . 

R-HEMBA1 000006 
ESTs 
5 1.0:85:71 

Hs.130699:AA621478 

R-HEMBA1000121 
ESTs 

io 1.3e-111:545:97 

Hs.1 53432: AA098922 

R-HEMBA1000128 

ESTs, Weakly similar to HYPOTHETICAL 30.6 KD PROTEIN IN SCP160-MRPL8 INTERGENIC REGION PRE- 
15 CURSOR [S.cerevisiae] 

3.0e-98:532:93 
Hs.7745:H92988 

R-HEMBA1 000275 
20 ESTs 

6.58-11:81:81 
Hs.163492:AI334460 

R-HEMBA1 000300 
25 Homo sapiens mRNA for putative lipoic acid synthetase, partial 

1.2e-39:309:81 
Hs.53531:AJ224162 

R-nnnnnnnnnnnn 
30 ESTs " 

4.9e-95:455:98 
Hs.1 54009: AI2841 84 

R-HEMBA1 000462 
35 Homo sapiens clone 243 unknown mRNA, complete sequence 

3.6e-91:313:94 
Hs.20423:AF091094 

R-HEMBA1 000477 
40 ESTs 

4.76-111:541:97 
Hs.84526:AI341541 

R-HEMBA1 000590 
45 Homo sapiens mRNA for matrilin-4, partial 

2.6e-1 02:547:93 
Hs.129361:AJ007581 

R-HEMBA1 000634 
50 ESTs 

0.85:189:62 
Hs.131268:AA909162 

R-HEMBA1 000671 
55 ESTs 

6.5e-84:432:96 
Hs.31991:T78668 
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R-HEMBA1000713 

Homo sapiens 10kD protein (BC10) mRNA, complete cds 

4.0e-1 19:575:97 

Hs.5300:AF053470 

5 

R-HEMBA1 000732 
EST 

3.9e-81:435:92 

Hs. 14671 8:AI146722 

10 

R-nnnnnnnnnnnn 

R-HEMBA1 000875 
EST 

15 0.023:207:62 

Hs.1 48275: AA907849 

R-HEMBA1 000940 

Human macrophage-derived chemokine precursor (MDC) mRNA, complete cds 
20 7.4e-31:211:81 

Hs.97203:U83171 

R-HEMBA1 000962 
ESTs 

25 1.1 e -1 04:51 5:97 

Hs.8978:W63573 

R-HEMBA1001 184 
EST 

30 7.1e-07:382:62 

Hs.1 24559: AA847550 

R-HEMBA1001221 

ESTs, Weakly similar to transmembrane protein [H.sapiens] ^ L 
35 1.2e-95:487:95 

Hs.22791:Ah056665 

R-HEMBA1001228 

Human germline oligomeric matrix protein (COMP) mRNA, complete cds 
40 4.0e-42:1 70:92 

Hs.1584:AC003107 

R-HEMBA1001272 
ESTs 

45 5.7e-71:514:84 

Hs.26966:N74056 

R-HEMBA1001296 
EST 

50 1.7e-93:494:95 

Hs.102465:N27272 

R-HEMBA1001297 

Homo sapiens putative transcription factor CA150 mRNA, complete cds 
55 1.5e-93:466:96 

Hs.1 3063:AF01 7789 

R-HEMBA1001390 
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ESTs 

1.68-42:181:89 
Hs.139190:N55515 

5 R-HEMBA1 001563 

Homo sapiens DEC-205 mRNA, complete cds 

8.4e-42:311:83 

Hs.153563:AF011333 

10 R-HEMBA1 001621 

ESTs, Highly similar to PROBABLE G PROTEIN-COUPLED RECEPTOR APJ [Homo sapiens] 

4.2e-56:386:86 

Hs.9305:W84893 

15 R-HEMBA1001878 

Homo sapiens U5 snRNP-specific 40 kDa protein mRNA, complete cds 

1.1e-80:433:93 

Hs.10290:AF090988 

20 R-HEMBA1001886 

Zinc finger protein 141 (clone pHZ-44) 

5.9e-61:530:80 

Hs.159596:L15309 

25 R-HEMBA1 002048 

ESTs 

0.95:127:63 
Hs.98690:AA431162 

30 R-HEMBA1002131 

R-HEMBA1002163 

ESTs, Weakly similar to K09E9.2 [C.elegans] 
5.9e-36:225:90 
35 Hs.26813:AI339473 

R-HEMBA1 002167 
ESTs 

1.5e-35:325:80 
40 Hs.124171:N98933 

R-HEMBA1002178 

MICROSOMAL DIPEPTIDASE PRECURSOR 
0.99:243:61 
45 Hs.109:J05257 

R-HEMBA1 002195 
Deoxyhypusine synthase 
1.9e-19:109:100 
50 Hs.79064:U79262 

R-HEMBA1 002227 

Myristoylated alanine-rich C-kinase substrate 
2.0e-1 16:567:97 
55 Hs.75607:D10522 

R-HEMBA1002316 

Homo sapiens mRNA for putative GTP-binding protein 
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8.2e-20: 160:85 
Hs.101033:Y14391 

R-HEMBA1 002420 

ESTs, Weakly similar to T03G11 .6 gene product [C.elegans] 

2.7e-78:402:97 

Hs.1 08354: W1 9984 

R-HEMBA1 002421 

Syndecan 2 (heparan sulfate proteoglycan 1 , cell surface-associated, fibroglycan) 

1.9e-91:443:97 

Hs.1501:J04621 

R-HEMBA1 002524 

Human MHC Class I region proline rich protein mRNA, complete cds 

1.0e-1 11:551:96 

Hs.41548:U63336 

R-HEMBA1 002551 
ESTs 

3.4e-1 07:553:96 
Hs.92071:W80592 

R-HEMBA1 002767 

Homo sapiens chromosome 1p33-p34 beta-1 ,4-galactosyltransferase mRNA, complete cds 

5.5e-1 08:568:95 

Hs.19154:AF038660 

R-HEMBA1 002985 
ESTs 

4.4e-39:211:96 

Hs.1 26894: AA932538 

R-HEMBA1 003047 

Homo sapiens intrinsic factor-B12 receptor precursor, mRNA, complete cds 

1.6e-115:571:96 

Hs.148318:AF034611 

R-HEMBA1 003072 
EST 

0.044:220:61 

Hs.1 36349: AA490873 

R-HEMBA1003101 

Homo sapiens tyrosylprotein sulfotransferase-2 mRNA, complete cds 

1.2e-117:575:97 

Hs.26350:AF049891 

R-HEMBA1003120 

Zinc finger protein 10 (KOX 1) 

5.8e-41:412:73 

Hs.2479:X78933 

R-HEMBA1 003230 

Homo sapiens UP50 mRNA, complete cds 

4.2e-44:258:93 

Hs.11494:AF093118 
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R-HEMBA1 003294 
ESTs 

4.3e-84:410:98 
Hs.11 351 7:AA41 8756 

5 

R-HEMBA1003315 

ESTs, Weakly similar to TIP49 [R.norvegicus] 

7.3e-73:476:87 

Hs.6455:AA515838 

10 

R-HEMBA1 003392 

Homo sapiens LDL receptor-related protein 6 (LRP6) mRNA, complete cds 

8.3e- 11 7:557:98 

Hs.23672:AF074264 

15 

R-HEMBA1 003399 

ESTs, Highly similar to MVP1 PROTEIN [Saccharomyces cerevisiae] 

8.0e-94:526:92 

Hs.12169:N38744 

20 

R-HEMBA1 003487 
ESTs 

4.5e-84:417:96 
Hs.21835:AA458524 

25 

R-HEMBA1 003497 
ESTs 

1.4e-72:346:99 

Hs.1 29837: AA778570 

> 30 

R-HEMBA1 003530 
ESTs 

8.5e-82:459:91 
Hs.22140:R41751 

35 

R-HEMBA1 003602 
ESTs 

1.0e-1 01:592:90 
Hs.124342:AA829829 

40 

R-HEMBA1 003732 
ESTs 

2.1e-111:530:99 
Hs.101660:AA481200 

45 

R-HEMBA1 003945 
Calcineurin B 
2.9e-83:410:97 
Hs.1335:M30773 

so 

R-HEMBA1 004007 

Homo sapiens PYRIN (MEFV) mRNA, complete cds 

3.8e-57:382:77 

Hs.113283:AF018080 

55 

R-HEMBA1 004085 
ESTs 

3.0e-59:396:87 
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Hs.102480:AA520980 
R-nnnnnnnnnnnn 

Homo sapiens intersectin short form mRNA, complete cds 

2.0e-1 16:569:97 

Hs.66392:AF064244 

R-HEMBA1 004250 
ESTs 

1.6e-97:469:97 
Hs.125529:AA883986 

R-HEMBA1 004391 
EST 

0.085:113:63 
Hs.157582:AI356856 

R-HEMBA1 004444 
ESTs 

2.3e-88:430:98 
Hs.141680:N98441 

R-HEMBA1 004454 
ESTs 

1.7e-71:338:100 
Hs.103913:AA740543 

R-HEMBA1 004505 
ESTs 

2.2e-63:329:95 
Hs.4814:AA631254 

R-HEMBA1 004785 
EST 

1 .0:77:67 

Hs.144066:AA905236 

R-HEMBA1 004797 
ESTs 

4.1e-11:71:100 
Hs.27206:AA626782 

R-HEMBA1 004952 
ESTs 

6.0e-93:435:99 
Hs.115120:AA935633 

R-HEMBA1 004971 
ESTs 

0.98:152:58 
Hs.112621:AA608964 

R-HEMBA1 004982 
ESTs 

2.3e-109:516:98 
Hs.14877:AA749081 

R-HEMBA1 005070 
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Human mRNA for KIAA0310 gene, complete cds 

4.0e-96:381 :91 

Hs.5716:AB002308 

5 R-HEMBA1 005084 

ESTs 
1.0:75:80 

Hs.62119:AA043299 

10 R-HEMBA1005145 

Homo sapiens LIM protein mRNA, complete cds 

1.6e-58:278:84 

Hs.154103:AF061258 

15 R-HEMBA1 005230 

ESTs 

3.7e-65:336:95 
Hs.124946:AI026708 

20 R-HEMBA1 005246 

R-HEMBA1 005267 

Human protein i mm u no- reactive with anti-PTH polyclonal antibodies mRNA, partial cds 
7.8e-75:536:81 
25 Hs.44566:U28831 

R-HEMBA1 005337 
EST 

8.7e-58:291 :97 
30 Hs.48956:N64339 

R-HEMBA1 005430 
ESTs 

7.6e-83:388:100 
35 Hs.28968:AA524690 

R-HEMBA1 005449 
ESTs 

5.0e-47:317:86 
40 Hs.23650:H21144 

R-HEMBA1 005489 
ESTs 

1.8e-96:504:94 
45 Hs.8028:AA053817 

R-HEMBA1 005522 
EST 

1.0:98:64 
50 Hs.157385:AI364194 

R-HEMBA1 005545 

MUSCARINIC ACETYLCHOLINE RECEPTOR M3 
6.3e-11 7:579:96 
55 Hs. 71 38:1129589 

R-HEMBA1 005698 
ESTs 
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1.6e-1 13:562:96 
Hs.12942:AI042353 

R-HEMBA1005913 
ESTs 

2.8e-1 09:564:94 
Hs.28827:A1 125541 

R-HEMBA1 005929 

Human macrophage-derived chemokine precursor (MDC) mRNA, complete cds 

9.6e-63:497:77 

Hs.97203:U83171 

R-HEMBA1 005945 
ESTs 

1.1e-74:412:92 
Hs.32246:AA464020 

R-HEMBA1006016 
ESTs 

1.4e-1 8: 162:82 
Hs.1 49448: AI082465 

R-HEMBA1006171 
EST 

0.049:94:69 
Hs.159919:AA961766 

R-HEMBA1 006276 
ESTs 

6.3e-22:257:75 
Hs.138847:N64493 

R-HEMBA1 006299 

ESTs, Weakly similar to R06B9.b [C.elegans] 

3. 9e-1 07:596:91 

Hs.30432:W28988 

R-HEMBA1 006311 

Homo sapiens SALL1 gene, partial 

0.99:273:60 

Hs.123094:X98833 

R-HEMBA1 006335 
ESTs 

2.5e-72:447:89 
Hs.23579:W38893 

R-HEMBA1 006357 
ESTs 

6.3e-15:187:74 
Hs.161714:AA229078 

R-HEMBA1 006430 

Homo sapiens tumor necrosis factor superfamily member LIGHT mRNA, complete cds 

2.9e-47:303:88 

Hs.129708:AF064090 
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R-HEMBA1 006482 

Homo sapiens h-scol (SC01) mRNA, nuclear gene encoding mitochondrial protein, complete cds 

5.5e-1 07:537:96 

Hs.14511:AF026852 

5 

R-HEMBA1006517 

ESTs, Weakly similar to Ml! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens] 

2.7e-43:1 73:86 

Hs.141505:N30650 

10 

R-HEMBA1 006544 

Homo sapiens mRNA for small GTP-binding protein, complete cds 

5.8e-60:329:80 

Hs.115325:D84488 

15 

R-HEMBA1 006572 
ESTs 

7.2e-94:450:99 

Hs.1 23933: AA758566 

20 

R-HEMBA1 006658 

Homo sapiens mRNA for KIAA0687 protein, partial cds 

2.3e-11 2:570:94 

Hs.3628:AB014587 

25 

R-HEMBA1 006707 

Homo sapiens mRNA for matrilin-4, partial 

1.7e-79:389:97 

Hs. 129361 :AJ007581 

30 

R-HEMBA1 006724 
R-HEMBA1 006749 

Homo sapiens mRNA for matrilin-4, partial 
35 1.0e-89:472:94 

Hs. 129361 :AJ007581 

R-HEMBA1 006770 

ESTs, Moderately similar to CAGH4 [H.sapiens] 
40 2.0e-1 12:554:96 

Hs.41641:AA428519 

R-HEMBA1 006902 

Homo sapiens mRNA for matrilin-4, partial 
45 3.0e-1 13:540:98 

Hs.1 29361 :AJ007581 

R-HEMBA1006912 

H.sapiens mRNA for phosphoinositide 3-kinase 
so 5.9e-45:297:86 

Hs.101238:Y11312 

R-HEMBA1 006916 

Homo sapiens Grb14 mRNA, complete cds 
55 5.8e-1 16:346:99 

Hs.83070:L76687 

R-HEMBA1 006960 
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ESTs 

1.7e-110:519:99 
Hs.22015:AI359551 

5 R-HEMBA1 007013 

ESTs 

0.53:280:59 
Hs.143532:AI087321 

10 R-HEMBA1 007057 

R-HEMBA1 007063 
EST 

3.2e-41:310:83 
15 Hs.1 63333: AA879053 

R-HEMBA1 007241 
ESTs 

1.8e-1 03:492:98 
20 Hs.1 27478: Al 188768 

R-HEMBA1 007291 

Human mRNA for KIAA0266 gene, complete cds 
8.7e-46:283:89 
25 Hs.78878:D87455 

R-HEMBA1 007332 

ESTs, Weakly similar to hTAFIHOO [H.sapiens] 
2.8e-17:161:80 
30 Hs.3727:AA205887 

R-HEMBB1 000106 
ESTs 

1.3e-1 00:491:97 
35 Hs.27774:AA576731 

R-HEMBB1 000276 

R-HEMBB1 000309 
40 EST 

1.0:150:64 

Hs.1 25409: AA879096 

R-HEMBB1 000407 
45 ESTs, Weakly similar to C47D12.2 [C.elegansJ 

4. 1e-1 10:535:97 
Hs.1 4328: AA503393 

R-HEMBB1 000447 
50 Homo sapiens JWA protein mRNA, complete cds 

5.6e-109:533:97 
Hs.92384:AF070523 

R-HEMBB1 000542 
55 ESTs, Weakly similar to C01 H6.7 [C.elegans] 

1.6e-88:497:91 
Hs.18171:AA524327 
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R-HEMBB1 000567 

Insulin-like growth factor 2 (somatomedin A) 

8.9e-61:369:88 

Hs.1 55487: J03242 

5 

R-HEMBB1 000642 
ESTs 

2.2e-44:308:84 
Hs.141318:N71080 

w 

R-HEMBB1 000668 

ESTs, Weakly similar to hTAFIMOO [H.sapiens] 
2.5e-1 02:520:95 
Hs.3830:AA1 67691 

15 

R-HEMBB1 000679 
ESTs 

6.7e-36:1 88:97 

Hs. 15421 8: AA1 69554 

20 

R-HEMBB1 000881 
ESTs 

8.4e-1 05:51 9:96 
Hs.110967:AA570505 

25 

R-HEMBB1 000905 
ESTs 

1.1e-94:454:98 
Hs.52515:AA464314 

30 

R-HEMBB1001026 
ESTs 

0.22:93:69 

Hs.119510:AA630235 

35 

R-HEMBB1001048 
EST 

0.42:127:66 

Hs.1 47466: AI21 5091 

40 

R-HEMBB 1001200 
ESTs 

3.7e-07:330:62 
Hs.10109:AI148628 

45 

R-HEMBB1 001407 

MHC class II trans activator 

3.8e-35:414:71 

Hs.3076:U18259 

50 

R-HEMBB1 001530 
ESTs 

2.4e-95:455:98 
Hs.8956:AI1 46421 

55 

R-HEMBB1 001547 
ESTs 

1 .0e-111:533:98 
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Hs.33979:AI074147 
R-HEMBB1 001573 

ESTs, Moderately similar to LL5 protein [R.norvegicus] 

1.7e-06:64:95 

Hs.1 31 327: Al 148746 

R-HEMBB1001847 
ESTs 

1.4e-54:280:96 

Hs.1 09755: AA1 80809 

R-HEMBB1001959 

Homo sapiens clone 24781 mRNA sequence 
1.5e-1 04:504:97 
Hs.1 081 12:AF070640 

R-HEMBB1001978 

Homo sapiens mRNA for TRAFS, complete cds 

7.0e-28:220:84 

Hs.29736:AB000509 

R-HEMBB1 002039 

ESTs, Weakly similar to MM ALU SUBFAMILY J WARNING ENTRY MM [H.sapiens] 

1.5e-34:423:72 

Hs.154912:N63897 

R-HEMBB1 002041 

ESTs, Weakly similar to transmembrane protein [H.sapiens] 

7.0e-122:575:98 

Hs.22791:AI056665 

R-HEMBB1 002051 

ESTs, Weakly similar to HYPOTHETICAL 92.1 KD PROTEIN ZK1098.3 IN CHROMOSOME III [Caenorhabditis 

elegans] 

4.2e-43:298:84 

Hs.141429:AA631915 

R-HEMBB1 002120 
ESTs 

1.4e-91 :438:99 
Hs.145014:AI218562 

R-HEMBB1002162 
ESTs 

1.0e-34:238:86 

Hs.1 64036 :AA845659 

R-HEMBB1 002228 

Homo sapiens neuronal thread protein AD7c-NTP mRNA, complete cds 

1.7e-59:583:77 

Hs : 129735:AF010144 

R-HEMBB1 002245 
ESTs 

9.1e-66:383:91 
Hs.8989:R71365 
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R-HEMBB1 002302 
ESTs 

3.6e-54:329:89 
Hs.37706:AA005120 

R-HEMBB1 002427 
ESTs 

4.2e-83:400:98 
Hs.130783:AI263114 

R-HEMBB1 002465 
EST 

9.9e-38:231:90 
Hs.133443:AI061405 

R-HEMBB1 002661 
ESTs 

2.5e-1 01:472:99 
Hs.26878:AI421289 

R-HEMBB1 002663 

Small inducible cytokine A5 (RANTES) 

7.1e-43:268:88 

Hs r 155464:AF088219 

R-HEMBB1 002693 
ESTs 

4.6e-84:435:96 
Hs.155522:AA829725 

R-MAMMA1 000046 
EST 

3.9e-06:196:65 

Hs.1 36664: AA707467 

R-MAMMA1000102 

Human G protein-coupled receptor (STRL22) mRNA, complete cds 

1.19-31:237:83 

Hs.46468:U45984 

R-MAMMA1000106 
ESTs 

1 .3e-65:333:95 
Hs.130749:AI284219 

R-MAMMA1000118 
ESTs 

7.3e-95:465:97 
Hs.119286;AA1 26730 

R-MAMMA1000141 
ESTs 

4.2e-94:515:93 < 
Hs.8116:H23508 

R-MAMMA1 000204 

Homo sapiens dysferlin mRNA, complete cds 
2.3e-1 08:542:96 
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Hs.143897:AF075575 

R-MAMMA1 000226 
ESTs 

5 2. 1e-1 12:535:98 

Hs.1 05761 :AA903862 

R-MAMMA1 000403 
ESTs 

10 1.5e-36:1 62:83 

Hs.152413:AA780515 

R-MAMMA1 000449 
EST 

M 1 .5e-40:347:78 

Hs.163333:AA879053 

R-MAMMA1 000457 

Homo sapiens clone 638 unknown mRNA, complete sequence 
20 2.6e-1 17:570:97 

Hs.5825:AF091084 

R-MAMMA1 000473 
ESTs 

25 1.3e-62:308:99 

Hs.53565:W02102 

R-MAMMA1 000496 

Phosphodiesterase 4C, cAMP-specific (dunce (Drosophila)-homolog phosphodiesterase E1) 
30 0.051:125:68 

Hs.189:AC005759 

R-MAMMA1 000528 
ESTs 

35 2.4e-1 2:21 6:71 

Hs.134105:AI078038 

R-MAMMA1 000591 
ESTs 

40 5.0e-1 04:509:98 

Hs.151678:AA032243 

R-MAMMA1000614 

Homo sapiens mRNA for KIAA0665 protein, complete cds 
45 0.57:251:62 

Hs. 11 9004 :AB01 4565 

R-MAMMA1 000652 
ESTs 

50 0.93:49:87 

Hs.13248:R54144 

R-MAMMA1 000681 
ESTs 

55 1.3e-87:434:97 

Hs.46668:N47089 

R-MAMMA1 000706 
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Homo sapiens cGMP phosphodiesterase A1 (PDE9A) mRNA, complete cds 

3.7e-48:232:100 

Hs.18953:AF067223 

R-MAMMA1 000788 
ESTs 

3.7e-1 08:559:94 
Hs.38969:AA1 30220 

R-MAMMA1 00081 0 
ESTs 

1.2e-45:347:80 

Hs. 1 4681 1:AA41 0788 

R-MAMMA1000814 
ESTs 

1.1 e-1 8:288:70 
Hs.140608:N53448 

R-MAMMA1 000881 
ESTs 

1.9e-1 07:557:96 
Hs.141602:N63562 

R-MAMMA1 000986 
ESTs 

3.8e-46:342:83 
Hs.132722:AA618531 

R-MAMMA1 000994 

Homo sapiens mRNA for ISLR, complete cds 

1.2e-1 09:552:96 

Hs.102171:AB003184 

R-MAMMA1001043 
ESTs 

2.3e-88:445:96 
Hs.20450:AI094818 

R-MAMMA1001066 

Homo sapiens KIAA0414 mRNA, partial cds 

1.5e-43:282:81 

Hs.127649:AB007874 

R-MAMMA1001094 

Homo sapiens clone 243 unknown mRNA, complete sequence 

3.0e-1 16:566:97 

Hs.20423:AF091094 

R-MAMMA1001141 
ESTs 

1.2e-1 04:496:98 
Hs.29669:AI285856 

R-MAMMA1001150 

ESTs, Highly similar to MYOSIN LIGHT CHAIN KINASE [Dictyostelium discoideum] 

1.9e-59:284:100 

Hs.9915:AI300083 
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R-MAMMA1001237 
ESTs 

0.45:206:62 
Hs.121366:AA758653 

5 

R-MAMMA1001284 

ESTs 

6.3e-40:279:85 
Hs.109765:AI096738 

10 

R-MAMMA1001310 

ESTs, Moderately similar to !!!! ALU SUBFAMTLY J WARNING ENTRY !!!! [H.sapiens] 

5.1e-98:498:96 

Hs.27264:AA1 59597 

15 

R-MAMMA1001418 

Human mRNA for platelet-activating factor acetyl hydrolase 2, complete cds 

1.2e-41:302:85 

Hs.86188:D87845 

20 

R-MAMMA1001532 

ESTs 

3.9e-22:331:71 
Hs.141840:AA028117 

25 

R-MAMMA1 001609 

Small inducible cytokine A5 (RANTES) 

1.5e-31:277:78 

Hs.155464:AF088219 

30 

R-MAMMA1001615 
ESTs 

1.1e-72:376:95 

Hs.1 35569: AA923461 

35 

R-MAMMA1001623 
ESTs % 

7.9e-1 06:505:98 
Hs.22908:AI224910 

40 

R-MAMMA1001634 

Homo sapiens PYRIN (MEFV) mRNA, complete cds 

1.9e-44:428:76 

Hs. 11 3283 :AF01 8080 

45 

R-MAMMA1001893 
ESTs 

8.0e-67:367:92 ' 
Hs.19210:W26097 

50 

R-MAMMA1 001901 

Homo sapiens mRNA, chromosome 1 specific transcript KIAA0492 

4.7e-35:342:69 

Hs.127338:AB007961 

55 

" R-MAMMA1001957 
Cytochrome P450, subfamily I (aromatic compound-inducible), polypeptide 2 
5.5e-47:383:79 
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Hs.1361:M55053 

R-MAMMA1001978 
ESTs 

5 6.6e-1 08:560:95 

Hs.8859:AA191552 

R-MAMMA1 002070 

10 R-MAMMA1 002080 

ESTs, Weakly similar to GTP-BINDING PROTEIN YPTM1 [Zea mays] 
9.8e-1 05:542:94 
Hs.10092:A1 189282 

15 R-MAMMA1 002087 

ESTs 

4.0e-19:153:84 
Hs.136678:AA730474 

20 R-MAMMA1 002095 

ESTs 

6.8e-34:1 96:93 
Hs.48119:AA454227 

25 R-MAMMA1002128 

ESTs, Highly similar to ABC1 PROTEIN PRECURSOR [Saccharomyces cerevisiae] 

9.0e-96:503:94 

Hs.39088:AA1 94773 

30 R-MAMMA1002142 
ESTs 

5.6e-21:145:90 
Hs.62119:AA043299 

35 R-MAMMA1002165 
ESTs 

1.6e-35:351:76 
Hs.140413:N47721 

40 R-MAMMA1 002205 

Homo sapiens DNA fragmentation factor 40 kDa subunit (DFF40) mRNA, complete cds 

6.4e-42:217:79 

Hs.133089:AF064019 

45 R-MAMMA1 002224 

ESTs 

0.50:170:64 
Hs.144140:H04293 

50 R-MAMMA1 002234 

R-MAMMA1 002586 
ESTs 

5.0e-1 05:529:96 
55 Hs.4814:AA631254 

R-MAMMA1 002633 
ESTs 
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7.3e-97:470:98 
Hs.38039:AI360128 

R-MAMMA1 003126 
s ESTs 

6.1e-114:567:97 
Hs.20733:AI417917 

R-NT2RM4000100 
10 ESTs 

3.6e-71:343:99 
Hs.92186:AI080282 

R-NT2RM4000115 
™ ESTs 

1.5e-86:405:100 
Hs.129151:AA988192 

R-NT2RM4000198 
20 ESTs 

8.4e-83:462:93 
Hs.96772:AI369496 

R-NT2RM4000284 
25 Human IgG Fc receptor hFcRn mRNA, complete cds 

5.4e-95:440:100 
Hs.1 10804:111 2255 

R-NT2RM4000295 
30 ESTs 

1.1e-112:544:97 
Hs.21452:AA581881 

R-NT2RM4000326 
35 EST 

4.0e-59:301 :96 

Hs. 86264: AA206496 

R-NT2RM4000417 
40 ESTs 

2.0e-88:489:93 
Hs.29098:AA521439 

R-NT2RM4000444 
45 ESTs 

6.4e-90:497:92 
Hs.6129:U66676 

R-NT2RM4000587 
50 ESTs 

1.0e-97:473:98 
Hs.24947:AA039350 

R-NT2RM4000593 
55 ESTs 

9.8e-1 09:554:95 
. Hs.7579:AA775865 
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R-NT2RM4000648 

ESTs, Moderately similar to GLYPICAN-1 PRECURSOR [Homo sapiens] 

7.6e-39:262:85 

Hs.118407:AA001322 

5 

R-NT2RM4000761 
ESTs 

6.4e-86:433:95 
Hs.153428:AI246519 

10 

R-NT2RM4000965 
ESTs 

2.8e-1 02:523:96 
Hs.61790:AA421156 

15 

R-NT2RM4000997 

R-NT2RM4001321 
ESTs 

20 2.4e-66:315:100 

Hs.75425:AA1 49434 

R-NT2RM4001325 
ESTs 

25 0.99:104:62 

Hs.116257:AA628680 

R-NT2RM4001377 

Homo sapiens mRNA for KIAA0638 protein, partial cds 
30 9.3e-1 13:553:96 

Hs.77864:AB014538 

R-NT2RM4001735 

Homo sapiens clone 23904 mRNA sequence 
35 i.6e-1 07:553:94 

Hs.67364:AF052129 

R-NT2RM4001768 
EST 

40 1.6e-1 4:82:85 

Hs.140922:R51520 

R-NT2RM4001843 
ESTs 

45 2.1e-123:579:98 

Hs.3741:AI057614 

R-NT2RM4002352 

Homo sapiens hl_Rp105 mRNA for LI)L receptor related protein 105, complete cds 
so 1.8e-1'09:557:95 

Hs. 1 43641 :AB009462 

R-NT2RP2000092 
ESTs 

55 3.3e-08:286:65 

Hs.79881:AA401302 

R-NT2RP2000178 
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ESTs, Weakly similar to MITOCHONDRIAL LON PROTEASE HOMOLOG PRECURSOR [H.sapiens] 

2.3e-95:462:98 

Hs.47305:AA195153 

R-NT2RP2000240 
ESTs 

1.3e-55:272:98 
Hs.1 25522: AI299693 

R-NT2RP2000394 
ESTs 

2.4e-1 07:528:96 
Hs .28555 :W55892 

R-NT2RP2000447 

ESTs, Moderately similar to dynamin, internal form 2, short C-terminal form [H.sapiens] 

1 .6e-67:357:94 

Hs.128788:AA424076 

R-NT2RP2000479 
ESTs 

2.6e-48:312:86 
Hs.146811:AA410788 

R-NT2RP2000514 
EST 

3.2e-63:348:93 
Hs. 44542 :N33966 

R-NT2RP2000533 
ESTs 

0.017:307:57 
Hs.97873:AA402799 

R-NT2RP2000616 
ESTs 

1.0e-91:475:95 
Hs.50344:AI300539 

R-NT2RP2000649 

Homo sapiens mRNA for Hs Ste24p, complete cds 

1.4e-66:322:98 

Hs.25846:AB016068 

R-NT2RP2000663 
ESTs 

8.2e-59:311:96 
Hs.9728:T98746 

R-NT2RP2000712 
EST 

1.7e-27:239:76 
Hs.161561:W60681 

R-NT2RP2000739 

ESTs, Weakly similar to zinc finger protein [H.sapiens] 

6.3e-86:462:93 

Hs.13323:AA897542 
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R-NT2RP2000818 
ESTs 

7.3e-99:485:97 
Hs.100525:AI310204 

5 

R-NT2RP2000903 

H. sapiens 5T4 gene for 5T4 Oncofetal antigen 

I. 2e-1 00:505:96 
Hs.82128:AJ012159 

10 

R-NT2RP2001200 

Homo sapiens mRNAfor KIAA0676 protein, partial cds 

6.6e-59:306:95 

Hs.115763:AB014576 

15 

R-NT2RP2001223 
ESTs 

1.2e-94:475:95 
Hs.27556:AA1 15361 

20 

R-NT2RP2001276 

ESTs, Moderately similar to regulatory protein [M.musculus] 

4.7e-65:354:92 

Hs.105547:AI361036 

25 

R-NT2RP2001388 
ESTs 

5.5e-83:459:93 
Hs.15713:AA485755 

30 

R-NT2RP2001469 

ESTs, Weakly similar to teg292 protein [M.musculus] 

2.0e-30:233:83 

Hs.68791:AA527270 

35 

R-NT2RP2001480 

Homo sapiens thrombospondin 3 (THBS3) gene, complete cds 
2.1e-84:426:95 
Hs.82165:L38969 
40 * 
R-NT2RP2001495 

ESTs, Weakly similar to transporter protein [H. sapiens] 

1.7e-14:130:84 

Hs.18272:N78499 

45 

R-NT2RP2001514 

ESTs, Weakly similar to PROBABLE CATION-TRANSPORTING ATPASE YEL031 W [Saccharomyces cerevisiae] 

3.3e-45:242:95 

Hs.9275:AA973284 

50 

R-NT2RP2001538 
EST 

1.4e-05:111:73 
Hs.137268:T39311 

55 

R-NT2RP2001562 
EST 

0.50:35:91 
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Hs.140505:AA804211 
R-NT2RP2001662 

Homo sapiens clone 24615 mRNA sequence 

1.0e-95:485:95 

Hs.94785:AF055012 

R-NT2RP2001755 

Homo sapiens mRNA for KIAA0762 protein, partial cds 

4.2e-1 05:576:92 

Hs.5378:AB018305 

R-NT2RP2001769 
ESTs 

4.2e-1 02:548:93 
Hs.14014:AA745592 

R-NT2RP2001817 
ESTs 

6.0e-97:472:97 
Hs.31176:AI037953 

R-NT2RP2001878 
ESTs 

3.3e-94:475:95 
Hs.1 44655: AI279798 

R-NT2RP2001903 
ESTs 

1.7e-88:461:95 
Hs.112218:AI038601 

R-NT2RP2001915 
ESTs 

7.8e-96:480:96 
Hs.100890:AA779892 

R-NT2RP2001921 
ESTs 

2.5e-88:466:94 
Hs.104859:AA779101 

R-NT2RP2001948 
ESTs 

1.9e-81:439:91 
Hs.105463:AA583017 

R-NT2RP2001956 
ESTs 

8.7e-85:477:91 
Hs.12101:AA677423 

R-NT2RP2002015 
ESTs 

3.5e-85:431 :95 
Hs.75425:AA1 49434 

R-NT2RP2002063 
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EST 

0.0083:199:62 
Hs.48699:N63049 

R-NT2RP2002188 
ESTs 

1.5e-1 08:559:94 
Hs.47320:AA057440 

R-NT2RP2002232 
ESTs 

2.5e-1 13:576:95 
Hs.7099:AI089774 

R-nnnnnnnnnnnn 

Human mRNA for KIAA0383 gene, partial cds 

8.0e-1 02:51 1:96 

Hs.27590:AB002381 

R-NT2RP2002409 
ESTs 

3.2e-84:432:95 
Hs.1 28443:AI281 991 

R-NT2RP2002510 
ESTs 

1.3e-42:303:82 

Hs.1 4681 1:AA41 0788 

R-NT2RP2002527 
Thromboxane A2 receptor 
2.9e-23:1 64:88 
Hs.89887:D38081 

R-NT2RP2002533 

Homo sapiens putative tumor suppressor gene 26 protein alpha 2 delta calcium channel subunit mRNA, complete 
cds 

4.0e-11 7:580:96 
Hs.127436:AF040709 

R-NT2RP2002564 

Human zinc-finger protein C2H2-150 mRNA, complete cds 
4.0e-1 11:569:94 
Hs. 1081 39:1138864 

R-NT2RP2002674 

ESTs, Weakly similar to putative p150 [H.sapiens] 

0.010:293:60 

Hs.1 40964: AI21 4400 

R-NT2RP2002721 
ESTs 

5.6e-1 0:1 65:69 
Hs.108745:H95644 

R-NT2RP2002824 
EST 

0.0055:209:58 
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Hs.136259:AA347883 

R-NT2RP2002942 
ESTs 

9.2e-82:422:96 
Hs.140952:R59211 

R-NT2RP2O02974 
ESTs 

5.6e-99:507:96 
Hs.43314:AA160543 

R-NT2RP2002976 
ESTs 

2.9e-78:397:91 
Hs.83575:N28730 

R-NT2RP2003042 
ESTs 

2.7e-1 07:526:97 
Hs.6770:AA972732 

R-NT2RP2003179 
ESTs 

2.9e-59:335:92 
Hs.87019:AA760977 

R-NT2RP200321 0 
ESTs 

2.1e-80:419:94 
Hs.25354:N28667 

R-NT2RP2003302 

ESTs, Moderately similar to ZINC FINGER PROTEIN 7 [Homo sapiens] 

2.1e-92:443:98 

Hs.112508:AA599140 

R-NT2RP2003369 
ESTs 

9.7e-84:462:92 
Hs. 15511 6:C16874 

R-NT2RP2003383 

Homo sapiens mRNA for KIAA0458 protein, complete cds 

1.3e-1 12:549:97 

Hs.7414:AB007927 

R-NT2RP2003390 

Homo sapiens SEC63 (SEC63) mRNA, complete cds 

4.9e-56:286:96 

Hs.31575:AF100141 

R-NT2RP2003469 

Human mRNA for KIAA0355 gene, complete cds 

6.6e-40:302:83 

Hs.153014:AB002353 

R-NT2RP2003545 
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ESTs 

8.0e-1 21:572:98 
Hs.23643:AI299952 



5 R-NT2RP2003593 
EST 

1.0:124:62 
Hs.59890:AA001879 

10 R-NT2RP2003599 
EST 

5.2e-06:319:60 
Hs.1 47887: AI223203 

15 R-NT2RP2003655 
ESTs 

9.3e-1 07:51 9:97 
Hs.5831:AA1 76450 

20 R-NT2RP2003664 

Homo sapiens mRNA for leptin receptor gene-related protein 

5.36-112:549:96 

Hs.23581:Y12670 

25 R-NT2RP2003931 

Human mRNA for KIAA0365 gene, partial cds 

1.7e-113:571:96 

Hs.84123:AB002363 

30 R-NT2RP2003940 
EST 

3.0e-71:385:93 
Hs.162657:AA603590 

35 R-NT2RP2003950 

Homo sapiens clone 24778 unknown mRNA 

5.0e-98:494:95 

Hs.25306:AF070572 

40 R-NT2RP2004069 

Human kpni repeat mma (cdna clone pcd-kpni-8), 3' end 

6.3e-54:556:74 

Hs.103948:K00627 

45 R-NT2RP2004108 

ESTs, Moderately similar to ZINC FINGER PROTEIN ZFP-36 [Homo sapiens] 

6.9e-92:442:98 

Hs.14831:AI261191 

so R-NT2RP2004141 
ESTs 

8.3e-29:1 71:93 
Hs.25700:AI338437 

55 R-NT2RP2004179 
ESTs 

3.1e-71:461:8B 
Hs.6748:R68509 
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10 



15 



20 



25 



30 



35 



40 



45 



50 



R-NT2RP2004205 
ESTs 

2.6e-44:397:78 
Hs.95115:AA206594 . 

R-NT2RP2004447 
ESTs 

4.0e-1 01:494:97 
Hs.51655:AA523276 

R-NT2RP2004495 

ESTs, Weakly similar to transporter protein [H.sapiens] 

6.1e-71:417:92 

Hs.18272:N78499 

R-NT2RP2004524 
ESTs 

1 8e-93:482:95 
Hs.119285:AI225008 

R-NT2RP2004556 

Homo sapiens mRNA for KIAA0459 protein, partial cds 

8.8e-48:353:82 

Hs.28169:AB007928 

R-NT2RP2004606 

pssue inhibitor of metalloproteinase 1 (erythroid potentiating activity, collagenase inhibitor) 
3.5e-1 16:576:96 ' 
Hs.148726:X03124 

R-NT2RP2004648 
ESTs 

5.9e-114:600:93 
Hs.3741:AI057614 

R-NT2RP2004670 
ESTs 

1.7e-92:488:94 
Hs.6262:T89093 

R-NT2RP2004794 
EST 

0.44:205:57 
Hs.147759:AI220726 

R-NT2RP2004837 
ESTs 

6.9e-1 11:576:94 
Hs.12305:AA1 66889 

R-NT2RP2004847 
ESTs 

8.3e-94:445:99 
Hs.53996:Al268861 

R-NT2RP2005027 

GLUCOSE TRANSPORTER TYPE 3, BRAIN 
2.5e-1 04:508:97 
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Hs.7594:M20681 
R-NT2RP2005069 

ESTs, Highly similar to vacuolar protein sorting homolog r-vps33b [R.norvegicus] 
5 4.7e-1 11:541:97 

Hs.26510:AA700425 

R-NT2RP2005163 
ESTs 

io 6.8e-64:327:89 

Hs.83575:N28730 

R-NT2RP2005181 

ESTs, Moderately similar to HIGH-AFFINITY CATIONIC AMINO ACID TRANSPORTER-1 [H.sapiens] 
15 i.6e-1 06:527:97 

Hs.86362:AA205485 

R-NT2RP2005247 
MHC class II transactivator 
20 7.9e-35:465:69 
Hs.3076:U18259 

R-NT2RP2005378 
ESTs 

25 3.4e-l 10:566:94 

Hs.23060:N64748 

R-NT2RP2005391 
ESTs 

30 5.5e-82:463:92 

Hs.118793:AA1 92438 

R-NT2RP2005425 

Homo sapiens mRNA for KIAA0803 protein, partial cds 
35 2.6e-1 01:526:94 

Hs.58103:AB018346 

R-NT2RP2005463 

ESTs, Weakly similar to weakly similar to S. cervisiae PTM1 precursor [C.elegans] 
40 7.6e-11 1:554:97 

Hs.16492:N95400 

R-NT2RP2005514 
ESTs 

45 1 .8e-97:490:95 

Hs.1 09677: AA447864 

R-NT2RP2005535 
EST 

50 5.1e-40:399:73 

Hs.127142:AA937570 

R-NT2RP2005541 
ESTs 

55 5.2e-114:573:96 

Hs.70823:AI378619 

R-NT2RP2005597 
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ESTs, Weakly similar to rotated abdomen protein [D:melanogaster] 

3.7e-1 09:543:96 

Hs.99654:AA670164 

R-nnnnnnnnnnnn 
ESTs 

1.1 e-1 00:501:97 
Hs.112011:AA987961 

R-NT2RP2005666 
ESTs 

2.7e-1 06:560:94 
Hs.42814:AA205754 

R-NT2RP2005774 

Homo sapiens apoptosis-related mRNA, 3'UTR, partial sequence 

7.0e-96:440:96 

Hs.1 39345: AF035364 

R-NT2RP2005878 
ESTs 

2.8e-89:479:93 
Hs.142305:R42591 

R-NT2RP2005883 
ESTs 

1.0e-85:431:96 
Hs.6909:AA928115 

R-NT2RP2005887 
ESTs 

5.5e-1 09:566:94 
Hs.1 2305:AA1 66889 

R-nnnnnnnnnnnn 

Paired box homeotic gene 6 (aniridia, keratitis) 

1.6e-116:578:96 

Hs.89506:M93650 

R-NT2RP2005994 
EST 

0.0061:129:68 
Hs.160756:AI310589 

R-NT2RP2006004 

ESTs, Weakly similar to KIAA0405 [H.sapiens] 

4.7e-45:303:86 

Hs.14146:W92235 

R-NT2RP2006042 
EST 

0.64:84:71 

Hs.1 33275: AI053487 
R-NT2RP2006092 

ESTs, Weakly similar to HYPOTHETICAL PROTEIN KIAA0168 [H.sapiens] 

1.1e-75:384:95 

Hs.32822:A1 194045 
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R-NT2RP2006099 
ESTs 

6.9e-35:224:82 
Hs.139446:AA461080 

5 

R-NT2RP2006134 
EST 

1.3e-95:445:100 
Hs.162033:AA514590 

10 

R-NT2RP2006269 

Human mRNA for KIAA0315 gene, partial cds 

0.96:343:60 

Hs.3989:AB002313 

R-NT2RP2006512 

Homo sapiens clone 23904 mRNA sequence 

1.5e-1 07:531:96 

Hs.67364:AF052129 

20 

R-NT2RP3000011 
ESTs 

7.3e-92:508:91 
Hs.112041:W26001 

25 

R-NT2RP3000022 
EST 

0.78:175:63 
Hs.135650:AA902912 

30 

R-NT2RP3000059 
ESTs 

6.2e-99:475:98 
Hs.123136:AA631067 

35 

R-NT2RP3000063 
ESTs 

9.7e-1 05:554:94 
Hs.7542:AA121663 

40 

R-nnnnnnnnnnnn 

Human mRNA for KIAA0314 gene, partial cds 

5.0e-1 7:307:65 

Hs.155045:AB002312 

45 

R-NT2RP3000148 
ESTs 

6.4e-1 01:527:94 
Hs.58461:W80378 

so 

R-NT2RP3000169 

Homo sapiens MRS1 mRNA, complete cds 

1.4e-1 11:551:96 

Hs.30985:AF093239 

55 

R-NT2RP3000171 
EST 

0.45:205:57 
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Hs.147759:AI220726 

R-NT2RP3000172 
ESTs 

2.0e-89:494:93 
Hs.6262:T89093 

R-NT2RP3000201 

Human mRNA for KIAA0355 gene, complete cds 

1.1e-40:305:83 

Hs.153014:AB002353 

R-NT2RP3000232 

ESTs, Weakly similar to kruppel-related zinc finger protein [H.sapiens] 

5.7e-65:386:90 

Hs.4841:A!279875 

R-NT2RP3000304 

Homo sapiens LDL receptor-related protein 6 (LRP6) mRNA, complete cds 

1.1 e-1 09:541:97 

Hs.23672:AF074264 

R-NT2RP3000378 
EST 

2.0e-05:1 12:74 
Hs.137268:T39311 

R-NT2RP3000436 
EST 

1 .2e-08:347:62 
Hs.1 58830: AI377454 

R-NT2RP3000444 
ESTs 

3.3e-70:314:99 
Hs.57973:AI263207 

R-NT2RP3000460 
EST 

1.9e-50:294:92 
Hs.7260:T23737 

R-NT2RP3000481 

PROBABLE G PROTEIN-COUPLED RECEPTOR GPR6 

1.0:183:59 

Hs.46332:U18549 

R-NT2RP3000616 
ESTs 

3.0e-71 :309:93 
Hs.41296:N71923 

R-NT2RP3000645 
ESTs 

1.5e-1 01:550:92 
Hs.21910:AA020743 

R-NT2RP3000652 
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ESTs 

6.6e-88:41 1:100 
Hs.43134:AA766138 

R-NT2RP3000676 

Homo sapiens mRNA for KIAA0446 protein, complete cds 

1.0e-1 04:542:94 

Hs.158286:AB007915 

R-NT2RP3000677 
ESTs 

0.33:307:59 
Hs.133022:AI374739 

R-NT2RP3000721 
ESTs 

1.66^75:390:90 
Hs.83575:N28730 

R-NT2RP3000789 
ESTs 

1.5e-71:340:99 
Hs.37776:H93038 

R-NT2RP3000818 
ESTs 

1.9e-52:330:88 
H:s.111052:H80504 

R-NT2RP3000820 
EST 

9.1e-05:82:74 

Hs.1 24352: AA830406 

R-NT2RP3000838 

Homo sapiens mRNA for KIAA0638 protein, partial cds 

1.5e-1 00:522:94 

Hs.77864:AB014538 

R-NT2RP3000871 
ESTs 

3.9e-76:424:91 
Hs.121642:AA772262 

R-NT2RP3000907 

ESTs, Weakly similar to PROBABLE CATION-TRANSPORTING ATPASE YEL031 W [Saccharomyces cerevisiae] 

4.5e-95:493:94 

Hs.9275:AA973284 

R-NT2RP3000921 
ESTs 

4.1e-52:283:94 
Hs.49714:AA442453 

R-NT2RP3001012 

Homo sapiens mRNA for CMP-sialic acid transporter, complete cds 

0.60:250:61 

Hs.82921:D87969 
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R-NT2RP3001044 
ESTs 

3.5e-1 06:547:95 
Hs.1 2305: AA1 66889 

R-NT2RP3001061 
ESTs 

1.3e-96:453:99 
Hs.4916:AI1 49707 

R-NT2RP3001159 

ESTs, Weakly similar to T13F2.1 [C.elegans] 

3.8e-47:302:90 

Hs.6281:AA523081 

R-NT2RP30011 70 

Homo sapiens mRNA for KIAA0784 protein, partial cds 

2.8e-118:561:98 

Hs.3657:AB018327 

R-NT2RP3001195 
ESTs 

1.5e-40:461:72 
Hs.1 52438: AI334078 

R-NT2RP3001240 
EST 

1.9e-50:294:92 
Hs.7260:T23737 

R-NT2RP3001271 
ESTs 

1.1e-77:432:92 
Hs.12211:AA908631 

R-NT2RP3001322 
ESTs 

0.25:331 :60 

Hs. 44330: N32264 

R-NT2RP3001542 
EST 

0.0032:432:58 
Hs.148107:AA693476 

R-NT2RP3001560 
EST 

3.5e-50:281:93 
Hs.101727:H16171 

R-NT2RP3001592 
ESTs 

3.2e-65:344:93 
Hs.28964:AA715101 

R-NT2RP3001685 
EST 

3.0e-37:1 65:81 
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Hs.160895:AI365871 
R-NT2RP3001738 

ESTs, Weakly similar to T13F2.1 [C.elegans] 
5 3.8e-47:302:90 

Hs.6281 :AA523081 

R-NT2RP3001754 
EST 

10 0.00043:104:69 

Hs.148331:AA911426 

R-NT2RP3001858 
ESTs 

15 7.6e-93:502:93 

Hs.1 53524: AA533582 

R-NT2RP3001976 
ESTs 

20 5.0e-1 04:51 6:96 

Hs.35461:AA777644 

R-NT2RP3002015 

25 R-NT2RP3002160 
ESTs 

1.4e-34:1 78:99 
Hs.130783:AI263114 

30 R-NT2RP3002281 

Homo sapiens mRNA for KIAA0765 protein, partial cds 

3.5e-83:446:93 

Hs.62318:AB018308 

35 R-NT2RP3002286 
ESTs 

2.1e-103:513:97 
Hs.58570:AA521423 

40 R-NT2RP3002311 
ESTs 

1.4e-1 08:538:96 ' 
Hs.3741:AI057614 

45 R-NT2RP3002324 
ESTs 

3.7e-1 02:483:99 
Hs.99668:AA829521 

50 R-NT2RP3002342 

ESTs, Weakly similar to transporter protein [H.sapiens] 

2.0e-60:339:95 

Hs.18272:N78499 

55 . R-NT2RP3002353 
ESTs 

6.8e-98:484:97 
Hs.9732:AA527784 
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NNNNNNNNNNNNNN 

Homo sapiens mRNAfor KIAA0788 protein, partial cds 

2.7e-29:214:85 

Hs.2397:Z70200 

NNNNNNNNNNNNNN 
ESTs 

3.0e-72:389:94 

Hs. 32246: AA464020 

R-NT2RP3002448 

ESTs, Weakly similar to Y48E1 B.t [C.elegans] 

1.0e-19:131:75 

Hs.8715:H58021 

R-NT2RP3002571 
ESTs 

1.1e-78:407:95 

Hs. 27356 :AA740928 

R-NT2RP3002664 
ESTs 

1.2e-56:341:90 
Hs.23308:AA1 15020 

R-NT2RP3002721 
EST 

2.8e-41:302:82 

Hs.1 24936 :AA825548 

R-NT2RP3002737 
EST 

1.7e-51:267:97 
Hs.161348:AI422470 

R-NT2RP3002738 

ESTs, Weakly similar to enhancer of filmentation 1 [H.sapiens] 
1.7e-1 06:530:96 
Hs.4894:AI1 91323 

R-NT2RP3002790 

R-NT2RP3002836 
ESTs 

4.6e-49:282:92 
Hs.107979:AA1 46994 

R-NT2RP3002887 
ESTs 

6.3e-98:516:94 
Hs.11900:AA535065 

R-NT2RP3002900 
ESTs 

2.0e-29:155:99 

Hs.1 53329: AA1 12325 ' 

R-NT2RP3002958 
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Homo sapiens clone 23851 mRNA sequence 

6.6e-11 9:575:98 

Hs.10065:AF035313 

R-NT2RP3002983 
ESTs 

1.1e-61374:90 
Hs.17834:AA1 28246 

R-NT2RP3003000 

Homo sapiens T-type calcium channel alpha-1 subunit mRNA, complete cds 

4. le-65:358:94 

Hs.122359:AF051946 

R-NT2RP3003076 
ESTs 

2.6e-95:507:93 
Hs.21910:AA020743 

R-NT2RP3003354 

ESTs, Moderately similar to !!!! ALU SUBFAMILY SQ WARNING ENTRY ]!!! [H.sapiens] 

2.1e-78:385:96 

Hs.92177:AI207792 

R-NT2RP3003448 
ESTs 

6.7e-1 05:521:96 
Hs.106833:AA470128 

R-NT2RP3003469 
ESTs 

1.18-91:461:96 
Hs.75425: AA1 49434 

R-NT2RP3003473 

R-NT2RP3003527 

Homo sapiens mRNA for protein kinase Dyrkl B 

1.6e-92:445:97 

Hs.1 30988: Y1 7999 

R-NT2RP3003532 
ESTs 

0.022:193:63 
Hs.122593:Z99400 

Rrnnnnnnnnnnnn 
EST 

0.036:279:59 
Hs.158745:AI375513 

R-NT2RP3003559 
ESTs 

9.8e-1 06:51 3:97 
Hs.44970:AI061464 

R-NT2RP3003614 

Homo sapiens mRNA, chromosome 1 specific transcript KIAA0510 
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0.00016:113:69 
Hs.92660:AB007979 

R-NT2RP3003729 
5 ESTs 

1.2e-43:289:86 
Hs.1 06401 :R50967 

R-NT2RP3003849 
'0 ESTs 

5.4e-91 :435:98 
Hs.144840:AI221746 

R-NT2RP3003874 
« ESTs 

0.21:323:59 
Hs.42919:AA805764 

R-NT2RP3003963 
20 ESTs 

1.7e-90:438:97 

Hs.1 05894: AA5641 10 

R-NT2RP3004000 
25 ESTs 

2.9e-1 01:559:91 
Hs.21910:AA020743 

R-NT2RP3004025 
30 ESTs 

2.3e-1 08:51 7:98 
Hs.15356:AA911109 

R-NT2RP3004075 
35 ESTs 

7.4e-84:453:93 
Hs.22412:AA523036 

R-NT2RP3004083 
40 ESTs, Weakly similar to R06B9.b [C.elegans] 

4.2e-84:474:91 
Hs.30432:W28988 

R-NT2RP3004090 
4 5 ESTs 

1.0:207:61 

Hs.92832:AA631027 

R-NT2RP3004119 
50 EST 

1.8e-50:248:99 

HS.162023:AA506128 

R-NT2RP3004130 
55 ESTs 

1.1 e-1 03:520:96 
HS.10491:W28968 
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R-NT2RP3004133 
ESTs 

4.7e-1 04:545:93 
Hs.15727:H98190 

5 

R-NT2RP3004202 
ESTs 

1.1 e-98:471:98 
Hs.61884:AI335985 

10 

R-NT2RP3004294 

ESTs, Weakly similar to R06B9.O [C.elegans] 

2.4e-96:500:94 

Hs.30432:W28988 

15 

R-NT2RP3004309 

ESTs, Weakly similar to T13F2.1 [C.elegans] 
3.5e-48:308:90 
*Hs.6281:AA523081 

20 

R-NT2RP3004321 
ESTs 

2.6e-99:494:97 
Hs.19306:N53491 

25 

R-NT2RP3004345 
ESTs 

5.4e-95:444:99 
Hs.107149:AI379497 

30 

R-NT2RP3004355 
ESTs 

3.9e-99:490:97 
Hs.43410:N23651 

35 

R-NT2RP3004374 
ESTs 

1.2e-90:462:95 
Hs.75425:AA1 49434 

40 

R-NT2RP3004406 
ESTs 

1.9e-1 00:502:96 
Hs.24936:AA479402 

45 

R-NT2RP3004481 
ESTs 

1.6e-53:370:87 
Hs.11953:AA194120 

50 

R-NT2RP3004552 

ESTs, Weakly similar to gene SEZ-6 [M.musculus] 

7.8e-92:488:93 

Hs.6314:AA522619 

55 

R-NT2RP3004625 

Homo sapiens 1-1 receptor candidate protein mRNA, complete cds 
2.6e-50:352:84 
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Hs.26285:AF082516 

R-NT2RP3004640 
ESTs 

1.16-105:551:94 
Hs.83348:AA527170 



R-NT2RP3004647 

Homo sapiens mRNA for KIAA0446 protein, complete cds 

4.9e-1 11:555:96 

Hs.158286:AB007915 

R-NT2RP4000108 
ESTs 

2.9e-94:479:96 
Hs.6625:AA115182 



R-NT2RP4000634 
ESTs 

3.0e-1 20:572:98 
Hs.28827:A1 125541 



R-NT2RP4000962 
ESTs, Weakly simi 
6.0e-1 7:98:98 
Hs.4789:AI418298 



ESTs, Weakly similar to SPORULATION-SPECIFIC PROTEIN 1 [Saccharomyces cerevisiael 
6.0e-1 7:98:98 



R-NT2RP4001001 
ESTs 

3. 1e- 11 7:567:97 
Hs.4931:AA523860 



R-NT2RP4001009 

Homo sapiens mRNA for Hs Ste24p, complete cds 

1.6e-83:404:98 

Hs.25846:AB016068 

R-NT2RP4001467 
5' nucleotidase (CD73) 
5.9e-T1 3:545:97 
Hs.153952:X55740 



R-NT2RP4001877 

ESTs, Highly similar to GONADOTROPIN-RELEASING HORMONE RECEPTOR [Rattus norveqicusl 
2.2e-67:375:93 y 
Hs.16389:AA206356 

R-NT2RP4001879 



R-NT2RP4002187 
EST 

0.010:117:70 
Hs.160416:AI394161 



R-NT2RP4002451 
EST 

1 .3e-62:386:87 
Hs.57082:H25761 
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R-NT2RP4002715 
ESTs 

6.9e-111:552:96 
Hs.1 2305: AA1 66889 

5 

R-NT2RP4002750 

ESTs, Moderately similar to HIGH-AFFINITY CATIONIC AMINO ACID TRANSPORTER- 1 [H.sapiens] 

7.0e-1 09:532:97 

Hs.86362:AA205485 

w 

R-OVARC1 000003 
ESTs 

1.3e-74:391:95 
Hs.105039:AA477819 

15 

R-OVARC1 000090 

Homo sapiens neuronal thread protein AD7c-NTP mRNA, complete cds 

9.9e-44:471 :75 

Hs.129735:AF010144 

20 

R-OVARC1000105 

60S RIBOSOMAL PROTEIN L38 

8.8e-14:83:100 

Hs.2017:Z26876 

25 

R-OVARC1000137 
ESTs 

3.0e-84:387:95 
Hs.22028:AA1 67715 

30 

R-OVARC 1000208 

Human mRNA for KIAA0392 gene, partial cds 

2.8e-51:313:89 

Hs.40100:AB002390 

35 

R-OVARC 1000255 
Spleen tyrosine kinase 
2.8e-1 06:51 0:98 
Hs.74101:L28824 

40 

R-OVARC1 000275 

ESTs, Highly similar to PROBABLE PHOSPHATIDYLINOSITOL-4-PHOSPHATE 5-KlNASE FAB [Saccharomyces 
cerevisiae] 
6.9e-1~05:556:94 
45 Hs.5748:AA608559 

R-OVARC 1000298 

ESTs, Weakly similar to T03G11 .6 gene product [C.elegans] 
2.4e-56;338:90 
50 Hs.108354:W19984 

R-OVARC1 000307 
ESTs 

2.4e-1 01:563:93 
55 Hs.24479:N25972 

R-OVARC1 000313 

Homo sapiens mRNA for KIAA0573 protein, partial cds 
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5.0e-98:534:93 
Hs.154023:AB011145 



R-OVARC1 000331 

Homo sapiens chromosome 9, P1 clone 11659 

1.0e-55:281:97 

Hs.3439:AC004472 



R-OVARC1 000410 

Homo sapiens clone 23767 and 23782 mRNA sequences 

3.3e-90:462:94 

Hs.8025:AF007150 



15 



R-OVARC1 000439 

ESTs, Highly similar to HYPOTHETICAL 64.3 KD GTP-BINDING PROTEIN C02F5.3 IN CHROMOSOME III 

ICaenorhabditis elegans] 

1.6e-99:510:95 

Hs.7471:AI143226 



20 R-OVARC1 000467 

R-OVARC1 000529 
ESTs 

5.7e-93:461:96 
25 Hs.21396:AA114834 

R-OVARC1 000553 
ESTs 

4.3e-51:351:87 
30 Hs.42979:W31096 

R-OVARC1 000775 

R-OVARC1 000811 
35 ESTs 

1 .3e-82:441 :95 
Hs.73452:AA581386 

R-OVARC1 000853 

™ ESTs, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY n i i \H « 

3.1e-95:492:95 
Hs.6853:AA401703 

R-OVARC1 000873 
45 ESTs 

2.4e-46:281 :91 
Hs.43857:R91358 



R-OVARC1 00091.6 

H. sapiens PISSLRE mRNA 

I. 9e-1 12:588:94 
Hs.77313:X78342 

R-OVARC1 000956 

Homo sapiens mRNA for MDC3, complete cds 

0.18:259:62 

Hs.7164:AB009672 
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R-OVARC1 000995 
EST 

6.6e-43:343:81 
Hs.149580:AI281881 

R-OVARC1 001030 

ESTs, Weakly similar to neuroendocrine-specific protein C [H. sapiens] 

1.5e-21:116:100 

Hs.65450:AA055913 

R-OVARC1001049 
ESTs 

1.2e-70:369:95 
Hs.42949:N21131 

R-OVARC1001086 

Homo sapiens cyclin T2a mRNA, complete cds 

1.3e-1 06:569:94 

Hs.155478:AF048731 

R-OVARC1001132 

INITIATION FACTOR IF-2, MITOCHONDRIAL PRECURSOR 

0.16:170:64 

Hs.149894:L34600 

R-OVARC1001163 
ESTs 

1.9e-39:2 19:94 
Hs.126067:AI344351 

R-OVARC1001222 
ESTs 

0.62:177:63 
Hs.141162:H66213 

R-OVARC 100 1260 
ESTs 

2.1e-79:425:94 
Hs.105039:AA477819 

R-OVARC1001336 
ESTs 

9.2e-75:439:91 
Hs.105039:AA477819 

R-OVARC1001338 
ESTs 

2.3e-1 9:139:92 
Hs.7978:W05059 

R-OVARC1001569 
ESTs 

2.4e-83:412:97 
Hs.21396:AA1 14834 

R-OVARC1001570 
ESTs 

2.6e-49:280:94 



1291 



EP1 130 094 A2 



Hs.3854:R12478 

R-OVARC1001596 
EST 

8.2e-1 5:93:97 
Hs.136918:AA811543 

R-OVARC1001607 
ESTs 

0.019:413:56 
Hs.24684:AA587245 

R-OVARC1001725 
ESTs 

1.4e-96:504:95 
Hs.23754:N29716 

R-OVARC1001727 

R-OVARC1001807 

Hormone receptor (growth factor-inducible nuclear protein N10) 

8.5e-78:425:94 

Hs.1119:D49728, 

R-OVARC1001833 
ESTs 

1 .0e-63:325:96 
Hs.l26912:AA469087 

R-OVARC1001991 
ESTs 

1.3e-92:467:95 
Hs.26506:AI348000 

R-OVARC1 002058 
ESTs 

2.5e-89:512:91 
Hs.58093:W63576 

R-OVARC1002178 
ESTs 

3.3e-99:487:96 
Hs.136527:AI419398 

R-PLACE1 000033 
ESTs 

0.012:202:59 
Hs.157400:AI370528 

R-PLACE1 000231 
ESTs 

2.9e-56:285:96 
Hs.36688:AA603479 

R-PLACE1 000258 
EST 

3.4e-50:353:83 
Hs.1 46794: Al 149478 
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R-PLACE1 000442 

ESTs, Moderately similar to ZINC FINGER PROTEIN ZFP-36 [Homo sapiens] 
5.5e-91 :437:98 
Hs.1 4831 :AI261 191 

5 

R-PLACE1 000560 
ESTs 

3.7e-60:317:94 
Hs.65713:AI269328 

R-PLACE1 000740 
ESTs 

4.2e-67:362:94 
Hs.163434:T79849 

15 

R-PLACE1000912 
ESTs 

3.4e-57:329:92 
Hs.121907:R66773 

20 

R-PLACE1000914 
ESTs 

2.6e-71:419:89 
Hs.90809:AA010979 

25 

R-PLACE1 000927 

ESTs, Weakly similar to N-methyl-D-aspartate receptor-associated protein [D.melanogaster] 
7.8e-1 11:545:97 
Hs.8661:AI1 89791 

30 

R-PLACE1 000986 
ESTs 

1.5e-91:431:99 
Hs.42458:AA452296 

35 

R-PLACE1001016 
ESTs 

3.4e-45:231:97 
Hs.121013:AA324765 

40 

R-PLACE1001100 

Homo sapiens nephrin (NPHS1) mRNA, complete cds 

3.i5e-43:321:83 

Hs.128834:AF035835 

45 

R-PLACE1001114 

Human clone 23732 mRNA, partial cds 

1.6e-42:305:83 

Hs.81 281:1179258 

50 

R-PLACE1001123 

ESTs, Highly similar to UBIQUITIN-CONJUGATING ENZYME E2-28.4 KD [Saccharomyces 
cerevisiae] 
1.2e-51:310:90 
55 Hs.7773:AA1 27629 

R-PLACE1001183 

Human mRNA for KIAA0308 gene, partial cds 
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0.88:182:65 
Hs.10351:AB002306 

R-PLACE1 001229 
5 ESTs 

5.2e-90:471:95 
Hs.18271:N92774 

R-PLACE1 001231 

10 

R-PLACE1 001340 

Homo sapiens mRNA for KIAA0719 protein, complete cds 

6.6e-53:265:98 

Hs.21198:AB018262 

15 

R-PLACE1 001401 
ESTs 

1.9e-72:362:96 
Hs.20161:AA056410 

20 

R-PLACE1001407 
ESTs 

2.1e-36:249:85 
Hs.23579:W38893 

25 

R-PLACE1001464 
5* nucleotidase (CD73) 
1.0e-91:457:96 
Hs.153952:X55740 

30 

R-PLACE1 001500 

ESTs, Weakly similar to DNA helicase Q1 [H.sapiens] 

2.0e-19:150:87 

Hs. 1541 99: AA1 55882 

35 

R-PLACE1001516 
EST 

1.9e-11:109:82 
Hs.1 37486 :AA425225 
40 ° 

R-PLACE1 001536 

Human BRCA2 region, mRNA sequence CG016 

0.28:146:63 

HS.112434.U50529 

45 

R-PLACE1001564 
ESTs 

6.3e-1 4:1 09:88 
Hs.26519:AA442703 

50 

R-PLACE1 001655 

Homo sapiens Shab-related delayed-rectifier K+ channel alpha subunit (KCNS3) mRNA, complete cds 

1.2e-118:578:97 

Hs.47584:AF043472 

55 

R-PLACE1001788 
ESTs 

8.4e>38:205:95 
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Hs.23800:AA524095 
R-PLACE1001795 

ESTs, Weakly similar to HYPOTHETICAL 30.6 KD PROTEIN IN SCP160-MRPL8 INTERGENIC REGION PRE- 
5 CURSOR [S.cerevisiae] 

2.5e-77:392:96 
Hs.7745:H92988 

R-PLACE1001836 
10 ESTs 

1.5e-49:296:90 
Hs.17691:H60366 

R-PLACE1001918 

15 ESTs, Weakly similar to multispanning membrane protein [H.sapiens] 

2.0e-42:304:85 
Hs.110439:N93209 

R-PLACE1001949 

20 

R-PLACE1 002080 

Small inducible cytokine A5 (RANTES) 

8.5e-41:296:82 

Hs. 155464:AF088219 

25 

R-PLACE1 002095 
ESTs 

8.5e-25:227:81 
Hs.110488:AA034235 

30 

R-PLACE1002153 

Homo sapiens TACC2 protein (TACC2) mRNA, partial cds 

1.5e-1 01:51 4:95 

Hs.90415:AF095791 

35 

R-PLACE1 002329 
ESTs 

8_.7e-48:257:94 
Hs.126062:AA411593 

40 

R-PLACE1 002355 
ESTs 

7.7e-71:362:95 
Hs.120866:AI075780 

45 

R-PLACE1 002374 
Cathepsin L 
8.4e-1 03:501:97 
Hs.78056:X12451 

50 

R-PLACE1002518 
ESTs 

6.9e-97:471:97 
Hs.104893:AA576941 

55 

R-PLACE1 002547 

Homo sapiens mRNA for KIAA0719 protein, complete cds 
6.5e-55:276:97 
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Hs.21198:AB018262 
R- PLACE 1002726 

Human DNA-binding protein ABP/ZF mRNA, complete cds 

3.8e-39:212:94 

Hs.86185:U82613 

R- PLACE 1002905 

Homo sapiens mRNA for KIAA0563 protein, complete cds 

2.9e-41:330:81 

Hs.15731:AB011135 

R-PLACE1 002911 

R-PLACE1 002967 
ESTs 

1.0e-43:384:77 
Hs.132722:AA618531 

R-PLACE1003135 
ESTs 

8.2e-94:462:97 
Hs.23643:AI299952 

R-PLACE1003163 

Homo sapiens DBI-related protein mRNA, complete cds 

3.5e-1 10:541:96 

Hs.15250:AF069301 

R-PLACE1 003407 

Homo sapiens putative transmembrane protein (CLN5) mRNA, complete cds 

5.5e-49:287:91 

Hs.30213:AF068227 

R-PLACE1 003428 

ESTs, Moderately similar to BIOTINIDASE PRECURSOR [Homo sapiens] 

6.8e-83:406:97 

Hs.17586:AA461448 

R-PLACE1 003438 
ESTs 

2.9e-83:463:92 
Hs.11067:H30385 

R-PLACE1 003460 
ESTs 

7.0e-27:1 87:87 
Hs.18763:H56292 

R-nnnnnnnnnnnn 
ESTs 

1 .7e-52:265:97 
Hs.114049:AI091839 

R-PLACE1 003573 

Human mRNA for KIAA01 60 gene, partial cds 

0.13:102:69 

Hs.79880:D63881 
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R-PLACE1 003598 
ESTs 

8.0e-39:210:95 
Hs.26286:AA040823 

5 

R-PLACE1 003644 
EST 

0.47:84:73 

Hs.105856:AA551478 

10 

R-PLACE1 003737 
ESTs 

1.1e-77:366:100 
Hs.62699:AA707766 

15 

R-PLACE1 003772 

Human mRNA for KIAA0355 gene, complete cds 

6.1e-27:551:65 

Hs.153014:AB002353 

20 

R-PLACE1 003839 
ESTs 

0.019:244:59 

Hs.1 37825: AA778400 

25 

R-PLACE1 003845 
EST 

5.3e-79:416:93 
Hs.150153:AI300555 

30 

R-PLACE1 003852 

Homo sapiens mRNA for KIAA0758 protein, partial cds 

2.2e-87:439:96 

Hs.22039:AB018301 

35 

R-PLACE1 004028 

Sialy transferase 4A (beta-galactosidase alpha-2,3-sialytransf erase) 

0.73:128:71 

Hs.60617:L13972 

40 

R-PLACE1 004078 
ESTs 

1.7e-69:353:96 

Hs.1 42075: AA654529 

45 

R-PLACE1004166 
ESTs 

1 .7e-64:362:92 
Hs.10177:AA191619 

50 

R-nnnnnnnnnnnn 
EST 

0.98:59:71 

Hs.1 32255: AI02721 6 

55 

R-PLACE1004199 
ESTs 

1.3e-55:279:97 
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Hs.147585:AI217699 

R-PLACE1 004279 
ESTs 

3.7e-68:373:93 
Hs.145531:H87181 

R-PLACE1 004282 

R-PLACE1 004305 

Homo sapiens mRNA for KIAA0740 protein, complete cds 

6.4e-79:377:99 

Hs.1 5099: AB01 8283 

R-PLACE1 004441 
ESTs 

1.8e-46:244:95 
Hs.107082:R63714 

R-PLACE1 004450 

R-PLACE1 004482 
ESTs 

1 .2e-92:491 :93 
Hs.17840:AI269915 

R-PLACE1 004492 
ESTs 

6.1e-54:278:95 
Hs.55862:A1341676 

R-PLACE1004519 
ESTs 

3.1e-25:133:100 
Hs.47378:A1 193598 

R-PLACE1 004520 

Pregnancy-specific beta-1 giycoprotein 4 

2.8e-66:390:89 

Hs.108936:X17097 

R-PLACE1 004630 
ESTs 

7.3e-58:338:92 
Hs.155506:AI281549 

R-PLACE1 004637 
ESTs 

1,1e-37:309:82 
Hs.20102:AA150165 

R-PLACE1 004648 
ESTs 

2.3e-67:340:96 
Hs.69321 :AA633240 

R-PLACE1004816 

Homo sapiens mRNA for Hakata antigen, complete cds 
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1.8e-1 04:586:90 
Hs.9225:D88587 

R- PLACE 1004887 
5 ESTs, Weakly similar to GOLIATH PROTEIN [D.melanogaster] 

2.6e-30:222:86 
Hs.18557:AA203416 

R-PLACE1 005003 
10 ESTs 

0.99:123:68 
Hs.146244:AI276718 

R-PLACE1 005005 

15 Homo sapiens ubiquitin conjugating enzyme G2 (UBE2G2) mRNA, complete cds 

6.8e-58:299:95 
Hs.151614:AF032456 

R-PLACE1 005031 
20 ESTs 

4.7e-57:325:92 
Hs.31196:H13265 

R-PLACE1 005239 
25 Homo sapiens mRNA for HIRIP3 protein, clone pH4-17 

1.4e-86:450:93 
Hs.26484:AJ223351 

R-PLACE1 005250 

30 ESTs, Moderately similar to maternal transcript Maid [M.musculus] 

1.76-106521:97 
Hs.36794:AI038407 

R- PLACE 1005383 
35 Homo sapiens UP50 mRNA, complete cds 

6.3e-79:471 :88 
Hs.11494:AF093118 

R-PLACE1 005410 
40 EST 

2.3e-49:296:90 
Hs.7260:T23737 

R-PLACE1 005426 
45 Pregnancy-specific beta-1 glycoprotein 4 

8.0e-109:576:93 
Hs.108936:X17097 

R-PLACE1005519 
50 ESTs 

5.4e-108:569:93 
Hs.23643:AI299952 

R-PLACE1 005539 
55 ESTs, Weakly similar to p20 protein [R.norvegicus] 

4.5e-05:1 07:77 
Hs.56874:W61026 
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R-PLACE1 005544 
ESTs 

4.2e-57:280:98 - 
Hs.155391:AA451633 

R-PLACE1 005569 
ESTs 

2.7e-90:470:94 
Hs.8904:AI129815 

R-PLACE1 005601 

R-PLACE1 005660 

ESTs, Highly similar to HYPOTHETICAL 64.3 KD GTP-BINDING PROTEIN C02F5.3 IN CHROMOSOME 

[Caenorhabditis elegans] 

1.4e-91:483:93 

Hs.7471:AI143226 

R-PLACE1 005669 
ESTs 

1.7e-84:438:95 
Hs.18271:N92774 

R-PLACE1 005682 
ESTs 

6.3e-80:482:88 
Hs.128679:AI160081 

R-PLACE1 005725 
ESTs 

1.5e-98:519:93 
Hs.11360:AI1 47467 

R-PLACE1 005736 
ESTs 

3.1e-110:561:95 
Hs.24111:AI346026 

R-PLACE1 005745 
ESTs 

2.4e-96:473:97 
Hs.126935:AA603217 

R-PLACE1 005768 

Cytochrome P450, subfamily I (aromatic compound-inducible), polypeptide 2 

4.0e-46:387:77 

Hs.1361:M55053 

R-PLACE1005815 

Homo sapiens PYRIN (MEFV) mRNA, complete cds 

7.1e-56:324:79 

Hs.113283:AF018080 

R-PLACE1 005878 
ESTs 

3.1e-75:388:94 
Hs.153483:AA569128 
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R-PLACE1 005927 
ESTs 

4.3e-64:403:87 
Hs.126899:N50907 

5 

R-PLACE1 006071 
ESTs 

5.3e-96:510:93 
Hs.24398:AI262946 

10 

R-PLACE1 006073 

Homo sapiens mRNA for glucuronyltransf erase I, complete cds 

3.0e-97:504:93 

Hs.26492:AB009598 

15 

R-PLACE1 006079 
ESTs 

3.1e-79:453:90 
Hs.134194:AI142137 

20 

R-PLACE1 006093 
ESTs 

1.3e-78:378:98 
Hs.129327:AI201040 

25 

R-nnnnnnnnnnnn 

R-PLACE1006219 
EST 

30 1.6e-75:412:92 

Hs.150153:AI300555 

R-PLACE1 006277 
ESTs 

35 2.8e-92:493:93 

Hs.8904:AI129815 

R-PLACE1 006290 
ESTs 

40 2.8e-92:433:99 

Hs.23445:AA489015 

R-PLACE1 006443 
ESTs 

45 2.5e-73:419:91 

Hs.90809:AA010979 

R-PLACE1006515 

Homo sapiens mRNA for KIAA0576 protein, partial cds 
so 6.9e-78:413:94 

Hs.14687:AB011148 

R-PLACE1006716 
ESTs 

55 4.8e-44:262:88 

Hs.8503:AI393886 

R-PLACE1 006786 
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ESTs 

6.3e-89:431 :98 
Hs.42458:AA452296 

R-PLACE1 006809 
ESTs 

1.6e-68:377:92 
Hs.8956:AI1 46421 

R-PLACE1 006959 
EST 

0.00065:211:63 
Hs.136605:AA665784 

R-PLACE1 007028 
ESTs 

7.4e-92:475:94 
Hs.110222:AA532444 

R- PLACE 1007040 
ESTs 

5. 1e-1 03:509:97 
Hs.71190:AA524036 

R-PLACE1 007077 
ESTs 

1 .0e-98:529:93 
Hs.24398:AI262946 

R-PLACE1 007081 

Human growth factor independence-1 (GfM) mRNA, complete cds 

0.57:238:61 

Hs.73172:U67369 

R-PLACE1 007096 
ESTs 

1.2e-88:466:94 
Hs.8268:N70144 

R-PLACE1 007296 
EST 

4.3e-53:338:86 
Hs.147274:AI206582 

R-PLACE1 007591 
EST 

4.6e-76:384:97 
Hs.94445:N90719 

R-PLACE1 007626 

Homo sapiens unknown mRNA, complete cds 

5.0e-30:1 79:91 

Hs.11441:AF047439 

R-PLACE1 007702 
ESTs 

1.0e-52:341:87 

Hs.1 03382: AA026923 
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R-PLACE1 007845 
ESTs 

2.2e-1 02:541:93 
Hs.15727:H98190 

5 

R-PLACE1 007881 
ESTs 

4.1e-75:398:93 
Hs.55560:A1 142804 

10 

R-PLACE1 007971 
ESTs ■ 
2.8e-43:304:85 
Hs.82933:AA058963 

15 

R- PLACE 1008282 

ESTs, Highly similar to HEME-REGULATED EUKARYOTIC INITIATION FACTOR EIF-2-ALPHA KINASE [Oryc- 
tolagus cuniculus] 
2.2e-74:393:94 
20 Hs.77613:AI367385 

R-PLACE1 008297 
ESTs 

6.5e-1 01:506:96 
25 Hs.44274:AA523749 

R-PLACE1 008359 
ESTs 

1.8e-94:469:96 
30 Hs.160551:AI281417 

R-PLACE1 008469 
ESTs 

7.0e-74:421 :90 
35 Hs.90809:AA010979 

R-PLACE1 008549 

ESTs 

2.0e-81:474:90 
40 Hs.11713:T65960 

R-PLACE1 008657 
ESTs 

9.5e-89:512:89 
45 Hs.142075:AA654529 

R-PLACE1008716 

Human beta- 1 ,2-N-acetylglucosaminyltransf erase il (MGAT2) gene, complete cds 
5.6e-1 00:504:95 
50 Hs. 154844:11 151 28 

R-PLACE1 008744 

ESTs, Highly similar to COMPLEMENT RECEPTOR TYPE 2 PRECURSOR [Homo sapiens] 
2.3e-1 07:528:96 
55 Hs.8963:AI379350 

R-PLACE1 008984 
ESTs 
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2.0e-76:464:89 
Hs.40094:D12041 

R-PLACE1 008985 

EST, Highly similar to SYNAPTOTAGMIN B [Discopyge ommata] 

2.2e-59:343:90 

Hs.161031:H72014 

R-PLACE1 009067 
ESTs 

7.7e-90:503:92 
Hs.55067:AA037664 

R-PLACE1009196 
EST 

0.011:243:60 
Hs.149839:AI287601 

R-PLACE1 009279 

Homo sapiens mRNA for serin protease with IGF-binding motif, complete cds 

5.4e-27:553:62 

Hs.75111:D87258 

R-PLACE1 009527 

Human DNA-binding protein ABP/ZF mRNA, complete cds 

2.7e-92:497:91 

Hs.86185:U82613 

R-PLACE1 009546 
ESTs 

5.9e-80:461:90 
Hs.134292:AA603031 

R-PLACE1 009600 
ESTs 

5.5e-98:509:93 
Hs.21015:AA428288 

R-PLACE1 009735 
ESTs 

1.1e-85:462:93 
Hs.48563:AA526595 

R-nnnnnnnnnnnn 
ESTs 

6.8e-82:499:87 
Hs.43498:AA570507 

R-PLACE1010011 

ESTs, Moderately similar to synaptonemal complex protein [M.musculus] 

2.7e-15:1 71:78 

Hs.31655:AI075991 

R-PLACE1010078 
ESTs 

1 .2e-48:267:92 
Hs.12101:AA677423 
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R-PLACE1010081 

Homo sapiens serine/threonine kinase RICK (RICK) mRNA, complete cds 
3.0e-1 06:560:93 
Hs.1 03755: AF027706 

R-PLACE1010251 
ESTs 

0.00049:248:60 
Hs.154164:AI246893 

R-PLACE1010445 
ESTs 

1 .5e-90:496:92 
Hs.163999:AA778110 

R-PLACE1010713 

Interieukin 1 receptor antagonist 

4.1e-07:307:59 

Hs.81134:U65590 

R-PLACE1010784 

ESTs, Weakly similar to putative G-protein-coupled receptor [H.sapiens] 

1.5e-21:206:78 

Hs.29202:R71586 

R-PLACE1010827 

R-PLACE 1010968 
ESTs 

2.6e-75:385:95 
Hs.109884:AA766018 

R-PLACE1011045 

Homo sapiens E1 -like protein mRNA, complete cds 

5.3e-92:453:96 

Hs.28190:AF094516 

R-PLACE1011116 

Homo sapiens embryonic lung protein (HUEL) mRNA, complete cds 

1 .5e-73:385:94 

Hs.44053:AF006621 

R-PLACE1011236 

R-PLACE1011364 
ESTs 

2.3e-47:289:89 
Hs.6163:W26652 

R-PLACE1011407 
ESTs 

1.1e-09:191:64 
Hs.118620:T60326 

R-PLACE1011516 

ESTs, Weakly similar to HYPOTHETICAL 21.5 KD PROTEIN IN SEC15-SAP4 INTERGENIC REGION [S.cerevi- 
siae] 

6.3e-75:441 :88 
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Hs.110978:AA843431 
R-PLACE1011708 

Homo sapiens intrinsic factor-B1 2 receptor precursor, mRNA, complete cds 
5 7.7e-93:521 :91 

Hs.148318:AF034611 

R-PLACE1011824 
ESTs 

10 0.013:199:62 

Hs. 44343 :AA5325 14 

R-PLACE1011978 
EST 

is 4.0e-97:462:98 

Hs.116391:AA644085 

R-PLACE2000118 
ESTs 

20 1.2e-83:468:92 

Hs.110578:AA1 15763 

R-PLACE2000219 

Homo sapiens KIAA0414 mRNA, partial cds 
25 2.0e-44:344:81 

Hs.1 27649: AB007874 

R-PLACE3000181 

Human protocadherin 42 mRNA, 3' end of cds for alternative splicing PC42-8 
30 1 .3e-82:441 :94 

Hs.115642:L11369 

R-PLACE3000213 

ESTs, Highly similar to COMPLEMENT RECEPTOR TYPE 2 PRECURSOR [Homo sapiens] 
35 2.3e-1 14:557:97 

Hs.8963:AI379350 

R-PLACE4000354 

ESTs, Highly similar to COMPLEMENT RECEPTOR TYPE 2 PRECURSOR [Homo sapiens] 
40 3.4e-l 05:51 8:97 

Hs.8963:AI379350 

R-PLACE4000455 
ESTs 

45 9.0e-57:289:96 

Hs.42458:AA452296 

R-THYR01 000036 
Collagen, type IX, alpha 3 
50 1.3e-1 00:527:93 

Hs.53563:L41162 

R-THYR01 000061 
ESTs 

55 1.8e-87:460:94 

Hs.124869:H98977 

R-THYR01 000099 
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ESTs 

1.2e-34:1 93:94 
Hs.149488:AI243816 

5 R-THYRO1000196 

Homo sapiens Ksp-cadherin (CDH16) mRNA, complete cds 
3.7e-1 06:530:96 
Hs.11 541 8:AF01 6272 

10 R-THYR01 000400 

Human HU-K4 mRNA, complete cds 

0.99:227:60 

Hs.74573:U60644 

15 R-THYR01 000580 

Homo sapiens mRNA for KIAA0628 protein, complete cds 

0.21:126:67 

Hs.43133:AB014528 

20 R-THYR01 000584 

ESTs, Weakly similar to golgi alpha-mannosidasell [H.sapiens] 

3.0e-1 06:529:96 

Hs.12183:AA888145 

25 R-THYR01 000678 

EST 

2.9e-62:304:99 
Hs.48956:N64339 

30 R-THYR01 000776 

ESTs 

1.3e-1 02:533:94 
Hs.4866:AA582196 

35 R-THYR01 000795 

ESTs 

3.3e-98:529:92 
Hs.55263:AI344338 

40 R-THYROI 000846 

ESTs 

1.6e-1 05:522:96 
Hs.135106:AI335251 

45 R-THYROI 000866 

Homo sapiens SKB1 Hs mRNA, complete cds 

1.3e-43:251:92 

Hs.12912:AF015913 

50 R-THYR01 000956 

ESTs, Highly similar to PROBABLE G PROTEIN-COUPLED RECEPTOR APJ [Homo sapiens] 

5.2e-106:548:94 

Hs.9305:W84893 

55 R-THYROI 000964 

R-THYR01 000999 
ESTs 
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1.9e-18:150:84 
Hs.111583:AA463590 

R-THYRO1001063 
s ESTs 

1.5e-95:464:97 
Hs.142684:AA902402 

R-THYRO1001071 
10 ESTs 

2.5e-1 04:496:98 
Hs.6071:AA868544 

R-THYRO1001102 

15 

R-THYRO1001113 

ESTs, Weakly similar to FER-1 [C.elegans] 

7.1e-90:446:97 

Hs.8076:AA115644 

20 

R-THYRO1001128 
ESTs 

1.9e-1 6:270:68 
Hs.140194:N35720 

25 

R-THYRO1001205 

Small inducible cytokine A5 (RANTES) 
1 .9e-58:400:84 
Hs.155464:AF088219 

30 

R-THYRO1001237 
ESTs 

1.5e-1 04:532:96 
Hs.6603:AA772122 

35 

R-THYROI 001242 
EST 

1 .7e-50:281 :93 
Hs.101727:H16171 

40 

R-THYRO1001266 

Homo sapiens mRNA for KIAA0650 protein, partial cds 

0.00037:403:60 

Hs.8118:AB014550 

45 

R-THYRO1001327 
ESTs 

1.2e-96:530:93 
Hs.28786:AA034412 

50 

R-THYRO1001456 

ESTs, Weakly similar to Similar to phytoene desaturase [C.elegans] 

3.3e-43:257:92 

Hs.97031:AA773647 

55 

R-THYRO1001457 

ESTs, Highly similar to MYOSIN LIGHT CHAIN KINASE [Dictyostelium discoideum] 
4.8e-59:284:99 
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Hs.9915:AI300083 

R-THYRO1001471 
ESTs 

1.1e-67:378:93 
Hs.52113:R40587 

R-THYRO1001478 

R-THYRO1001495 

H. sapiens mRNA for Zinc-finger protein (ZNFpT17) 

I. 6e-63:434:84 
Hs.32954:X65233 

R-THYRO1001523 
ESTs 

5.8e-75:388:96 
Hs.6527:R21517 

R-THYRO1001529 
ESTs 

1.1e-25:1 84:87 

Hs. 1 8441 :AA005 104 

R-THYRO1001593 
ESTs 

4,7e-34:1 82:98 
Hs.8312:AA813022 

R-THYRO1001608 
ESTs 

^2.8e-1 07:547:95 
Hs.23765:AA524283 

R-THYRO1001641 

Homo sapiens clone 24448 unknown mRNA, partial cds 

1.1e-111:562:96 

Hs.4973:AF070638 

R-THYRO1001700 
ESTs 

1.3e-78:407:95 
Hs.86987:N99896 

R-THYRO1001702 
ESTs 

4.3e-98:566:92 
Hs.119447:AA524436 

R-THYRO1001725 
ESTs 

1.3e-84:424:96 
Hs.38039:AI360128 

R-THYRO1001770 
ESTs 

1.0e-62:325:97 
Hs.20137:R08273 
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R-THYRO1001803 
ESTs 

6.8e-90:456:96 
Hs.1 34438 :R42585 

R-Y79AA1 000030 

ESTs, Weakly similar to HYPOTHETICAL PROTEIN KIAA0168 [H.sapiens] 

2.4e-98:515:94 

Hs.32822:AI1 94045 

R-Y79AA1000127 

ESTs, Weakly similar to ! ! ! ! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens] 

1.1e-57:307:95 

Hs.83513:W05849 

R-Y79AA1 000207 
EST 

1.0e-97:411:96 
Hs.141431:N21286 

R-Y79AA1 000226 

ESTs, Highly similar to HYPOTHETICAL 52.8 KD PROTEIN T05E11.5 IN CHROMOSOME IV [Caenorhabditis 
elegans] 
7.2e-1 02:545:94 
Hs.11221:AI1 92291 

R-Y79AA1 000270 

Human mRNA for ORF, Xq terminal portion 

3.3e-1 07:564:93 

Hs.6551:D16469 

R-Y79AA1 000426 

H.sapiens mRNA for activin beta-C chain 

2.5e-1 0:21 7:66 

Hs.83267:X82540 

R-Y79AA1 000521 

Homo sapiens N-methyl-D-aspartate receptor 2D subunit precursor (NMDAR2D) mRNA, complete cds 

0.73:257:59 

Hs.113286:U77783 

R-Y79AA1 000750 
ESTs 

4.3e-75:391 :95 
Hs.157192:W84862 

R-Y79AA1 000776 
ESTs 

3.5e-56:303:95 
Hs.118559:AA887084 

R-Y79AA1 000777 

ESTs, Weakly similar to LIS-1 protein [H.sapiens] 

9.5e-98:515:95 

Hs.59461:W93217 

R-Y79AA1 000876 
EST 
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2.7e-23:1 73:84 
Hs.1 35872: AI037885 

R-Y79AA1 000959 

5 Homo sapiens Hsp70 binding protein HspBPI mRNA, complete cds 

3.4e-80:453:92 
Hs.53066:AF093420 

R-Y79AA1 000967 
10 ESTs 

7.3e-86:461:93 
Hs.6262:T89093 

R-Y79AA1001013 
15 ESTs 

1.4e-1 15:566:97 
Hs.108408:N31922 

R-Y79AA1001056 

20 ESTs, Moderately similar to maternal transcript Maid [M.musculus] 

8.7e-1 11:557:95 
Hs.36794:AI038407 

R-Y79AA1001062 
25 ESTs 

0.0021:365:59 
Hs.106129:AA292171 

R-Y79AA1001090 
30 ESTs 

5.0e-52:255:99 
Hs.106214:AI123831 

R-Y79AA1001212 
35 Homo sapiens SL15 protein mRNA, complete cds 

1.8e-83:407:97 
Hs.6710:AF038961 

R-Y79AA1001264 

40 ESTs, Highly similar to DNAJ PROTEIN HOMOLOG 2 [Homo sapiens] 

2.8e-111:552:96 
Hs.62489:AI057091 

R-Y79AA1001272 
45 Zinc finger protein, X-linked 

0.019:317:59 
Hs.2074:X59739 

R-Y79AA1001328 
50 ESTs 

3.6e-67:385:92 
Hs.1 27792: AI421 472 

R-Y79AA1001426 
55 ESTs 

2.0e-13:92:93 
Hs.105607:AA478379 
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R-Y79AA1 001430 

Homo sapiens mRNA for KIAA0469 protein, complete cds 

2.0e-1 12:555:96 

Hs.7764:AB007938 

5 

R-Y79AA1001523 
EST 

1.7e-07: 120:73 
Hs.130984:AI015430 

10 

R-Y79AA1001530 

Homo sapiens RRM RNA binding protein Gry-rbp (GRY-RBP) mRNA, complete cds 

0.030:169:63 

Hs.1 55489: AF037448 

15 

R-Y79AA1 001592 
ESTs 

5.0e-60:340:91 
Hs.87019:AA760977 

20 

R-Y79AA1001727 
ESTs 

6. 1e-1 01:547:93 
Hs.7404:W29012 

25 

R-Y79AA1001787 
ESTs 

8.8e-84:449:95 

Hs.1 28866: AA977749 

30 

R-Y79AA1001795 

Homo sapiens mRNA for GalT4 protein 
9.9e-1 10:541:97 
Hs.21495:AL031228 

35 

R-Y79AA1001799 

ESTs, Highly similar to MITOCHONDRIAL RNA SPLICING PROTEIN MSR4 [Saccharomyces cerevisiae] 

1.6e-94:567:90 

Hs.34401 :AA447775 

40 

R-Y79AA1 001803 

ESTs, Highly similar to SECRETOGRANIN III PRECURSOR [Mus musculus] 

1.2e-86:509:90 

Hs.22215:AI371482 

45 

R-Y79AA1001863 
ESTs 

1.4e-23:268:73 

Hs. 131 61 3:A1 190576 

50 

R-Y79AA1 002022 
ESTs 

8.9e-97:462:98 
Hs.6140:D52151 

55 

R-nnnnnnnnnnnn 
R-nnnnnnnnnnnn 
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Homo sapiens DNA recombination and repair protein (MRE11B) mRNA, complete cds 

0.00075:456:59 

Hs.1 53855: AF022778 

5 R-Y79AA1002213 

Human mRNA for KIAA0392 gene, partial cds 

6.2e-45:304:85 

Hs.40100:AB002390 

10 R-Y79AA1 002334 

ESTs 

7.7e-91:495:92 
Hs.90804:W28091 

15 R-Y79AA1 002373 

Human kpni repeat mrna (cdna clone pcd-kpni-8), 3' end 

5.2e-98:545:91 

Hs.1 03948 :K00627 

20 R-Y79AA1 002376 

ESTs 

2.0e-91:455:97 
Hs.153375:AI287812 

25 R-Y79AA1 002378 

ESTs, Highly similar to ZINC FINGER PROTEIN ZFP-35 [Mus musculus] 
9.4e-15:131:83 
Hs.20082:W89121 

R-Y79AA1 002381 

ESTs, Highly similar to CELL DIVISION CONTROL PROTEIN 2 HOMOLOG [Plasmodium falciparum (isolate kt/ 
thailand)] 
1.5e-1 04:531:95 
Hs.26322:AA1 56858 

Homology search result 10 

[0305] Data obtained by the homology search for full length nucleotide sequences and deduced amino acid sequenc- 
es. In the result of the search shown below, both units, aa and bp, are used as length units for the sequences to be 
40 compared. Each data includes Clone name, Definition in matching data, P value, Length of sequence to be compared, 
Homology, and Accession number (No.) of matching data. These items are shown in this order, separated by a double- 
slash mark, //. 

C-HEMBA1000006//Homo sapiens mRNA; cDNA DKFZp564G1 762 (from clone DKFZp564G1762).//0//1230bp// 
45 92%//AB026894 

C-nnnnnnnnnnnn//GAMETOGENESIS EXPRESSED PROTEIN GEG-154.//2.30E-71//344aa//50%//P50636 
C-HEMBA1 0001 21 //HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME UI.//4.80E-05//83aa//27%// 
P34679 

C-HEMBA1000128//PATHOGENESIS-RELATED PROTEIN 1 PRECURSOR (PR-1),//3.20E-07//89aa//34%// 
so P33154 

C-HEMBA1 000275 
C-HEMBA1 000300 

C-HEMBA1 000349//ATP-BINDING CASSETTE TRANSPORTER 1 .//5.30E-65//352aa//39%//P41233 
C-HEMBA1 000443//Homo sapiens CGl-96 protein mRNA, complete cds.//4.70E-129//686bp//91%//AF151854 
55 C-HEMBA1 000590//Homo sapiens mRNA for matrilin-4, partial.//2.00E-273//1254bp//99%//AJ007581 

C-HEMBA1000634//Homo sapiens T-cell activation protein (PGR1) gene, complete cds.//0//994bp//99%// 
AF1 16272 

C-HEMBA1 00071 3//Homo sapiens 10kD protein (BC10) mRNA, complete cds.//0//1254bp//99%//AF053470 



1313 



30 



35 



EP 1 130 094 A2 

C-HEMBA1 000745//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS).//2.00E-07//445aa//27%//P02454 
C-HEMBA1 000907 

C-HEMBA1000940//GAP JUNCTION ALPHA-3 PROTEIN (CONNEXIN 44) (CX44).//2.90E-39//362aa//31%// 
P41 987 

C-HEMBA1 000962 

C-HEMBA1001221//AGRIN PRECURSOR.//2.50E-25//294aa//29%//P31696 

C-HEMBA1001228//Human germline oligomeric matrix protein (COMP) mRNA, complete cds7/7 80E-286// 

1105bp//94%//L32137 

C-HEMBA1 001297 

C-HEMBA1001390//Mus musculus polymerase l-transcript release factor mRNA, complete cds7/2 50E-57// 

464bp//82%//AF036249 

C-HEMBA1001563 

C-HEMBA1 001 621 //PROBABLE G PROTEIN-COUPLED RECEPTOR APJ7/3.50E-123//259aa//89%//P35414 
C-nnnnnnnnnnnn//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//2.40E-85//293aa//50%// 
P51523 

C-HEMBA1001878//Homo sapiens U5 snRNP-specific 40 kDa protein mRNA, complete cds.//0//1 488bp//99%// 
AF090988 r 

C-HEMBA1002131//PROCOLLAGEN-LYSINE,2-OXOGLUTARATE 5-DIOXYGENASE 1//4 10E-1 0//140aa// 
30%//P24802 

C-HEMBA1 0021 63//HYPOTH ETICAL 40.7 KD PROTEIN IN DAK1-ORC1 INTERGENIC REGION //9 40E-28// 

309aa//30%//Q04651 

C-HEMBA1002164 

C-HEMBA1002167//Rattus norvegicus neuroligin I mRNA, complete cds.//1.30E-305//1643bp//91%//U22952 
C-HEMBA1002178//PROCOLLAGEN-LYSINE ! 2-OXOGLUTARATE 5-DIOXYGENASE 1 PRECURSOR (EC 
1.14.11 .4) (LYSYL HYDROXYLASE 1) (LH 1 ).//3.70E-1 0//1 40aa//30%//P24802 
C-nnnnnnnnnnnn//Human glycyl-tRNA synthetase mRNA, complete cds.//0//2380bp//99%//U09587 
C-HEMBA1 0021 95//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 .//8.80E-23//221 aa//31%//Q00808 
C-HEMBA1 002227//Homo sapiens mRNA for 80K-L protein, complete cds.//0//1324bp//98%//D 10522 
C-HEMBA1 002239 " 
C-HEMBA1 002316 
C-HEMBA1 002420 

C-HEMBA1 002421 //Human heparan sulfate proteoglycan (HSPG) core protein, 3' end.//0//2097bp//99%//J04621 
C-HEMBA1002524//Human MHC Class I region proline rich protein mRNA, complete cds.//0//1 763bp//95%// 
U 63 336 

C-HEMBA1 002551 //PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 -) //9 80E-08//110aa// 
37%//P49695 

C-HEMBA1 002767//Homo sapiens chromosome 1 P 33-p34 beta-1 ,4-galactosyltransferase mRNA, complete cds // 
0//1497bp//99%//AF038660 

C-HEMBA1002992//UBIQUITIN-LIKE PROTEIN DSK2.//2.00E-21//216aa//35%//P48510 
C-HEMBA1003047//Homo sapiens intrinsic factor-B12 receptor precursor, mRNA, complete cds.//0//1768bD// 
99%//AF034611 K 

C-HEMBA1003072//Gallus gallus single-strand DNA-binding protein csdp mRNA, partial cds.//3 30E-93//927bo// 
73%//U68380 

C-HEMBA1003101//Homo sapiens tyrosylprotein sulfotransferase-2 mRNA, complete cds.//0//1854bp//99%// 
AF049891 

C-HEMBA1 003230//Homo sapiens fibulin-5.//5.60E-308//1398bp//99%//AJ 133490 
C-HEMBA1 003294 

C-HEMBA1003315//Mus musculus mRNA for DNA helicase, complete cds.//6.30E-250//1426bp//88%//AB01 391 2 
C-HEMBA1003392//Homo sapiens LDL receptor-related protein 6 (LRP6) mRNA, complete cds //0//1721b D // 
1 00%//AF0 74264 

C-HEMBA1 003399//MVP1 PROTEIN.//2.30E-1 5//279aa//23%//P40959 
C-HEMBA1 003487 

C-HEMBA1003530//S.scrofa mRNA for BM88 antigen 7/1. 20 E-60//900bp//66%//X82027 
C-HEMBA1003602//Homo sapiens CGI-67 protein mRNA, complete cds.//3.50E-70//732bp//66%//AF151825 
C-HEMBA1003732//SFT2 PROTEIN.//1 .50E-06//1 62aa//30%//P38166 

C-HEMBA1 003945//Homo sapiens hypothetical 43.2 Kd protein mRNA, complete cds.//8 90E-287//757bp//97%// 
AF077030 

C-HEMBA1004110//Homo sapiens intersectin short form mRNA, complete cds.//0//2033bp//99%//AF064243 
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C-HEMBA1 004250//CADH ERIN -RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEINJ7/6.40E-51// 
277aa//35%//P33450 

C-HEMBA1004391//TUMOR SUPPRESSOR PROTEIN DCC PRECURSOR.//5.60E-20//194aa//26%//P70211 
C-HEMBA1 004444//GLYCO PROTEIN 25L PRECURSOR (GP25L)7/4.60E-41//148aa//52%//P27869 
C-HEMBA1 004454 

C-HEMBA1004505//MANNOSYL-OLIGOSACCHARIDE ALPHA-1 ,2-MANNOSIDASE ISOFORM 1 (EC 
3.2.1.113) (MAN(9)-ALPHA-MANNOSlDASE)7/2.70E-45//239aa//43%//P53624 
C-HEMBA1 004797 

C-HEMBA1 004982//TETRACYCLINE RESISTANCE PROTEIN, CLASS E (TETA(E)) 7/6.30 E-1 0//1 49aa//26%// 
Q07282 

C-HEMBA1005070//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN)7/1 .10E-05//187aa// 
29%//P17437 

C-HEMBA1 005084//NON- RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1.112) (TYROSINE- PRO- 
TEIN KINASE 1).//1.20E-07//102aa//37%//P18160 
C-HEMBA1005145 
C-HEMBA1 005430 

C-HEMBA1 005449//GLUCO AMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
DASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYD TOLAS E).//5.40 E-1 0//224aa//24%//P 13983 
C-HEMBA1 005489 

C-HEMBA1 005522//COAGULATION FACTOR VII PRECURSOR (EC 3.4:21 .21 ).//7.70E-15//78aa//51%//P981 39 
C-HEMBA1005545//MUSCARINIC ACETYLCHOLINE RECEPTOR M3V/0//2121aa//100%//U29589 
C-HEMBA1005698//Homo sapiens vesicle trafficking protein (SEC22C) mRNA, complete cds.//6.60E-163// 
753bp//99%//AF039568 
C-HEMBA1005913 

C-HEMBA1005929//H.sapiens mRNA for serine/threonine protein kinase EMK.//6.50E-92//1092bp//69%//X97630 

C-HEMBA1005945//Oryctolagus cuniculus peroxisomal Ca-dependent solute carrier mRNA, complete Gds.// 

1 .90E-44//666bp//65%//AF0041 61 

C-HEMBA1006016 

C-HEMBA1006171 

C-HEMBA1 006299 

C-HEMBA1 006311 

C-HEMBA1 006335 

C-HEMBA1006430//Human putative transmembrane protein precursor (B5) mRNA, complete cds7/2.40E-70// 
1108bp//65%//L38961 

C-HEMBA1006482//Homo sapiens h-scol (SCOI) mRNA, nuclear gene encoding mitochondrial protein, complete 
cds7/0//1101bp//98%//AF026852 

C-HEMBA1 006572//ODD-SKIPPED PROTEIN J/2. 60 E-39//85aa//83%//P23803 
C-HEMBA1006707//Homo sapiens mRNA for matrilin-4, partial 7/0//2003bp//99%//AJ 007581 
C-HEMBA1 006724 

C-HEMBA1006902//Homo sapiens mRNA for matrilin-4, partial 7/4. 80 E-275//1 799bp//85%//AJ 007581 

C-HEMBA1 00691 6//Homo sapiens Grb14 mRNA, complete cds7/3.00E-277//1010bp//95%//L76687 

C-HEMBA1 006960 

C-HEMBA1007013 

C-HEMBA1 007057 

C-HEMBA1 007241 

C-HEMBA1 007291 

C-HEMBA1 007332 

C-HEMBB1 000276 

C-HEMBB1000447//Homo sapiens JWA protein mRNA, complete cds.//0//2059bp//99%//AF070523 
C-HEMBB1 000642 

C-HEMBB1000668//Homo sapiens mRNA for KIAA0893 protein, complete cds.//0//2375bp//99%//AB020700 
C-HEMBB1 000679//C.familiaris mRNA for TRAM -protein 7/4.1 0E-21 0//1 1 49bp//80%//X63678 
C-HEMBB1 000881//Danio rerio mRNA for MINDIN2, complete cds.//1 .70E-67//948bp//66%//AB006085 
C-HEMBB1 000905//TRANSCRIPTIONAL REPRESSOR RCO-1 7/1 .00E-11//311aa//27%//P78706 
C-HEMBB1 001 026//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHE- 
ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPO- 
NENT) 7/5. 30E-1 1//1 42aa//30%//P32802 

C-HEMBB1001048//Human Hpast (HPAST) mRNA, complete cds.//6.50E-39//448bp//75%//AC000159 
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C-HEMBB1 001200 
C-HEMBB1 001407 

C-HEMBB1001530//SLS1 PROTEIN PRECURSOR.//9.80E-10//273aa//27%//Q99158 
C-HEMBB1001573 

C-nnnnnnnnnnnn//Homo sapiens orphan G protein-coupled receptor (GPR34) gene, complete cds //1 50E-251// 
1 1 46bp//99%//AF1 1 8670 

C-HEMBB1001847//NEUROGENIC PROTEIN BIG BRAIN.//4.70E-06//258aa//24%//P23645 
C-HEMBB1001978 

C-HEMBB1002162//Homo sapiens genethonin 1 mRNA, complete cdsj78.30E-67//328bp//99%//AP062354 
C-HEMBB1 002228 

C-HEMBB1 002245//PROSTAGLANDIN F2-ALPHA RECEPTOR REGULATORY PROTEIN PRECURSOR 
(PROSTAGLANDIN F2-ALPHA RECEPTOR ASSOCIATED PROTEIN).//0//879aa//89%//Q62786 
C-HEMBB 1 002427//FUCOSYLGLYCOPROTEIN ALPHA-N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 
2.4.1 .40) (HISTO-BLOOD GROUP A TRANSFERASE) (A TRANSFERASE) / FUCOSYLGLYCOPROTEIN 3-AL- 
PHA-GALACTOSYLTRANSFERASE (EC 2.4.1.37) (HISTO-BLOOD GROUP B TRANSFERASE) (B TRANS- 
FERASE) (NAGAT).//1 .80E-70//221 aa//50%//P1 6442 

C-HEMBB1002465//ACYL-COA DEHYDROGENASE (EC 1 .3.99.-).//2.30E-53//249aa//48%//P45857 

C-HEMBB1 002663 

C-HEMBB1 002693 

C-MAMMA1 000046 

C-MAMMA1000118 

C-nnnnnnnnnnnn//Homo sapiens SNC73 protein (SNC73) mRNA, complete cds.//1.50E-312//1594bp//93%// 
AF067420 r 
C-MAMMA1 000449 

C-MAMMA1000457//Human NADH-cytochrome b5 reductase mRNA, 3' endV/9.50E-79//829bp//71%//M16462 
C-MAMMA1 000591 //POLYPEPTIDE N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2 4 1 41) (PROTEIN- 
UDP ACETYLGALACTOSAMINYLTRANSFERASE) (UDP-GALNAC:POLYPEPTIDE N- ACETYLGALACTOS- 
AM INYLTRANSFERASE) (GALNAC-T1).//1.20E-115//515aa//49%//Q07537 ' ' 

C-MAMMA1000681//PROBABLEG PROTEIN-COUPLED RECEPTOR EDG-1 .//9.40E-82//31 1 aa//52%//O08530 
C-MAMMA1001043//MRC OX-45 SURFACE ANTIGEN PRECURSOR (BCM1 SURFACE ANTIGENUBLAST-1 ) 
(CD48).//2.90E-12//239aa//28%//P10252 
C-MAMMA1001893 
C-NT2RM2000241 

C-NT2RM2000306//PUTATIVE GTP-BINDING PROTEIN W08E3.3.//4.50E-130//362aa//68%//P9191 7 
C-NT2RM2000410 

C-NT2RM2000423//BETA-GALACTOSIDASE PRECURSOR (EC 3.2.1 .23) (LACTASE).//1 .80E-38//308aa//35%// 
P48982 

C-NT2RM2000497//CHL1 PROTEIN.//9.90E-24//296aa//29%//P2251 6 

C-NT2RM2000514//Homo sapiens mRNA for KIAA0875 protein, partial cds.//0//2381bp//99%//AB020682 
C-NT2RM2000622 

C-NT2RM2001126//Homo sapiens mRNA for multi PDZ domain protein.//0//1600bp//99%//AJ0001319 
C-NT2RM2001902//Homo sapiens mRNA for PAK4 protein.//5.40E-216//988bp//99%//AJ011 855 
C-NT2RM2001939//Humah G protein-coupled receptor GPR-NG A gene, complete cds.//0//1559bp//98%//U 553 12 
C-NT2RM2001941//MUSCARINIC ACETYLCHOLINE RECEPTOR M1 7/7.40 E-38//l93aa//34%//P08482 
C-NT2RM4000198 

C-NT2RM4000284//Human IgG Fc receptor hFcRn mRNA, complete cds.//1 .30 E-257//603bp//96%//U 12255 
C-NT2RM4000295 

C-NT2RM4000326//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//9.00E-1 00//434aa//43%// 
P5 1 523 

C-NT2RM4000444//ANTIGEN PEPTIDE TRANSPORTER 1 (APT1).//1 .70E-112//493aa//44%//P36370 
C-NT2RM4000587 

C-NT2RM4000648//K-GLYPICAN PRECURSOR7/4.00E-1 93//531 aa//66%//P51 655 

C-NT2RM4000997//MONO- AND DIACYLGLYCEROL LIPASE PRECURSOR (EC 3 1 1 -) (MDGL) //1 80E-10// 
189aa//30%//P25234 M } ' 

C-NT2RM4001321 

C-NT2RM4001325//CHONDROITIN 6-SULFOTRANSFERASE (EC 2.8.2.17) (C6ST).//2.90E-48//343aa//34%// 
Q921 79 

C-NT2RM4001735 
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C-NT2RM4002352//Homo sapiens hl_Rp105 mRNA for LDL receptor related protein 105, complete cds7/0// 
21 84bp//99%//AB009462 
C-NT2RP1 000002 
C-NT2RP1 000050 

C-NT2RP1000181//Homo sapiens delta-6 fatty acid desaturase mRNA, complete cds.//3.30E-121//1394bp//69%// 
AF1 26799 

C-NT2RP1000261//ORM1 PROTEIN 7/2.40E-1 7//1 37aa//35%//P53224 

C-NT2RP1000300//Human transporter protein (g17) mRNA, complete cds.//3.80E-26//758bp//62%//U49082 
C-NT2RP1000325//H.sapiens gene for phosphate camer.//0//439bp//98%//X77337 
C-NT2RP1 000448 

C-NT2RP1000551//Homo sapiens putative interferon-related protein (SM15) mRNA, partial cds.//0//1 761 bp// 
99%//U09585 

C-NT2RP1000579//Human succinate dehydrogenase flavoprotein subunit (SDH) mRNA, complete cds7/0// 
1951bp//94%//L21936 

C-NT2RP1 00061 3//CARBONIC ANHYDRASE VI (EC 4.2.1 .1) (SALIVARY) (CARBONATE DEHYDRATASE VI).// 

3.40E-52//304aa//40%//P08060 

C-NT2RP1 000903 

C-NT2RP1 000981 //CELL SURFACE A33 ANTIGEN PRECURSOR7/3.60E-14//286aa//27%//Q99795 
C-NT2RP1001004//F-SPONDIN PRECURSOR.//9.20E-43//322aa//35%//P35446 

C-NT2RP1001020//SERINE/THREONINE-PROTEIN KINASE PAK-B ETA (EC 2.7.1 .-) (BETA-PAK) (P21-ACTI- 
VATED KINASE 3) (CDC42/RAC EFFECTOR KINASE PAK-B)7/9.70E-22//227aa//31%//Q61 036 
C-NT2RP1001563//TESTIS-SPECIFIC PROTEIN TPX-1 PRECURSOR (AUTOANTIGEN 1) (25 KD ACROSOM- 
AL AUTOANTIGEN) (AA1 ) .//9.70E-1 9//201 aa//31 %//Q60477 

C-NT2RP2000394//Gallus gallus p52 pro-apototic protein mRNA, complete cdsV/1 .60E-90//956bp//70%// 

AF029071 

C-NT2RP2000479 

C-NT2RP2000514//Homo sapiens roundabout 2 (robo2) mRNA, partial cds.//3.00E-185//855bp//99%//AF040991 
C-NT2RP2000533//Homo sapiens cornichon protein mRNA, complete cds.//1 .30E-290//1324bp//99%//AF070654 
C-NT2RP2000649//Homo sapiens mRNA for Hs Ste24p, complete cds.//0//2847bp//99%//AB0 16068 
C-NT2RP2000663 

C-NT2RP2000694//Homo sapiens 5T4 oncofetal trophoblast glycoprotein gene.//0//2278bp//99%//AJ012159 
C-NT2RP2000903//Homo sapiens 5T4 oncofetal trophoblast glycoprotein gene.//0//2276bp//100%//AJ012159 
C-NT2RP2001480//Homo sapiens thrombospondin 3 (THBS3) gene, complete cds.//0//2547bp//99%//L38969 
C-NT2RP2001495//Human transporter protein (g1 7) mRNA, complete cds.//2.20E-65//641 bp//65%//U49082 
C-NT2RP2001514//PROBABLE CALCIUM-TRANSPORTING ATPASE 6 (EC 3.6.1 .38)7/1 .20E-133//429aa// 
41%//P39986 

C-NT2RP2001529//Homo sapiens mRNA for ZIP-kinase, complete cds.//0//2079bp//99%//AB007144 
C-NT2RP2001769//SERINE/THREONINE-PROTEIN KINASE ORB6 (EC 2.7.1 .-) 7/9. 10 E-47//1 85aa//44%// 
013310 

C-NT2RP2001878 

C-NT2RP2001903//CALPAIN, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CALCIUM- ACTIVATED NEU- 
TRAL PROTEINASE) (CANP) (MU/M-TYPE)7/3.80E-58//475aa//34%//P00789 
C-NT2RP2001915 

C-NT2RP2001956//ORM1 PROTEIN 7/3.90E-1 9//1 37aa//37%//P53224 
C-NT2RP2002063//GNS1 PROTEIN7/3.60E-18//231aa//33%//P25358 

C-NT2RP2002188//Rattus norvegicus neuroligin 3 mRNA, complete cds.//2.50E-226//1284bp//89%//U41663 
C-NT2 R P2002232//H Y POTH ETIC AL 85.7 KD PROTEIN C13G6.03 IN CHROMOSOME 17/1 .90E-93//420aa// 
43%//Q09782 

C-NT2RP2002304//Human mRNA forKIAA0383 gene, partial cds.//0//1640bp//99%//AB002381 

C-NT2RP2002409 

C-NT2RP2002510 

C-NT2RP2002527//CYTOCHROME B57/1 .30E-11//92aa//38%//P40312 

C-NT2RP2002533//Homo sapiens alpha 2 delta calcium channel subunit isoform I mRNA, complete cds.//0// 
2365bp//99%//AF042792 

C-NT2RP2002564//Human zinc-finger protein C2H2-150 mRNA, complete cds.//0//2237bp//99%//U38864 
C-NT2RP2002674//SOLUBLE EPOXIDE HYDROLASE (SEH) (EC 3.3.2.3) (EPOXIDE HYDRATASE) (CY- 
TOSOLIC EPOXIDE HYDROLASE) (CEH)7/5.50E-38//201aa//39%//P34913 
C-NT2RP2002721 //REGULATORY PROTEIN UHPC7/1 .60E-23//153aa//30%//P27669 
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C-NT2RP2002824//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHE- 
ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPO- 
NENT) .//3.50E-63//404aa//33%//P32802 

C-NT2RP2002942//Homo sapiens mRNA for KIAA0806 protein, complete cds.//0//2090bp//99%//AB01 8349 
C-NT2RP2002974//HOMEOBOX PROTEIN SIX5 (DM LOCUS-ASSOCIATED HOMEODOMAIN PROTEIN HO- 
MOLOG) (FRAGMENT)7/8.20E-241//555aa//84%//P701 78 
C-NT2RP2002976 

C-NT2RP2003042//PHOSPHATIDYLCHOLINE-STEROL ACYLTRANSFERASE PRECURSOR (EC 2 3 1 43) 
(LECITHIN-CHOLESTEROL ACYLTRANSFERASE) (PHOSPHOLIPID-CHOLESTEROL ACYLTRANSFERASE) 
(FRAGMENT)7/2.10E-109//385aa//52%//P53760 

C-NT2RP2003179//PUTATIVE SERINE/THREONINE-PROTEIN KINASE EMK (EC 2.7.1 A 112 60E-67//256aa// 
49%//Q05512 . 

C-NT2RP200321 0//Homo sapiens fatty acid transport protein (FATP) mRNA, complete cds.//9.80E-272//1265bo// 
98%//AF055899 

C-NT2RP2003369//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1).//5.90E-20//204aa// 
34%//Q15404 

C-NT2RP2003383//Homo sapiens mRNA for KIAA0458 protein, complete cds.//0//2565bp//99%//AB007927 
C-NT2RP2003469//GALACTOSE-PROTON SYMPORT (GALACTOSE TRANSPORTER) //1 10E-45//324aa// 
29%//P37021 

C-NT2RP2003545//Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds.//5.40E-48//578bp//71%// 

AF024636 

C-NT2RP2003593 

C-NT2RP2003599 

C-NT2RP2003655//HYPOTHETICAL26.3 KD PROTEIN IN OYE2-GND1 INTERGENIC//4.80E-15//93aa//47%// 
P38869 

C-NT2RP2003931 
C-NT2RP2004141 
C-NT2RP2004179 

C-NT2RP2004205//BUTYROPHILIN PRECURSOR (BT).//1 .60E-21//276aa//32%//Q62556 
C-NT2RP2004447 

C-NT2RP2004495//Human transporter protein (g17) mRNA, complete cds.//9.80E-64//642bp//64%//U49082 

C-NT2RP2004524 

C-NT2RP2004556 

C-NT2RP2004606//Human fibroblast collagenase inhibitor mRNA, complete cds.//2.10E-166//768bo//99%// 
M12670 , 

C-NT2RP2004648//Mouse beta-galactosidase (BGAL) gene, complete cdsV/1.20E-33//1136bp//59%//M57734 
C-NT2RP2004670//Rattus norvegicus vesicla-associate calmodulin-binding protein mRNA, complete cdsy/0// 
1250bp//86%//L22557 

C-NT2 R P2004794//H Y POTH ETICAL 24.5 KD PROTEIN IN SAP185-BCK1 INTERGENIC REGION //2 70E-09// 

203aa//26%//P40857 

C-NT2RP2004837 

C-NT2RP2004847//ZINC FINGER PROTEIN 135.//8.00E-35//193aa//40%//P52742 

C-nnnnnnnnnnnn//Homo sapiens SCG10-like-protein (SCLIP) mRNA, complete cds.//2. 90 E-170//813bo//98%// 

AF069709 

C-NT2RP2005027 

C-NT2RP2005163 

C-NT2RP2005181//Mus musculus cationic amino acid transporter (CAT3) mRNA, complete cds //5 30E-315// 
2126bp//81%//U70859^ 

C-NT2RP2005247//ZINC-FINGER PROTEIN RFP (RET FINGER PROTEIN).//5.00E-53//296aa//37%//O62158 
C-NT2RP2005425//Homo sapiens mRNA for AKAP450 protein .//0//4341bp//99%//AJ 131 693 
C-NT2RP2005463//PROTEIN PTM1 PRECURSOR.//7.40E-15//284aa//28%//P32857 
C-NT2RP2005514 

C-NT2RP2005541//N-ACETYLGLUCOSAMINE-6-SULFATASE PRECURSOR (EC 3 16 14) (G6S) (GLU- 

COSAMINE-6-SULFATASE).//4.70E-24//78aa//51%//P15586 

C-NT2RP2005632 

C-NT2RP2005878//PUTATIVE STEROID DEHYDROGENASE KIK-I (EC 1 .1 .1 .-).//3.60E-55//238aa//50%// 
057314 

C-NT2RP2005883//DOPAMINE-BETA-MONOOXYGENASE PRECURSOR (EC 1.14.17.1) (DOPAMINE BETA- 
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HYDROXYLASE) (DBH).//6.70E-72//512aa//34%//P15101 
C-NT2RP2005887 

C-NT2RP2005941 //Human paired box gene (PAX6) homologue, complete cds.//1.40E-308//1396bp//99%// 
M93650 

5 C-NT2RP2005994//HYPOTHETICAL 51.5 KD PROTEIN D2024.3 IN CHROMOSOME IV.//3.50E-35//144aa// 

47%//P49191 

C-NT2RP2006042//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
DASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//9.40E-15//501aa//25%//P08640 

C-NT2RP2006269//DOLICHYL-PHOSPHATE-MANNOSE--PROTEIN MANNOSYLTRANSFERASE 2 (E,C 
10 2.4.1. 109).//2.30E-78//679aa//32%//P31382 

C-NT2RP2006512//GNS 1 PROTEIN.//2.00E-21//290aa//29%//P25358 

C-NT2RP3000059//ANKYRIN, BRAIN VARIANT 2 (ANKYR IN B) (ANKYRIN, NONERYTHROID) (FRAGMENT).// 
3.70E-1 2//1 33aa//32%//Q01 485 

C-NT2RP3000063//NEUROFILAMENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PROTEIN) (NF-H).// 

15 5.00E-29//596aa//30%//P1 9246 

C-NT2RP30001 25//RETINOBLASTOMA BINDING PROTEIN 2 (RBBP-2).//6.30E-08//70aa//41%//P29375 
C-NT2RP3000169//Homo sapiens MRS1 mRNA, complete cds.//0//1 51 9bp//97%//AF093239 
C-NT2RP30001 72//CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE TYPE I (EC 2.7.1 .123) (CAM KI- 
NASE l).//1 .30E-80//359aa//44%//Q14012 

20 C-NT2RP3000201 //Homo sapiens mRNA for Kl AA0687 protein , partial cds7/2.00E-305//1 224bp//99%//AB01 4587 

C-NT2RP3000436//PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR (EC 5.3.4.1 ).//6.20E-27// 
90aa//42%//P38660 

C-NT2RP3000460//Canis familiaris sec61 homologue mRNA, complete cds.//1. 80 E-198//643bp//89%//M 96629 
C-NT2RP3000616//FIBROMODULIN PRECURSOR (FM) (COLLAGEN-BINDING 59 KD PROTEIN).//5.20E-26// 
25 227aa//36%//Q06828 

C-NT2RP3000721 //HYPOTH ETICAL 149.7 KD PROTEIN IN IRE1-KSP1 INTERGENIC REGION.//1 .10E-22// 
171aa//36%//P38800 

C-NT2RP3000820//PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-).//1 .90E-30//269aa// 
33%//P49695 
30 C-NT2RP3000871 

C-NT2RP3000907//PROBABLE CALCIUM-TRANSPORTING ATPASE 6 (EC 3.6.1 .38).//2.20E-1 34//296aa// 
42%//P39986 

C-NT2RP3001012//Homo sapiens mRNA for KIAA0829 protein, partial cds.//0//2906bp//98%//AB020636 
C-NT2RP3001044 

35 C-NT2RP3001 061//Homo sapiens mRNA for KIAA0853 protein, partial cds.//0//3591 bp//99%//AB020660 

C-NT2RP3001170//Homo sapiens mRNA; cDNA DKFZp586K2120 (from clone DKFZp586K2120).//0//2421bp// 
99%//AL080163 

C-NT2 RP300 11 95//GALACTOSE- PROTON SYMPORT (GALACTOSE TRANS PORTER).//4.70E-48//339aa// 
29%//P37021 

40 C-NT2RP3001240//Canis familiaris sec61 homologue mRNA, complete cds.//1 .20E-301//1141bp//89%//M96629 

C-NT2RP3001322//PROBABLE CALCIUM-TRANSPORTING ATPASE 3 (EC 3.6.1 .38) (ENDOPLASMIC RETIC- 
ULUM CA2+-ATPASE).//1.70E-21//220aa//30%//P39524 
C-NT2RP300 1 388//SYN A PTOTAG M I N I V.//2.00E-1 1 8//430aa//54%//P50232 
C-nnnnnnnnnnnn//Human mRNA for KIAA0315 gene, partial cds.//0//2971bp//99%//AB002313 

45 C-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA001 7 protein, complete cds.//0//3243bp//99%//D87686 

C-NT2RP3001 560//Homo sapiens cleft lip and palate transmembrane protein 1 (CLPTM1 ) mRNA, complete cds.// 
0//2468bp//99%//AF037339 

C-NT2RP3001592//N2.N2-DIMETHYLGUANOSINE TRNA METHYLTRANSFERASE PRECURSOR (EC 
2.1 .1 .32)7/1 .30E-18//279aa//27%//P15565 
50 C-NT2RP3001738//CYTOCHROME B57/1 .30E-11//133aa//33%//P00169 

C-NT2RP3001754 
C-NT2RP3001858 

C-NT2RP30021 60//Cants familiaris forssman synthetase mRNA, complete cds7/5.00E-152//789bp//84%//U66140 
C-NT2RP30023 11 //BETA-GALA CTOS I DAS E PRECURSOR (EC 3.2.1.23) (LACTASE).//9.80E-103//547aa// 
55 43%//P48982 

C-NT2RP3002342//Human transporter protein (g1 7) mRNA, complete cds.//1 .70E-65//641 bp//65%//U49082 
C-NT2RP3002448 

C-NT2RP3002721//Porcine citrate synthase mRNA, complete cds.//9.10E-281//1454bp//93%//M21197 
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««/T^ P3002738//HOm ° SapienS enhancer of fi'amentation (HEF1) mRNA, complete cds.//2.20E-47//763bp// 
65 /o//L43821 

C-NT2RP3002790 

C-NT2RP3002836//Homo sapiens mRNA for KIAA0463 protein, partial cds.//0//1617bp//99%//AB007932 
C-NT2RP3002958/n-RANS-GOLGI NETWORK INTEGRAL MEMBRANE PROTEIN TGN38 PRECURSOR// 
8.00E-08//1 97aa//26%//P1 981 4 

C-NT2RP3003000//Homo sapiens T-type calcium channel alpha-1 subunit mRNA, complete cds.//0//3160bp// 

96%// AF05 1 946 

C-NT2RP3003076 

C-NT2RP3003354//SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 3.//5.10E-55//208aa//51%// 
035609 

C-NT2RP3003469 

C-NT2RP3003527//Homo sapiens mRNA for protein kinase Dyrkl B.//0//2483bp//99%//Y1 7999 

C-NT2 R P3003535//U D P -N -AC ETY LG LUCO S AM I N E-- P E PTI D E N-ACETYLGLUCOSAMINYLTRANSFERASE 

110 KD SUBUNIT (EC 2.4.1 .-) (O-GLCNAC TRANSFERASE P110 SUBUNIT).//8.80E-18//368aa//25%//P56558 

C-NT2RP3003559 

C-NT2RP3003614 

C-NT2RP3003729 

C-NT2RP3003849//PROTEIN KINASE C, BRAIN ISOZYME (EC 2.7.1 .-) (PKC) (DPKC53E(BR)) PKC1 //1 20E- 
13//126aa//34%//P05130 v w ' 

C-NT2RP3003874//Homo sapiens incomplete cDNA for a mutated allele of a myosin class I , myh-1 c://0//21 60b D // 

98%//AJ001381 K 

C-NT2RP3003963 

C-NT2RP3004000 

C-NT2RP3004075 

C-NT2RP3004083 

C-NT2RP3004090//GOLIATH PROTEIN (G1 PROTEIN).//9.00E-33//179aa//47%//Q06003 
C-NT2RP3004130//CELL SURFACE ANTIGEN 114/A10 PRECURSOR.//8.10E-06//71aa//42%//P19467 
C-NT2RP3004133//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 ,).//2.50E-48//198aa//37%//P43636 
C-NT2RP3004202 

C-NT2RP3004309//Homo sapiens mRNA; cDNA DKFZp586C201 (from clone DKFZp586C201) //0//2584bp// 

99%//AL0501l8 

C-NT2RP3004321 

C-NT2RP3004355 

C-NT2RP3004374 

feSa^ 37 4 K ° PR0TE ' N ' N IRR1TIM44 INTERGENIC REGION.//3.20E-15// 

C-NT2RP3004552//COMPLEMENT RECEPTOR TYPE 1 PRECURSOR (C3B/C4B RECEPTOR) (CD35 ANTI- 
GEN) 7/8. 50 E-24//263aa//33%//P1 7927 

C-NT2RP3004557//Human Ki nuclear autoantigen mRNA, complete cds.//0//2181bp//96%//U11292 
C-NT2RP3004625//Homo sapiens mRNA for KIAA0975 protein, partial cds.//0//1339bp//99%//AB023192 
C-NT2RP3004640//Bos taurus tuftelin mRNA, complete cds.//0//1204bp//88%//AF1 05228 
C-NT2RP3004647//PUTATIVE MITOCHONDRIAL CARRIER YMR166C.//2.00E-15//220aa//27%//Q03829 
C-NT2RP4000108//Human gene for neurofilament subunit NF-L.//0//1998bp//99%//AF1 76680 
C-NT2RP4000962//SPORULATION-SPECIFIC PROTEIN 1 (EC 2.7.1 .-).//2.60E-1 8//225aa//32%//P08458 
C-NT2RP4001009//Homo sapiens mRNA for farnesylated-proteins converting enzyme 1 .//0//2965bp//99%// 
Y13834 

C-NT2RP4001467//Human placental cDNA coding for 5'nucleotidase (EC 3.1 .3.5).//0//2140bp//99%//X55740 
C-OVARC1 000090 

C-OVARC1 0001 05//UBIQUITIN-CONJUGATING ENZYME E2-28.4 KD (EC 632 19) (UBIQUITIN- PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN).//4.20E-47//171aa//56%//P33296 
C-OVARC1000137 
C-OVARC1 000208 

C-OVARC1000255//H.sapiens syk mRNA for protein-tyrosine kinase.//0//1525bp//97%//Z29630 

C-OVARC1 000275//DESMOPLAKIN I AND II (DPI AND DPII) (FRAGMENT).//9.90E-16//352aa//23%//P15924 

C-OVARC1 000298 

C-OVARC1 00041 0//Homo sapiens angiopoietin Y1 mRNA, complete cds.//2.10E-63//744bp//69%//AF1 07253 
C-OVARC1 000439//HYPOTHETICAL 64.3 KD GTP-BINDING PROTEIN C02F5.3 IN CHROMOSOME III.//1 .40E- 
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33//1 43aa//53%//P34280 
C-OVARC1 000467 

C-OVARC1000529//PROBABLE SERINE/THREONINE-PROTEIN KINASE YKL101W (EC 2.7.1 .-).//1 .40E-23// 
165aa//39%//P34244 
5 C-OVARC 1000775 

C-nnnnnnnnnnnn//ZINC FINGER PROTEIN 1 577/1 .00E-35//130aa//46%//P5 1786 

C-OVARC1 000811 //PLASM I NOG EN (EC 3.4.21 .7) (FRAGMENT).//6.40E-1 3//1 1 5aa//34%//Q01 1 77 

C-OVARC1 000853 

C-OVARC 1 00091 6//H.sapiens PISSLRE mRNA.//7.30E-280//1 1 1 7bp//95%//X78342 
10 C-OVARC1000956//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN).//2.20E-09//250aa// 

28%//P17437 

C-OVARC1001030//Homo Sapiens mRNA for KIAA0886 protein, complete cds.//0//907bp//99%//AB020693 
C-OVARC1001049//TRANSCRIPTION FACTOR HES- (C-HAIRY1).//7.50E-14//96aa//36%//O57337 
C-OVARC1001086//Homo Sapiens cyclin T2a mRNA, complete cds.//0//1593bp//98%//AF048731 
15 C-OVARC10011321/GC-RICH SEQUENCE DNA-BINDING FACTOR (GCF) (TRANSCRIPTION FACTOR 9) 

(TC F-9) 7/2.30 E^4//268aa//36%//P 1 6383 

C-OVARC1 001 163//HYPOTHETICAL 49.3 KD PROTEIN C30D11.06C IN CHROMOSOME L//2.30E-20//152aa// 

30%//Q09906 

C-OVARC1001222 

20 C-OVARC 1 001 338//AUTOPHAGY SERINE/THREONINE-PROTEIN KINASE APG1 (EC 2.7.1 .-) 7/8.80 E-30// 

125aa//40%//P53104 

C-OVARC1001569//PROBABLE SERINE/THREONINE-PROTEIN KINASE YKL101W (EC 2.7.1 .-) 7/1 .50 E-22// 
164aa//39%//P34244 

C-OVARC1001596//Homo sapiens Arf-like 2 binding protein BART1 mRNA, complete cds.//0//1 766bp//99%// 
25 AF1 26062 

C-OVARC1001725 
C-OVARC1001727 

C-OVARC1001807//Human TR3 orphan receptor mRNA, complete cds.//1 .10E-243//1145bp//98%//L13740 
C-OVARC 1 001 991 //VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV3,3 (KSHIIID)7/8.30E-06//114aa/ 
30 35%//Q01956 

C-OVARC1002058//Human 18S rRNA gene, complete.//1.50E-164//921bp//91%//M10098 
C-OVARC1002178 

C-PLACE1000033/A/ON WILLEBRAND FACTOR PRECURSOR.//3.80E-17//1 90aa//28%//Q28295 
C- P LAC E1 000231 //Rattus norvegicus WAP four-disulfide core domain protein (ps20) mRNA, complete cds.// 
35 2.70E-1 01//947bp//74%//AF037272 

C-PLACE1000258//2INC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//1.70E-55//431aa// 
35%//Q05481 

C-PLACE1000442//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT) 7/1 .00E-88//213aa//67%//P1 641 5 
C-PLACE1 000560 

40 C-PLACE1000740//Mus musculus (Notch2) mRNA, complete cds 7/5. 60 E-122//893bp//81%//M 93661 

C-PLACE1000912 

C-PLACE1 00091 4//Homo sapiens PB39 mRNA, complete cds7/7.50E-88//500bp//69%//AF045584 

C-PLACE1 000927//HYPOTHETICAL 20.9 KD PROTEIN B0563.3 IN CHROMOSOME X7/6.30E-21//123aa// 

37%//Q11079 

45 C-PLACE1001016//SODIUM CHANNEL PROTEIN PARA (PARALYTIC 

PROTEI N)7/6.80E-1 2//1 33aa//28%//P35500 

C-nnnnnnnnnnnn//Homo sapiens T245 protein (T245) mRNA, complete cds7/0//1 801 bp//99%//AF043906 
C-PLACE1001100 

C-PLACE1 001 11 4//HYPOTHETICAL BHLF1 PROTEIN.//9.20E-06//389aa//31%//P03181 
50 C-PLACE1001123 
C-PLACE1001183 
C-PLACE1001229 

C-PLACE1 001 231 //Rattus norvegicus sodium-dependent multi-vitamin transporter (SMVT) mRNA, complete 
cds.//2.20E-1 37//91 8bp//80%//AF026554 
55 C-nnnnnnnnnnnn//Human pregnancy-specific beta 1 -glycoprotein 4 (PSG4) clone FL-64 mRNA, complete cds.// 

7.60E-293//1 631 bp//90%//U1 8469 

C-PLACE1001340//Homo sapiens mRNA for KIAA0719 protein, complete cds.//0//2868bp//99%//AB01 8262 
C-PLACE1 001 401 //HIGH AFFINITY IMMUNOGLOBULIN EPSILON RECEPTOR BETA-SUBUNIT (FCERI) (IGE 
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FC RECEPTOR, BETA-SUBUNIT).//3.70E-18//148aa//39%//P 13386 
C-PLACE1 001407 

C-PLACE1001464//Human placental cDNA coding for 5'nucleotidase (EC 3.1 .3.5).//0//2756bp//99%//X55740 
C-PLACE1001500//Homo sapiens RecQ5 mRNA for DNA helicase, complete cds.//2.30E-271//1230bp//99%// 
AB006533 

C-PLACE1001516//240 KD PROTEIN OF ROD PHOTORECEPTOR CNG-CHANNEL [CONTAINS: GLUTAMIC 
ACID-RICH PROTEIN (GARP); CYCLIC-NUCLEOTIDE-GATED CATION CHANNEL 4 (CNG CHANNEL 4) (CNG- 
4) (CYCLIC NUCLEOTIDE-GATED CATION CHANNEL MODULATORY SUBUNIT)].//2.30E-08//274aa//28%// 
Q28181 

C-PLACE1001536 

C-PLACE1001564//H.sapiens mRNA for HE6 Tm7 receptor.//5.10E-36//499bp//70%//X81892 
C-PLACE1 001 655//Homo sapiens Shab-related delayed- rectifier K-i- channel alpha subunit (KCNS3) mRNA com- 
plete cds.//0//1 708bp//99%//AF043472 

C-nnnnnnnnnnnn//Homo sapiens calumein (Calu) mRNA, complete cds.//0//1776bp//99%//AF0 13759 
C-PLACE1001788 

C-PLACE1 001 795//HYPOTHETICAL 30.6 KD PROTEIN IN SCP160-SMC3 INTERGENIC REGION PRECUR- 
SOR.//3.40E-20//1 59aa//40%//P47032 

C-PLACE1001836//ENV POLYPROTEIN PRECURSOR (COAT POLYPROTEIN) [CONTAINS' OUTER MEM- 
BRANE PROTEIN GP70; TRANSMEMBRANE PROTEIN P2OE].//5.00E-27//134aa//47%//P 10269 
C-PLACE1 001 91 8//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHE- 
ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPO- 
NENT) J/2 .30 E-53//339aa//33%//P32802 

C-PLACE1 001 949//PROBABLE CALCIUM-TRANSPORTING ATPASE 9 (EC 3.6.1 .38)7/3. 00E-75//31 5aa//44%// 
Q 12697 

C-PLACE1002080//Homo sapiens antigen NY-CO-9 (NY-CO-9) mRNA, partial cds.//0//1588bp//99%//AF039691 
C-PLACE1 002095 

C-PLACE1002153//Homo sapiens TACC2 protein (TACC2) mRNA, partial cds.//0//1202bp//99%//AF095791 
C-PLACE1 002329//EPIDERMAL GROWTH FACTOR RECEPTOR KINASE SUBSTRATE EPS8 //6 50E-1 05// 
21 3aa//45%//Q08509 

C-PLACE1002355//COMPLEMENTC4PRECURSOR[CONTAINS: C4A ANAPHYLATOXIN1.//4 20E-12//131 aa// 
40%//P01029 

C-PLACE1002374//Human mRNA for pro-cathepsin L (major excreted protein MEPV//1 .30E-313//1363bp//97%// 
X12451 

C-PLACE1002518 

. C-PLACE1002547//Homo sapiens mRNA for KIAA0719 protein, complete cds.//0//2985bp//99%//AB0 18262 
C-PLACE1002726//Oryctolagus cuniculus mRNA for epithelial calcium channel (ECaC).//2 80E-202//926bo// 
82%//AJ133128 

C-PLACE1002905//ENDOZEPINE-RELATED PROTEIN PRECURSOR (MEMBRANE-ASSOCIATED DIAZEPAM 
BINDING INHIBITOR) (MA-DBI).//2.40E-37//188aa//40%//P07106 

C-PLACE1 00291 1//POLIOVIRUS RECEPTOR HOMOLOG PRECURSOR.//4.50E-39//345aa//32%//P32507 
C-PLACE1002967//HIGH AFFINITY IMMUNOGLOBULIN EPSILON RECEPTOR BETA-SUBUNIT (FCERI) (IGE 
FC RECEPTOR, BETA-SUBUNIT).//4.60E-08//156aa//30%//Q01362 

C- PLAC E 1 0031 35//SPO RU LATION-SP EC I Fl C PROTEIN 1 (EC 2.7.1. -) 7/1. 30E-47//21 0aa//49%//P08458 
C-PLACE1003163//Homo sapiens DBI-related protein mRNA, complete cds.//1 00E-294//1344bD//99%// 
AF069301 K 

C-PLACE1003428//Homo sapiens mRNA for VNN1 protein.//1 .80E-142//676bp//72%//AJ132099 
C-PLACE1 003438 
C-PLACE1 003460 

C-PLACE1 003529//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2 7 7 6) (RPB1) ( FRAG- 
MENT) .//1 .30E-09//281 aa//22%//P1 1 41 4 

C-PLACE1003573//T-CELL SURFACE GLYCOPROTEIN YE1/48 (T LYMPHOCYTE ANTIGEN A1) (LY49-A AN- 
TIGEN).//3.70E-16//226aa//26%//P20937 

C-PLACE1 003598//TRP-ASP REPEATS CONTAINING PROTEIN RBA-1.//1 .80E-07//161aa//27%//P90917 
C-PLACE1 003644 

C-PLACE1003737//TOLL PROTEIN PRECURSOR.//5.40E-07//203aa//27%//P08953 

C-PLACE1 003772//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN)// 
2.40E-12//124aa//38%//P 13983 

C-PLACE1 003839//Homo sapiens putative G protein-coupled receptor (RAIG1 ) mRNA, complete cds.//8.1 0E-1 8// 
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771 bp//58%//AF095448 

C- PLACE 1 003845//PUTATIVE UDP-GLUCOSE 4-EPIMERASE (EC 5.1.3.2) (GALACTOWALDENASE) (UDP- 
GALACTOSE4-EPIMERASE).//3.40E-37//302aa//30%//Q57664 

C-PLACE1003852//Homo sapiens mRNA for KIAA0758 protein, partial cds.//0//1667bp//99%//AB0 18301 
C-PLACE1 004028 

C-PLACE10Q4166//CREB-BINDING PROTEIN.//1 .80E-12//147aa//35%//P45481 

C-PLACE1004168//Homo sapiens mRNA for KIAA1007 protein, partial cds.//0//2637bp//99%//AB023224 
C-PLACE1004199 

C- PLACE 1 004279//H YPOTH ETIC AL 59.1 KD PROTEIN 2K637.1 IN CHROMOSOME lll.//1.40E-08//166aa// 
30%//P30638 

C-PLACE1004282//MONO- AND DIACYLGLYCEROL LIPASE PRECURSOR (EC 3.1.1.-) (MDGL).//2.10E-11// 
189aa//30%//P25234 

C-PLACE1 004305//RAS-RELATED PROTEIN RAC1 7/9.60E-29//1 97aa//41 %//P40792 

C-PLACE1 004441 //Human G protein-coupled receptor (GPR1) gene, complete cds.//0//1880bp//98%//AC007383 
C- P LAC E 1 004450//AM I N O P E PT I DAS E N (EC 3.4.11.2) (MICROSOMAL AMINOPEPTIDASE) (LEUKEMIA AN- 
TIGEN CD1 3)7/1 .30E-91 //562aa//35%//P1 5541 

C-PLACE 1 004482//Rattus norvegicus hematopoietic lineage switch 2 related protein (Hls2-rp) mRNA, complete 

cds.//1 .90E-246//1 643bp//83%//AF097723 

C-PLACE1004519 

C-PLACE1004520//Human pregnancy-specific beta-glycoprotein d mRNA, complete cds.//9.10E-279//882bp// 
88%//M20881 
C-PLACE1 004630 
C-PLACE1 004637 

C- PLAC E 1 004648//G LU CO AM YLAS E S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA- GLUCOSI- 
DASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//1.40E-18//395aa//25%//P08640 
C-nnnnnnnnnnnn//Homo sapiens tyrosylprotein sulfotransferase-2 mRNA, complete cds.//0//1825bp//99%// 
AF049891 

C-PLACE1 00481 6//Homo sapiens mRNA for Hakata antigen, complete cds.//1 .00E-166//856bp//94%//D88587 

C-PLACE1004887//GOLIATH PROTEIN (G1 PROTEIN).//4.80E-33//179aa//47%//Q06003 

C-PLACE1 005003//PROSTASIN PRECURSOR (EC 3.4.21 .-) 7/2.20 E-52//269aa//41%//Q1 6651 

C-PLACE1 005005//Homo sapiens ubiquitin conjugating enzyme G2 (UBE2G2) m RNA, complete cds7/4.1 0 E-26 1 // 

1 209bp//98%//AF032456 

C-PLACE1 005031 //CHLORINE CHANNEL PROTEIN P64.//8.00E-92//205aa//87%//P35526 
C-PLACE1005239//Homo sapiens mRNA for HIRIP3 protein (clone pH4-31 , pH4-1 7)7/1 .80E-235//1010bp//84%// 
AJ223351 

C-PLACE1005250//Homo sapiens D-type cyclin-interacting protein 1 (DIP1) mRNA, complete cds.//0//1 046bp// 
96%//AF082569 

C-PLACE1005383//Homo sapiens UP50 mRNA, complete cds.//0//2019bp//99%//AF093118 
C-PLACE1 00541 0//Canis familiaris sec61 homologue mRNA, complete cds 7/2 .40 E-204//673bp//89%//M 96629 
C- PLACE 1005426//Human pregnancy-specific beta 1 -glycoprotein 4 (PSG4) clone FL-64 mRNA, complete cds.// 
0//1 629bp//95%//U1 8469 

C-PLACE1 00551 9//Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds.//4.60E-1 08//1 070bp//73%// 
AF024636 

C-PLACE1005544//Mus musculus junctional adhesion molecule (Jam) mRNA, complete cds 7/2. 00 E- 159// 
1237bp//76%//U89915 

C-PLACE1005660//H YPOTH ETICAL 64.3 KD GTP-BINDING PROTEIN C02F5.3 IN CHROMOSOME III.//1.90E- 
33//1 43aa//53%//P34280 
C-PLACE 1005669' 

C-PLACE1005682//B-CELL LYMPHOMA 3-ENCODED PROTEIN (BCL-3 PROTEIN).//4.90E-09//183aa//33%// 
P20749 

C-PLACE1 005725//HYPOTHETICAL 55.1 KD PROTEIN B0416.5 IN CHROMOSOME X.//7.60E-17//295aa// 
27%//Q11073 

C- PLAC E1005736//Human mRNA for BAS-GRIP protein. //0//2378bp//99%//E 16311 
C-PLACE1 005768 

C-PLACE1005878//Bovinechlorinechannel protein (p64) mRNA, complete cds.//5.90E-137//889bp//85%//L1 6547 
C-PLACE1 006093 

C-PLACE1006208//Homo sapiens nGAP mRNA, complete cds.//3.30E-151//694bp//100%//AP047711 

C- PLACE 1 00621 9//PUTATIVE UDP-GLUCOSE 4-EPIMERASE (EC 5.1.3.2) (GALACTOWALDENASE) (UDP- 
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GALACTOSE 4-EPIMERASE).//3.50E-37//302aa//30%//Q57664 
C-PLACE1006277//Homo sapiens mRNAfor Z39lg protein. //0//1768bp//99%//AJ 132502 
C-PLACE1006290//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-)7/8.50E-75//301aa//39%//P43636 
C-PLACE1006443//Homo sapiens PB39 mRNA, complete cds 7/4.30 E-98//553bp//70%//AF045584 

5 C-PLACE1 00651 5//Homo sapiens mRNAfor KIAA0576 protein, partial cds.//0//2846bp//99%//AB011148 

C-PLACE1 00671 6//30 KD ADIPOCYTE COMPLEMENT- RELATED PROTEIN PRECURSOR (ACRP30) (ADI- 
POCYTE SPECIFIC PROTEIN ADIPOQ)7/4.60E-25//181aa//35%//Q60994 
C-PLACE1006809//SLS1 PROTEIN PRECURSOR.//9.10E-10//273aa//27%//P08124 
C-PLACE1 006959 

10 C-PLACE1 007028 

C-PLACE1 007040 

C-PLACE1 007096//PUTATIVE SUGAR TRANSPORT PROTEIN GETA.//2.70E-1 7//1 74aa//27%//034368 
C-nnnnnnnnnnnn//Homo sapiens mRNA for putative glucosyltransferase, partial cds7/0//1 373bp//99%//AJ224875 
C-PLACE1 007296//Human mRNA for a presumptive KDEL receptor7/1 .1 0E-1 85//1 038bp//91 %//X55885 

'5 C-PLACE1 007591 

C-PLACE1007626//Homo sapiens unknown mRNA, complete cds7/3.00E-246//1122bp//99%//AF047439 
C-PLACE1007702//Mus musculus TRA1 mRNA, complete cds7/7.50E-41//662bp//64%//D78335 
C-PLACE1007845//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-) 7/4.80 E-14//158aa//40%//P43636 
C-PLACE1 007881 //HYPOTHETICAL 69.4 KD PROTEIN F13H10.3 IN CHROMOSOME IV7/3.10E-99//504aa// 

20 42%//Q19425 

C-PLACE1008297//MYOSIN HEAVY CHAIN KINASE B (EC 2.7.1.129) (MHCK B).//1 .30E-14//187aa//33%// 
P90648 

C-nnnnnnnnnnnn//Homo sapiens mRNAfor putative glucosyltransferase, partial cds.//0//1 61 6bp//99%//AJ224875 
C-PLACE1 008469 

25 C-PLACE1008549//Homo sapiens Ets transcription factor ESE-2b mRNA, complete cds.//0//2274bp//99%// 

AF1 15403 

C-PLACE1008657//Bovine mRNA for adseverin, complete cds.//7.80E-227//1246bp//90%//D26549 
C-PLACE1 00871 6//Human beta-1 ,2- N -acetyl g I ucosaminyltransf erase II (MGAT2) gene, complete cds.//0// 
1888bp//99%//U15128 
30 C-PLACE1 008984 

C-PLACE1008985//Mus musculus synaptotagmin VIII mRNA, partial cds.//3.80E-140//650bp//81%//U20107 

C-PLACE1 009067 

C-PLACE1009196 

C-PLACE1009279//cDNA encoding novel physiologically active protein which have serine protease activity.// 
35 6.60E-86//1414bp//64%//E12965 

C-PLACE1 009527//Oryctolagus cuniculus mRNA for epithelial calcium channel (ECaC).//1 .20E-87//585bp//83%// 

AJ133128 

C-PLACE1 009546 

C-PLACE1009600//Mouse mRNA for tetracycline transporter-like protein, complete cds.//1 .10E-264//924bp// 
40 88%//D88315 

C-PLACE1 009735 

C-PLACE1 009982//SALIVARY GLUE PROTEIN SGS-3 PRECURSOR7/5.20E-08//166aa//28%//P02840 
C-PLACE1 01 0078//ORM1 PROTEIN7/3.70E-1 9//1 37aa//37%//P53224 

C-PLACE1 01 0081 //Homo sapiens serine/threonine kinase RICK (RICK) mRNA, complete cds.//0//2033bp//99%// 
45 AF027706 

C-PLACE1 01 0251 //FIBRILLIN 2 PRECURSOR7/1 .70E-31 //201 aa//35%//Q61 555 

C-PLACE1 01 0784//Homo sapiens orphan G protein-coupled receptor (GPR34) gene, complete cds.//2.30E-252// 
1 1 46bp//99%//AF008670 

C-PLACE1010827//COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR (FRAGMENT)7/1 .90E- 

50 19//163aa//34%//P49020 

C-PLACE1 01 0968//PROTEIN-TYROSINE PHOSPHATASE DLAR PRECURSOR (EC 3.1.3.48) (PROTEIN- TY- 
ROSINE-PHOSPHATE PHOSPHOHYDROLASE)7/3.40E-30//690aa//26%//P16621 
C-PLACE1011045//Homo sapiens E1-like protein mRNA, complete cds.//0//2376bp//99%//AF094516 
C-PLACE1 01111 6//GLUCO AMYLASE S1/S2 PRECURSOR (EC 3.2.1 .3) (GLUCAN 1 ,4-ALPHA- GLUCOSIDASE) 

55 (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE)7/3.30E-09//234aa//27%//P08640 

C-PLACE1011236//Mus musculus mRNA for RST, complete cds.//1 .70E-90//1398bp//65%//AB005451 

C-PLACE1011407//ZINC FINGER PROTEIN 184 (FRAGMENT) 7/1 .80E-133//342aa//59%//Q99676 

C-PLACE1 011 51 6//HYPOTHETICAL 21.5 KD PROTEIN IN SEC15-SAP4 INTERGENIC REGION.//1 .30E-13// 
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139aa//34%//P53073 

C-PLACE1 01 1 708//Homo sapiens intrinsic factor-B1 2 receptor precursor, mRNA, complete cds.//0//1 840bp//98%// 
AF034611 

C-PLACE1011824//Human Ste20-like kinase (MST2) mRNA, complete cds.//6.40E-202//561bp//92%//U26424 
C-PLACE1011978//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//1 .10E-194//547aa// 
57%//Q05481 

C-PLACE20001 1 8//WISKOTT-ALDRICH SYNDROME PROTEIN HOMOLOG (WASP).//3.20E-27//205aa//43%// 
P70315 

C-PLACE2000219 
C-SKNMC1 000004 

C-THYRO1000036//Homo sapiens collagen alpha 3 type IX (COL9A3) mRNA, complete cds.//1.20E-258// 
1376bp//93%//L41162 
C-JHYROI 000061 
C-THYROI 000099 

C-THYRO1000196//Homo sapiens Ksp-cadherin (CDH16) mRNA, complete cds7/0//1632bp//91%//AF016272 
C-THYRO1000400//Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 25795 .//0//1 893bp//99%// 
AL1 09665 

C-THYRO1000580//ZINC FINGER PROTEIN 184 (FRAGMENT).//9.90E-114//279aa//59%//Q99676 
C-THYRO1000584//Homo sapiens mRNA for KIAA0935 protein, partial cds.//0//1338bp//99%//AB023152 
C-TH YROI 000678//Homo sapiens Cx30 gene.//0//1 741 bp//97%//AJ 005585 

C-THYRO1000795//C.elegans mRNA for Oxoglutarate/malate carrier protein.//8.80E-42//821bp//63%//X76114 
C-TH YROI 000846 

C-THYRO1000866//SHK1 KINASE-BINDING PROTEIN 1 .//4.40E-91//449aa//44%//P78963 
C-THYRO1000956//Human G protein-coupled receptor APJ gene, complete cds.//0//1583bp//99%//U 03642 
C-TH YR01 000999 
C-THYRO1001063 

C-TH YR01 061 07-V/GAMMA-ADAPTIN (GOLGI ADAPTOR HA1/AP1 ADAPTIN GAMMA SUBUNIT) (CLATHRIN 
ASSEMBLY PROTEIN COMPLEX 1 GAMMA LARGE CHAIN).//8,20E-14//157aa//33%//P22892 
C-THYRO1001102 

C-TH YR01 001 113//Homo sapiens mRNA; cDNA DKFZp564E1 616 (from clone DKFZp564E161 6).//0//1361bp// 

99%//AL096713 

C-TH YR01 001 128 

C-THYRO1001205 

C-TH YR01 001 237//PHYTOENE DEHYDROGENASE (EC 1.3.-.-) (PHYTOENE DESATURASE) (ALBINO-1 
PROTEI N).//3. 1 0E-1 3//346aa//22%//P21 334 

C-TH YR01 001 266//Human sodium iodide symporter mRNA, complete cds.//7.20E-81//1466bp//62%//U66088 
C-THYRO1001327 

C-TH YR0 1 00 1 456//H Y POTH ETICAL 56.2 KD PROTEIN CY31 .25C.//9 .40 E-32//355aa//31%//Q 10555 
C-TH YROI 001 457//H.sapiens mRNA for protein kinase C mu7/2.30E-218//1183bp//73%//X75756 
C-THYRO1001471 

C-THYRO1001478//CYTOCHROME B-245 HEAVY CHAIN (P22 PHAGOCYTE B-CYTOCHROME) (NEU- 
TROPHIL CYTOCHROME B, 91 KD POLYPEPTIDE) (CGD91-PHOX) (GP91-PHOX) (CYTOCHROME B(558) 
BETA CHAIN) (SUPEROXIDE-GENERATING NADPH OXIDASE HEAVY CHAIN SUBUNIT).//8.90E-50//296aa// 
35%//P04839 
C-THYRO1001495 

C-TH YR01 001 523//Homo sapiens mRNA for TM7XN1 protein.//0//3663bp//99%//AJ011001 
C-THYRO1001529//SERINE PALMITOYLTRANSFERASE 2 (EC 2.3.1 .50) (LONG CHAIN BASE BIOSYNTHESIS 
PROTEIN 2) (SPT 2).//5.50E-25//115aa//53%//Q09925 

C-THYRO1001700//SERINE/THREONINE PROTEIN KINASE RIP (EC 2.7.1.-) (CELL DEATH PROTEIN RIP) 
(RECEPTOR INTERACTING PROTEI N).//9. 70 E-33//268aa//37%//Q6 0855 

C-THYRO1001702//Mus musculus mRNA for myeloid associated differentiation protein. //1 .50 E-128//1204bp// 
73%//AJ001616 
C-THYRO1001725 
C-THYRO1001803 
C-Y79AA1000127 
C-Y79AA1 000207 
" C-Y79AA1 000226 

C-Y79AA1000270//Bos taurus vacuolar H+ ATPase subunit Ac45 mRNA, complete cds.//1.00E-271//1490bp// 
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83%//U 10039 

C-Y79AA1 000426//Mus musculus activin beta E subunit mRNA, complete cds7/7.70E-200//1 533bp//78%//U 96386 
C-Y79AA1 000521 
C-Y79AA1 000776 

C-Y79AA1 000777//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/8.1 0E-48//283aa//38%//Q00808 
C-nnnnnnnnnnnn//Homo sapiens Intersectin long form mRNA, complete cds.//0//1 51 9bp//99%//AF0 64244 
C-Y79AA1000876//PROTEIN DISULFIDE ISOMERASE-RELATED PROTEIN PRECURSOR (ERP72)//1 60E- 
44//21 0aa//38%//P1 3667 

C-Y79AA1000959//Homo sapiens Hsp70 binding protein HspBPI mRNA, complete cds.//4 80E-283//1405bo// 
95%//AF093420 H 

C-Y79AA1000967//CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE TYPE I (EC 2 7 1 123) (CAM KI- 
NASE 1)7/1 .00E-77//359aa//44%//Q14012 
C-Y79AA1001013 
C-Y79AA1001056 

C-Y79AA1001062//TUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHELIAL (B12 PRO- 
TEIN) 7/8.90E-1 2//1 32aa//38%//Q1 3829 

C-Y79AA1001090//NUCLEAR FACTOR NF-KAPPA-B P1 05 SUBUNIT (DNA-BINDING FACTOR KBF1) (EBP- 1) 
(NF-KAPPA-B1 P84/NF-KAPPA-B1 P98) [CONTAINS: NUCLEAR FACTOR NF- KAPPA-B P50 SUBUNIT] (FRAG- 
MENT) 7/4.50E-09//1 44aa//31 %//Q63369 

C-Y79AA1001264//HYPOTHETICAL39.9 KD PROTEIN T15H9.1 IN CHROMOSOME II PRECURSORS 10E- 

106//351aa//58%//Q10005 

C-Y79AA1001272 

C-Y79AA1001328//Mus musculus mRNA for DII3 protein, complete cds7/1 .90E-263//1988bp//79%//AB0 13440 
C-Y79AA1001430//Homo sapiens mRNA for KIAA0469 protein, complete cds7/0//2943bp//99%//AB007938 
C-Y79AA1002022//POLIOVIRUS RECEPTOR HOMOLOG PECURSOR7/2.20E-06//140aa//26%//P32507 
C-BNGH41000020//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 2 (EC 1 .6.5.3)7/9.80E-159//347aa//90%// 
P03891 

C-BNGH41000091//POTASSIUM CHANNEL PROTEIN EAG7/1 .20E-249//625aa//65%//Q02280 
C-HEMBA1000462//Human potential transcriptional repressor NOT4Hp (NOT4H) mRNA, complete cds//0// 
935bp//99%//U71267 F ^./,u// 

C-HEMBA1 000477//HYPOTHETICAL 64.8 KD PROTEIN IN GDI1-COX15 INTERGENIC REGION //1 40E-38// 
344aa//34%//P40085 

C-HEMBA1000671//ZINC FINGER PROTEIN 184 (FRAGMENT)7/3.90E-104//388aa//46%//Q99676 
C-HEMBA1000732//Homo sapiens mRNA for latent transforming growth factor-beta binding protein-4 //0// 
2153bp//94%//Y13622 y K 

C-HEMBA1 000835 
C-HEMBA1 000875 

^|^2 >1184/ySH3BGR PR0TEIN (21-GLUTAMIC ACID-RICH PROTEIN) (21-GARP).//2.50E-32//100aa// 

C-HEMBA1001272//Homo sapiens mRNA for KIAA1171 protein, partial cds7/0//1490bp//99%//AB032997 
C-HEMBA1 001296 

C-HEMBA1 002048//ODD-SKIPPED PROTEIN7/1 .60E-55//122aa//75%//P23803 
C-HEMBA1 002985 

C-HEMBA1003120//ZINC FINGER PROTEIN 184 (FRAGMENT)7/1 .00E-1 93//547aa//54%//Q99676 
C-HEMBA1003497//ZINC FINGER PROTEIN 151 (POLYOMAVIRUS LATE INITIATOR PROMOTER BINDING 
PROTEIN) (LP-1) (ZINC FINGER PROTEIN Z1 3) 7/4.00 E-28//358aa//29%//Q60821 
C-HEMBA1 004007 
C-HEMBA1 004085 

C-HEMBA1004785//MODIFIER 3 PROTEIN (M33)7/1 .40E-27//221aa//33%//P30658 
C-HEMBA1 004952 
C-HEMBA1 004971 

C-HEMBA1005230//ZINC FINGER PROTEIN 1407/2.00E-17//83aa//66%//P52738 
C-HEMBA1 005246 

C-HEMBA1005267//ANKYRIN, BRAIN VARIANT 1 (ANKYRIN B) (ANKYRIN, NONERYTHROID) //8 40E-14// 
187aa//33%//Q01484 

C-HEMBA1006276//ZINC FINGER PROTEIN 90 (ZFP-90) (ZINC FINGER PROTEIN NK1 0)7/1 70E-06//56aa// 
57%//Q61967 

C-HEMBA1 006357//SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 27/3.70E-39//136aa//52%// 
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015127 

C-HEMBA1006517 
C-HEMBA1 006544 

C-HEMBA1006749//Homo sapiens mRNA for matrilin-4, part ial.//1. 40 E-275//1 942bp//83%//AJ 007581 
C-HEMBA1006770//FLOWERING TIME CONTROL PROTEIN FCA.//1.20E-33//352aa//34%//O04425 
C-HEMBA1006912 
C-HEMBA1 007063 

C-HEMBB1 0001 06//CELLULAR NUCLEIC ACID BINDING PROTEIN (CNBP)7/1 .60E-10//139aa//30%//P53996 
C-HEMBB1 000407 

C-HEMBB1000542//Mus musculus bromodomain-containing protein BP75 mRNA, complete cds.//2.60E-232// 
1 452bp//85%//AF084259 

C-HEMBB1001547//Homo sapiens CGI-02 protein mRNA, complete cds.//0//23 11 bp//99%//AF1 32937 
C-HEMBB1 001 959//CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN 
B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN SUBUNIT B) 7/7.30 E-14//97aa//38%//P2521 0 
C-HEMBB1 002039 

C-HEMBB1002041//Homo sapiens transmembrane protein TENB2 (TENB2) mRNA, complete cds.//0//1746bp// 
99%//AF1 79274 

C-HEMBB1 002051 //Homo sapiens Ets transcription factor ESE-2b mRNA, complete cds.//1 .30E-95//454bp//99%// 
AF1 15403 

C-HEMBB1002120//UDP-N-ACETYLGLUCOSAMINE-PEPTIDE N-ACETYLGLUCOSAMINYLTRANSFERASE 
110 KD SUBUNIT (EC 2.4.1 .-) (O-GLCNAC TRANSFERASE P11 0 SUBUNIT).//4.90E-22//337aa//27%//P56558 
C-HEMBB1 002302 

C-HEMBB1002661//Homo sapiens cardiovascular helix-loop-helix factor 2 (CHF2) mRNA, complete cds7/0// 

21 74bp//99%//AF1 79274 

C-MAMMA1000106 

C-MAMMA1000141 

C-MAMMA1000204//Homo sapiens dysferlin mRNA, complete cds.//0//2028bp//99%//AF075575 
C-MAMMA1 000226 

C-MAMMA1000403//Homo sapiens CDK4-binding protein p34SEI1 (SEI1) mRNA, complete cds7/1 .20E-255// 
1165bp//99%//AF1 17959 

C-MAMMA1 000473//HYPOTHETICAL 35.6 KD PROTEIN IN SPC1-ILV3 INTERGENIC REGION.//5.10E-45// 
299aa//34%//P47088 

C-MAMMA1 000496//MIC1 PROTEIN.//3.00E-25//202aa//33%//P53258 
C-MAMMA1 000528 

C-MAMMA1 00061 4//Homo sapiens pseudouridine synthase 1 (PUS1) mRNA, partial cds.//2.10E-302//1370bp// 
99%//AF1 16238 
C-MAMMA1 000652 
C-MAMMA1 000706 

C-MAMMA1000788//BOS taurus P14 (p14) mRNA, complete cds.//3.90E-85//502bp//89%//AF037349 

C-MAMMA1 000810 

C-MAMMA1000814 

C-MAMMA1 000881 //Homo sapiens protein kinase (SGK3) mRNA, complete cds.//0//1292bp//100%//AF 169035 
C-MAMMA1 000986 

C-MAMMA1000994//Homo sapiens ISLR(immunoglobulin superfamily containing leucine-rich repeat) mRNA, 

complete cds, alternatively spliced transcript ISLR-2V/0//2211bp//99%//AB024536 

C-MAMMA1001141 

C-MAMMA1001150//PROTEINKINASEC,MUPr-PE(EC2.7.1.-) (NPKC-MU).//7.50E-304//587aa//68%//Q15139 
C-MAMMA1 001 237//MONOCARBOXYLATE TRANSPORTER 2 (MCT 2)7/7.70E-64//196aa//41%//P53988 
C-MAMMA1001284 

C-MAMMA1001310//HYPOTHETICAL 57.3 KD TRP-ASP REPEATS CONTAINING PROTEIN IN POM152- 

REC114 INTERGENIC REGION7/1 .50E-67//441 aa//37%//Q04225 

C-MAMMA1001344 

C-MAMMA1001418//HYPOTHETICAL PROTEIN HI05197/6.90E-27//1 81aa//38%//P44742 
C-MAMMA1001532//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)7/5.60E-126//319aa//56%// 
P51523 

C-MAMMA1001615//NEUROGENIC DIFFERENTIATION FACTOR 1 7/3. 80 E-11//90aa//42%//Q 13562 
C-MAMMA1001623//Homo sapiens mRNA; cDNA DKFZp434J1027 (from clone DKFZp434J1027); partial cds.// 
1 .30E-269//1222bp//99%//AL1 33084 
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C-MAMMA1001634 
C-MAMMA1001957 

^AMMA1001978//Cimex lectularius apyrase (APY) mRNA, complete cds.//6.70E-19//988bp//56%//AF085499 
C-MAMMA1002070//PLASMINOGEN(EC3A21.7)^ 

C-MAMMA1 002080//RAS-RELATED PROTEIN RAB-1 3.//1 .80E-29//208aa//37%//P51 1 53 
C-MAMMA1 002087 

?7Sz°s^r 0 r ANspoRTiNG atpase 1 <Ec 3ai38) (p ™ e calcium ™ se > j ' 

C-MAMMA1002128//ABC1 PROTEIN HOMOLOG PRECURSOR.//2.50E-97//464aa//45%//Q92338 
C-MAMMA1002142//NON-RECEPTORTYROSINEKINASESPORELYSISA(EC27 1 112) (TYROSINE- PRO 
TEIN KINASE 1 ).//9.80E-17//146aa//35%//P18160 ■>i*> YROSINE PRO- 

C-MAMMA10021 65//Homo sapiens connective tissue growth factor related protein WISP-2 (WISP2) mRNA com- 
plete cds.//4.80E-60//382bp//89%//AF1 00780 ' 

30^17^050^9^° S3PienS mRNA; ° DNA DKFZp586C ° 91 < fr0m clone DKFZ P 586C091).//2.00E-81// 

n'I! A !!!I!!! A , 1002234//SIGNAL REC0GNIT '°N PARTICLE 68 KD PROTEIN (SRP68).//0//627aa//96%//Q00004 

™amm* ™f /H ° m ° Sapi6nS a ' Pha 1 - 2 - mann ^idase mRNA, complete cds.//0//2228bp//99%//AF1 48509 
C-MAMMA1 002633 

C-MAMMA1003126//Human Hpast (HPAST) mRNA, complete cd S y/3.70E-162//1355bp//75%//AF001434 
C-NT2RM1000580//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1, ).//8.50E-75//301aa//39%//P43636 
X»™ Vl1000858//,ncarbox y |ate carrier [rats, liver, mRNA Partial, 2986 nt].//2.10E-98//1035bp//70%//S70011 
SS9?8°2 00565//HYPOTHET,CAL K ° PROTEIN C13G6 ° 3 ' N CHROM °SOME I.//9 40E-94//394aa// 
C-NT2RM2000582//Homo sapiens mRNA for KIAA1053 protein, partial cds.//0//2666bp//99%//AB028976 
C-NT2RM2000589//Bos taurus myosin X, complete cds.//0//4376bp//84%//U55042 

tSSHSSSSSS^ REPA,R PR0TE ' N ERCC " 6 (C0CKAYNE SYNDROME PROTEIN CSB).//6.40E- 

C-NT2RM2000773//Homo sapiens KNSL4 and MAZ genes for kinesin-like DNA binding protein and Myc-associ- 
ated zinc finger protein, complete cds.//3.00E-289//1 092bp//99%//AB01 7335 

99SSof 8//HDm ° SaPi6nS PrP,ein kinaS6 A bindin9 Pr ° lein AKAP11 ° mRNA ' C ° mplete cds //0// 2398bp// 

C-NT2RM2001 6267/FLIGHTLESS-1 PROTEIN HOMOLOG.//4.30E-1 9//362aa//26%//P34268 
C-NT2RM2001643 

C-NT2RM2001738//SOF1 PROTEIN.//3.00E-110//325aa//47%//P33750 

AF 1 ? 25175 2001 792//HOmC Sapie " S an 9 i0 P° ietin - r elated protein-2 mRNA.complete cds.//7.1 0E-1 49//995bp//86%// 
^ZTa^SS 1 ^^ (EC 3 ' 2 ' 1 1 8) (NEURAMIN,DASE ) < NA > (MAJOR SURFACE ANTIGEN).//4.30E- 
^^^ 4 ° 00100//HOmO SapienS mRNA for K| AA0989 protein, partial cds.//0//2678bp//99%//AB023206 
^J/S356T 115//HYPOTHET,CAL 68 8 K ° PR0TE ' N B ° 464 - 6 ' N CHROMOS °ME lll.//1.20E-16//204aa// 
C-NT2RM400041 7//SYNAPTOTAGMIN ll.//2.70E-23//293aa//30%//P46097 

S^n^° 593//HYPOTHETICAL 111 9 K ° PROTEIN C22H1 0 03C IN CHROMOSOME l.//3.90E-27//576aa// 
*:4 /o//Ul 0297 ■ 

C-NT2RM4000761//H.sapiens mitochondrial genome (consensus sequence).//0//1 931 bp//99%//X62996 

SSo 6 'io UTATIVE ' MP0RTIN BETA " 4 SUBUN,T (KARYOPHERIN BETA " 4 SUBUNIT).//9.00E-44// 
C-NT2RM4001377//Homo sapiens mRNA for KIAA0638 protein, partial cds.//0//1 346bp//99%//AB01 4538 
C-NT2RM4001768//Homo sapiens CGI-82 protein mRNA, complete cds.//0//1925bp//99%//AF151 840 
P482 2 4001843//BETA ' GALACT ° S,DASE PRECURS0R < EC 3 - 21 23 > (LACTASE).//6.20E-33^63aa//38%// 
C-NT2RP1 000239 

C-NT2RP1000465//UBIQUITIN-LIKE PROTEIN SMT3.//5.1 0E-07//81 aa//33%//P55857 

«;Tv P Jw^ 468//CCAAT " BIND ' NG "'"INSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN 
B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN SUBUNIT B).//2.00E-13//97aa//38%//P2521 0 
C-NT2RP 1000679 

SSg^SogT 0 SaPipnS mRNA; CDNA DKFZp586F1918 < fram clone DKFZ P 586F1918).//4.60E-97// 
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C-NT2RP1001031//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/3.40E-42//285aa//35%//Q00808 
C-NT2RP2000178//MITOCHONDRIALLON PROTEASE HOMOLOG 1 PRECURSOR (EC 3.4.21 .-) 7/2.40 E-1 92// 
778aa//48%//P93647 
C-NT2RP2000240 

5 C-NT2RP2000447//GOLGIN-957/2.80E-33//99aa//66%//Q08379 

C-NT2RP200061 0//CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN 
B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN SUBUNIT B).//1 .50E-13//97aa//38%//P25210 
C-NT2RP2000616//EXTENSIN. PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 
4. 1 OE-1 2//323aa//30%//P1 3983 

10 C-NT2RP200071 2//ZINC FINGER PROTEIN 1 357/3. 70 E-87//296aa//53%//P52 742 

C-NT2RP2000739//ZINC FINGER PROTEIN 83 (ZNNC FNNGER PROTENN HPF1).//7.50E-73//387aa//37%// 
P51522 

C-NT2RP200081 8//Homo sapiens xenotropic and polytropic murine leukemia virus receptor (X3) mRNA, complete 
cds.//0//2724bp//99%//AF089744 
15 C-NT2RP2001200//Homo sapiens mRNA for KIAA0676 protein, partial cds.//0//1539bp//100%//AB014576 

C-NT2RP2001223//MYOTUBULARIN-RELATED PROTEIN 3 (FRAGMENT) 7/3.30 E-05//76aa//39%//Q 1361 5 
C-NT2RP2001276//NPDC-1 PROTEIN PRECURSOR7/3.00E-133//331aa//77%//Q64322 

C-NT2RP2001388//TRNA-SPUCING ENDONUCLEASE SUBUNIT SEN2 (EC 3.1.27.9) (TRNA-INTRON ENDO- 
NUCLEASE)7/5.90E-13//157aa//33%//P16658 
20 C-NT2RP2001 469//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/1 .30E-14//242aa//24%//Q00808 

C-NT2RP2001562//Homo Sapiens GLE1 (GLE1) mRNA, complete cds7/0//1899bp//98%//AF058922 
C-NT2RP2001662//HOMEODOMAIN PROTEIN AKR (AVIAN KNOTTED- RELATED PROTEIN)7/1 .80E-49// 
94aa//81%//Q90655 

C-NT2RP2001755//Rattus norvegicus f-spondin mRNA, complete cds7/0//2974bp//86%//M88469 
25 C-NT2RP2001817//Homo sapiens sirtuin type 1 (SIRT1) mRNA, complete cds7/0//3092bp//99%//AF083106 

C-NT2RP2001948//HST2 PROTEIN (HOMOLOGOUS TO SIR2 PROTEIN 2)7/1 .40E-08//1 91 aa//27%//P53686 
C-NT2RP2002015 

C-NT2RP2003390//Homo sapiens mRNA for SEC63 protein 7/0//2629bp//99%//AJ01 1779 
C-NT2RP2003664//Homo sapiens mRNA for leptin receptor gene-related protein.//1.90E-237//1081bp//99%// 
30 Y12670 

C-NT2RP2003940//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6)7/7.00E-111//401aa//43%//P28160 
C-NT2RP2004069//HYPOTHETICAL 26.4 KD PROTEIN EEED8.8 IN CHROMOSOME H7/3,00E-45//188aa// 
52%//Q09297 

C-NT2RP2004108//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT).//3.30E-1 71//474aa//62%//P16415 
35 C-nnnnnnnnnnnn//Homo sapiens calumein (Calu) mRNA, complete cds.//0//2415bp//99%//AF0 13759 

C-NT2RP2005069//Rat vacuolar protein sorting homolog r-vps33b mRNA, complete cds.//0//1 792bp//87%// 
U35245 

C-NT2RP2005378//GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 1 .8 PRECURSOR (GRP 1 .8)7/6.30E- 
28//1 83aa//47%//P1 0496 

40 C-NT2RP2005391//Homo sapiens partial mRNA for putative p621 protein which interacts with transcription factor 

Sp1 7/0//1 544bp//99%//AJ242978 

C-NT2RP2005597//Homo sapiens protein O-mannosyl-transferase 1 (POMT1 ) mRNA, complete cds.//0//1 821 bp// 

97%//AF095136 

C-NT2RP2005666 

45 C-NT2RP2006004//FIBROMODULIN PRECURSOR (FM) (COLLAGEN-BINDING 59 KD PROTEIN)7/3.00E-26// 

227aa//36%//Q06828 

C-NT2RP2006092//Homo sapiens mRNA for Fe65L2, complete cds.//0//1156bp//99%//AB018247 
C-NT2RP2006134 

C-NT2RP300001 1//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/4.00E-1 4//320aa//24%//Q00808 
50 C-NT2RP3000022//Homo sapiens mRNA for KIAA0936 protein, complete cds.//0//2881bp//99%//AB023153 

C-NT2RP3000171//Mus musculus partial mRNA for B-IND1 protein (B-ind1 gene)7/4.40E-99//571bp//89%// 
Z97207 

C-NT2RP3000304//Homo sapiens LDL receptor-related protein 6 (LRP6) mRNA, complete cds.//0//2895bp//99%// 
AF074264 

55 C-NT2RP3000378//PAIRED AMPHIPATHIC HELIX PROTEIN7/4.20E-39//186aa//36%//P22579 

C-NT2RP3000444 
C-NT2RP3000645 

C-NT2RP3000676//PUTATIVE MITOCHONDRIAL CARRIER YMR166C.//2.1 OE-15//220aa//27%//Q03829 
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C-NT2RP3000677//DNA BINDING PROTEIN RFX2.//3.60E-56//233aa//41%//P48378 

?oSAFi???o6 9//H ° m ° SaPi6nS ' GF '" mRNA - binding P rotein 1 < IMP - 1 > mRNA complete cds.//0//1458bp// 
C-NT2RP3000818 

C-NT2RP3000838//TRICHOHYALIN.//9.80E-11//491aa//26%//Q07283 

%££XSg££g£SZ PROTEIN OCC PRECURSOR (COLORECTAL CANCER SUP- 
WBWlMoriJ 50 ™ 0 ™ mRNA; CDNA ^^P 586020 ' ( tom *" «FZp58K201)M2558bp// 

PlAST ' D TR ' 0SE PH0SP " flTE ™ NSL0C »°« PRECURSOR ( CTPT>,, 

SSjSSSSSSr FACT0R ' AlP ™— "»™ ENDOTHELIAL «B, 2 PRO- 
C-NT2RP3001 685//PRPE PROTE IN.//1 .00E-68//382aa//41 %//P77495 

C £ NT2RP3001976//Z.NC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//8.90E-143//379aa//55%// 

r^ol 002015 "*" 10 Saf>ienS CGI " 71 pr0tein mRNA ' complete cds.//0//1991bp//99%//AF151829 

r MT?SS°°^ol^° m0 Sapi6nS mRNA f0f KIAA0765 Pr0tein " P artial cds7/0//2286bp//99%//AB018308 

S%MF097e2 SaPi6nS Candidate tumorsu PP ressor P^in DICE 1 mRNA, complete cds.//0//271 9bp// 

C-NT2RP3002324 

C-NT2RP3002353 

C-NSSp3M266l //HOmOM ^ 

SS/SkoT SaPi6nS VO,,a9e " 9ated P ° ,aSSiL,m Channel KCNQ4 (KCNQ4) mRNA, complete cds7/0// 
C-NT2RP3002887 

C-NSRP32o2983 //HOm0 S3PienS CGM ° 9 Pr ° tein C ° mP,ete cds //8 - 7 °E-298//1321bp//92%//AF151 867 

^ 2RP3003473//Homo Sapi6nS CGI ' 55 protein mRNA ' complete cds.//5.50E-275//1309bp//98%//AF151813 
99W412?7 3532// ° X " 2 MEMBRANE GLYC0PR ° TEIN ^CUHSOH (^JSS^SSSL 
C-NT2RP3004025 

^M^^ 3004067//HOm ° S3pienS mRNA for NESCA ' complete cds.//0//1 962bp//99%//AB026894 
C-NT2RP3004119//PEREGRIN(BE140PROTEIN).//7.30E-39//227aa//43%//P55201 
^f^ 3004294//Xen ° PUS ' aeVis ER1 mRNA . complete cds.//1.20E-71//335bp//79%//AF015454 
2 C S^= ™ A ^-TRANSFERASE PRECURSOR (EC 

^wSSSSl^it^ m "° gen - aCtiVated Pr0tein kinase kinase kinas * MEKK2 mRNA, complete cds.// 

AF^IS 0010017 ^ 0 " 10 SaPi6nS C '° ne 24856 mRNA SeqUenCe ' C0,nplete « j s.//3.90E-301//1374bp//99%// 

C F ^7 R 6 P4 ° 01877//HOrT10 SapfenS ribonucle °P rolei n R BM8 (RBM8) mRNA, complete cds.//0//2770bp//99%// 
C-NT2RP4001879 

AF0788To 4002187//HOm ° SaPienS Ster ° id dehydrogenase homol °9 m ™A, complete cds.//0//2373bp//99%// 
C-NT2RP4002451 

2™SS S mUSCU ' US C3ti0niC 8min0 9Cid tranSPOrter (CAT3) mRNA ' COm P le,e cdsV/t.OOE-310// 
SSSSSKSSSSSS 1 dePendent P hOS P ha -ranspo rt e r isoton, NaPI-3b mRNA, complete 

SSSSH^SlSSf 16 - 6 - 8) <GUAN0S,NE ™™™™»™ OXIDOREDUCT- 
^^^ZX^ 3 4 - 14 - 5) < DPP ' V) (-VMOCVTE-ACTIVATING MOLE- 
C-OVARC1000873//Homo sapiens mRNA for KIAA1247 protein, partial cds.//0//2178bp//99%//AB033073 
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C-OVARC 1000995 
C-OVARC1 001260 

C-OVARC 1 001 336//Homo sapiens sodium dependent phosphate transporter isoform NaPi-3b mRNA, complete 
cds V/0//1 435bp//99%//AF1 1 1 856 

C-OVARC1001570//Homo sapiens beta-site APP cleaving enzyme (BACE) mRNA, complete cds.//0//1 792bp// 
100%//AF1 90725 

C-OVARC1001607//Human beta-1 ,2-N-acetylglucosaminyltransferase II (MGAT2) gene, complete cds7/0// 
1836bp//96%//U15128 

C-OVARC1001833//CIS-GOLGI MATRIX PROTEIN GM130.//6.60E-136//363aa//76%//Q62839 
C-OVARC 1 001 952//TRICHOHYALIN.//3.30E-1 6//487aa//27%//Q07283 

C-PLACE1000986//Homo sapiens mRNA; cDNA DKFZp586C1817 (from clone DKFZp586C1817).//0//2055bp// 
99%//AL1 17450 

C-PLACE1003407//Homo sapiens putative transmembrane protein (CLN5) mRNA, complete cds.//0//1 965bp// 
99%//AF068227 

C-PLACE1004078//Bovine mRNA for adseverin, complete cds.//0//2218bp//89%//D26549 
C-PLACE1004492/A/ERPROLIN.//3.30E-07//149aa//29%//P37370 

C-PLACE1005539//ACTIN POLYMERIZATION INHIBITOR (HEAT SHOCK 25 KD PROTEIN) (25-KD IAP).// 
3. 1 0E-08//84aa//34%//Q00649 

C-PLACE1005569//Homo sapiens mRNA for Z39lg protein. //0//1768bp//99%//AJ 132502 
C-PLACE1 005601 

C-PLACE1005745//ORM1 PROTEIN 7/2.40E-1 7//1 37aa//35%//P53224 

C- PLACE 1 00581 5//COLO RECTAL MUTANT CANCER PROTEIN (MCC PROTEIN).//1 .50E-26//274aa//26%// 
P23508 

C-PLACE1 005927//HYPOTHETICAL 35.8 KD PROTEIN C12G12.12 IN CHROMOSOME .60E-38//333aa// 
33%//Q09875 

C-PLACE1006071//LAMININ BETA-1 CHAIN PRECURSOR (LAM IN IN B1 CHAIN).//6.00E-08//215aa//26%// 
P02469 

C-PLACE1006073//Homo sapiens mRNA for glucuronyltransferase I, complete cds.//4.10E-316//1020bp//96%// 
AB009598 

C-PLACE1006079//Homo sapiens distal-less homeobox protein (DLX3) gene, complete cds.//0//1379bp//97%// 

AF028233 

C-PLACE1 006786 

C-PLACE1007077//Homo sapiens mRNA for KIAA0977 protein, complete cds.//0//2578bp//99%//AB023194 
C-PLACE1 007971 

C-PLACE1008282//HEME-REGULATED EUKARYOTIC INITIATION FACTOR EIF-2-ALPHA KINASE (EC2.7.1 .-) 
(H R I ) 7/7. 1 0 E-274//627aa//82%//P33279 

C-PLACE1008359//BEM46 PROTEIN (FRAGMENT).//! . 70 E-50//289aa//42%//P54069 

C-PLACE1008744//Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 2481147/0//1757bp//99%// 

AL079279 

C-PLACE1010445 

C-PLACE1010713//Homo sapiens steroid dehydrogenase homolog mRNA, complete cds.//0//2374bp//99%// 
AF078850 

C-nnnnnnnnnnnn//Homo sapiens angiopoietin-2 mRNA, complete cds 7/0//2227bp//99%//AF0 04327 
C-PLACE1011181//MSP1 PROTEIN HOMOLOG .//9.40E-82//353aa//47%//P5481 5 

C-PLACE1011364//MYOTONIN-PROTEIN KINASE (EC 2.7.1.-) (MYOTONIC DISTROPHY PROTEIN KINASE) 
(MDPK) (DM-KINASE) (DMK) (DMPK) (MT-PK).//2.20E-09//153aa//32%//Q09013 

C-PLACE30001 81 //Human protocadherin 42 mRNA, complete cds for abbreviated PC42.//0//2719bp//95%// 
L11370 

C-SKNMC1 000014 

C-SKNMC1000082//BRITTLE-1 PROTEIN PRECURSOR.//3.70E-31//307aa//30%//P29518 
C-THYR01 000964 

C-THYR01 001 242//Homo sapiens cleft lip and palate transmembrane protein 1 (CLPTM1 ) mRNA, complete cds.// 

0//2468bp//99%//AF037339 

C-THYRO1001608 

C-THYRO1001641//Homo sapiens CGI-57 protein mRNA, complete cds.//0//1 668bp//99%//AF151815 
C-THYRO1001770//PROBABLE SERINE/THREONINE-PROTEIN KINASE YNL020C (EC 2.7.1 .-).//6.30E- 
20/1 1 69aa//35%//P53974 

C-Y79AA1000030//Homo sapiens mRNA for Fe65L2, complete cds.//0//1828bp//100%//AB0 18247 
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C-Y79M1001212//Homo S3pienS SL15 protein mRNA ' complete cds.//6.30E-306//1388bp//99%//AF038961 

AF76M8r° 1427//HOm ° SaPi6nS Cyt0Chr ° me b5 reductase 1 < B5R - 1 > WRNA, complete cds.//0//1588bp//99%// 
99VMF119M2 23//HOm0 SaPi6nS ,ranSCripti0nal intermediar y factor 1 alpha mRNA, complete cds.//0//2263bp// 
C-Y79AtlS!S2 //HUman beta " tUbU ' in 96ne (5 " b6ta) With ten Alu fami| y members.//0//1920bp//98%//X00734 

^v^ A ^ 1001727//CELL SURFACE A33 ANTIGEN PRECURSOR.//1.10E-13//286aa//27%//Q99795 
C.Y7 6 9 g A 7 A1001787//PROBABLECALC l UM.TRAN S PORT,NGATPASE9(EC3.6.1.38) 

P Y7QAAinni7Qc//u US muscu ' us m RNA for GSG1, complete cds.//3.70E-126//532bp//78%//D87325 
^o AA ° m ° sa P ,ensmRNAforG alT4protein.//2.30E-250//1137bp//99%/A'15061 

C YtZ S 0 0 ! R 7 o?;;m ,TOCHONDRIAL RNA SPUCING PR0TEIN MSR4.//3.40E-54//182aa//39%//P23500 
C-Y79A^1M1863 SaP ' enS SeCret ° 9ranin '" mRNA ' com P lete cds.//0//1871bp//99%//AF078851 

o v^a A , 1 ^ 2058//MUS mUSCU ' US Gn931g mRNA " COmplete ^y/4.10E-167//1145bp//83%//AF069954 
C-Y79AA1002121//HISTONEH1.//4.90E-12//114aa//35%//P35060 AhUb9954 

KD PR ° TE,N C38C10 2 ,N C H R OMOSOME II..//1 .20E-98//262aa// 

^^sss^r^ cytoplasmic dynein intermediate chain 28 mRNA ' compiete CdS//1 - 50E " 

AF Y S AA 0 002378//HOm ° SaPi6nS ZinC fin9er Pr ° ,ein NY " REN - 21 antiae " "™ A . Partial cds.//0//963bp//99%// 

C Z^^liVu™ SaPi6nS CS " related kinaSS mRNA ' COm P' ete Cds.//0//1791bp//98%//AF035013 
C-hSai 00?886 SaP ' enS m KIAA124? Pr ° tein ' Partia ' cds //0 ^294bp//99%//AB033073 

ABolSSe 1004067 ^ 0 " 10 SaPi6nS mRNA KIAA0859 Pr0t6in ' C ° mplet6 cds.//8.30E-309//623bp//99%// 

™!wm°™Z^° SaPienS RPA " bindin9 trans - ac,ivator < RBT1 > ™™*> complete cds7/7.30E-273// 
C-HEMBB1 000309 
C-HEMBB1 000567 

C-mSS! J° 2//AP0LIP0PR0TEIN L pr ECURSOR (APO-L).//1.40E-21//221aa//35%//O14791 

? 39 tX/S 0 7^ Uman POtemia ' tranSCripti ° nal fepreSSOr N0T4H P < N0 ™) mRNA, complete cds.//0// 

C-MAMMA1001609 

C-MAMMA1001901 

dWRmSS //HOm ° SaP ' enS CD39L2 (CD39U> mRNA ' C ° mPlete CdS //0// 2564bp//99%//AF039916 

^l^^^*^^^ PRECURSOR (EC 3.2.1.23) (LACTASE).//1 ,40E-103//566aa// 

C-NT2RM1000789//Homo sapiens mRNA for hTCF-4.//2.80E-221//757bp//99%//Y11306 

n M^^^° 0855//HOm0 S3pienS SSC61 h0m0l °9 mRNA - c °"iplete cds.//0//3541bp//99%//AF084458 

r ^2RM1000899//MITOCHONDRIAL RNA SPLICING PROTEIN MSR4.//1 .10E-54//182aa//39W23500 

C-NT2RP2000092//2INC FINGER PROTEIN 136.//1 .90E-117//419aa//54%//P52737 ^23500 

99%M R L1 2 751 1 f B//HOm ° SaPienS mRNA '' CDNA DKFZp434K22 35 (from clone DKF2p434K2235).//0//2139bp// 

C-NT2RP2001921 

C 7 NT2RP2003138//5'-TG-3'INTERACTING FACTOR (HOMEOBOX PROTEIN TG.F).//2.10E-08//104aa//46%// 

^SS^SSS? GI0T " 4 m ™ A ^ 9 ° nad0tropin indUCible -P-or-4, complete 

£-|™PM0395<V/Homo Sapiens clone 24778 unk nown mRNA.//0//1 545bp//99%//AF070572 
C-NT2RP2005535//Z.NC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 7 yi.90E-172//489aa// 
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62%//Q03923 

C-NT2RP2005774//Homo sapiens GIOT-4 mRNA for gonadotropin inducible transcription repressor-4, complete 
cds.//6.90E-224//1 461 bp//72%//AB021 644 

C-NT2RP3000148//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//4.10E-106//350aa//47%// 
5 P51523 

C-NT2RP3000232//ZINC FINGER PROTEIN 184 (FRAGMENT).//1 .40E-1 30//693aa//41 %//Q99676 
C-NT2RP3000427 

C-NT2RP3000652//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6)7/1.90E-153//441aa//62%//P28160 
C-NT2RP3001650//BONE MORPHOGENETIC PROTEIN 1 PRECURSOR (EC 3.4.24.-) (BM P- 1)7/2. 20 E-22// 

10 107aa//42%//P98063 

C-NT2RP3002409//Homo sapiens mRNA for KIAA0719 protein, complete cds.//0//2404bp//99%//AB0 18262 
C-NT2RP3002411//Homo sapiens steroid dehydrogenase homolog mRNA, complete cds.//0//2374bp//99%// 
AF078850 
C-NT2RP3003448 

15 C-NT2RP4002715 

C-OVARC1 000307//HYPOTHETICAL 29.7 KD PROTEIN CY339.027/3.00E-19//194aa//35%//Q50658 
C-PLACE1000907//2INC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//1 .30E-204//396aa//85%// 
P51522 

C-PLACE1 007081 

20 C-PLACE1010011//Homo sapiens AAPT1 -like protein mRNA, partial cds.//1.70E-237//1092bp//99%//AF047431 

C-PLACE3000213//COMPLEMENT RECEPTOR TYPE 2 PRECURSOR (CR2) (COMPLEMENT C3D RECEP- 
TOR) 7/4. 60E-68//31 7aa//34%//P 1 9070 

C-PLACE4000354//COMPLEMENT RECEPTOR TYPE 1 PRECURSOR (C3B/C4B RECEPTOR) (CD35 ANTI- 
GEN).//! .00E-129//482aa//29%//P1 7927 
25 C-PLACE4000455 

C-THYRO1000776//PROBABLE SULFATE PERMEASE SPBC3H7.02.//1 .30E-68//442aa//36%//O74377 
C-THYRO1001593//PUTATIVE SERINE/THREONINE-PROTEIN KINASE P78 (EC 2.7.1 .-).//3.10E-203//550aa// 
62%//P27448 
C-Y79AA1 000750 

30 C-Y79AA1000888//TRNA PSEUDOURIDINE SYNTHASE A (EC 4.2.1.70) (PSEUDOURIDYLATE SYNTHASE I) 

(PSEUDOURIDINE SYNTHASE I) (URACIL HYDROLYASE)7/1 .50 E-21//267aa//32%//P 70973 
C-Y79AA1 002129 

C-Y79AA1002334//GLUCOSE REPRESSION MEDIATOR PROTEIN.//1 .70E-1 0//333aa//23%//P 14922 
C-BNGH41000020//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 2 (EC 1 .6.5.3).//9.80E-159//347aa//90%// 
35 P03891 

C-BNGH41000087//N-ACETYLGLUCOSAMINE-6-SULFATASE PRECURSOR (EC 3.1.6.14) (G6S) (GLU- 
COSAMINE-6-SULFATASE).//1 .20E-1 7//83aa//40%//P50426 

C-BNGH41000091//POTASSIUM CHANNEL PROTEIN EAG.//1 .20E-249//625aa//65%//Q02280 
C-HEMBA1000006//Homo sapiens mRNA for NESCA, complete cds.//0//1230bp//92%//AB026894 
40 C-HEMBA1 0001 21 //HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME NI7/4.80E-05//83aa//27%// 

P34679 

C-HEMBA1000128//PATHOGENESIS-RELATED PROTEIN 1 PRECURSOR (PR-1).//3.20E-07//89aa//34%// 
P33154 

C-HEMBA1 000275 
45 C-HEMBA1 000300 

C-HEMBA1 000349//ATP-BINDING CASSETTE TRANSPORTER 1 .//5.30E-65//352aa//39%//P41233 
C-HEMBA1000443//Homo sapiens CGI-96 protein mRNA, complete cds.//4.70E-129//686bp//91%//AF151854 
C-HEMBA1000462//Human potential transcriptional repressor NOT4Hp (NOT4H) mRNA, complete cds7/0// 
935bp//99%//U71267 

50 C-HEMBA1 000477//HYPOTH ETICAL 64.8 KD PROTEIN IN GDI1-COX15 INTERGENIC REGION.//1 .40E-38// 

344aa//34%//P40085 

C-HEMBA1 000590//Homo sapiens mRNA for matrilin-4, partial .//2. 00 E-273//1 254bp//99%//AJ 007581 
C-HEMBA1000634//Homo sapiens T-cell activation protein (PGR1) gene, complete cds.//0//994bp//99%// 
AF1 16272 

55 C-HEMBA1000671//ZINC FINGER. PROTEIN 184 (FRAGMENT).//3.90E-104//388aa//46%//Q99676 

C-HEMBA1 00071 3//Homo sapiens 10kD protein (BC10) mRNA, complete cds.//0//1254bp//99%//AF053470 
C-HEMBA1000732//Homo sapiens mRNA for latent transforming growth factor-beta binding p rote in-4 7/0// 
2153bp//94%//Y13622 
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r ^^A1000745//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS)V/2.00E-07//445aa//27%//P02454 
C-HEMBA1 000835//FIBRILLIN 2 PRECURSORS .30E-42//214aa//45%//P35556 /o//H02454 
C-HEMBA1 000875 
C-HEMBA1 000907 

CJEMBA1000940//GAP JUNCTION ALPHA-3 PROTEIN (CONNEXIN 44) (CX44).//2.90E-39//362aa//31%// 
C-HEMBA1 000962 

6 C oS5T8 1 22 1184//SH3BGR PR0TE ' N (21 " GLUTAMIC ACID - RICH ^OTEIN) (21-GARP).//2.50E-32//100aa// 
C-HEMBA1001221//AGRIN PRECURSOR.//2.50E-25//294aa//29V/P31696 

SoTbX2L3 2 2lS Uman 9emiline °' i90meriC Pr0t6in (C0MP) mRNA > COm P lete cdsy/7.80E-286// 

C-HlSJSoJS6 y ^° mOSaPienSmRNA,0rKIAA1171 proteir, 'P artialcds '^490bp//99%//AB032997 
TS^SoZlT SaPfenS PUta,iVe ,ranSCriPti ° n ,aCt0r CA15 ° mRNA ' COm P' ete ods.//4.60E-276// 

4 C 6JbX^/AFX49 S mUSCU ' US P °' ymeraSe '" tranSCriPt r6leaSe faCt0r mRNA - ^.SOE-57// 
C-HEMBA1 001563 

C HFMRAinnifi7n//u R< ^^^'" E ^ PROTEIN-COUPLED RECEPTOR APJ.//3.50E-123//259aa//89%//P35414 
AF090988 ° U5 SnRNP " S P eCific 40 kDa P^n complete cds.//0//1 488bp//99%// 

6 C oSo3 A 923 01886//Z,NC RNGER PROTE ' N 85 (Z,NC F ' NGER PR0TBN HPF4 > (HTFD-//1.40E-148//421aa// 
C-HEMBA1 002048//ODD-SKIPPED PROTEIN7/1 .60E-55//122aa//75%//P23803 

C 0 S^ 5-DIOXYGENASE 1//4.10E-10//140aa// 

3 C o2Sr POTHETICAL K ° PR ° TE,N ' N DAK1 -° RC1 "^RGEN.C REGION.//9.40E-28// 
C-HEMBA1002164 

r"HPMR A i 1 noL 1 ^oo^, 0rVe9iCUS neUr °' i9in ' mRNA ' com P | etecds.//1.30E-305//1643bp//91%//U22952 
C-HEMBA1 0021 78//PROCOLLAGEN-LYSINE.2-OXOGLUTARATE 5-DIOXYGENASE 1 PRECURSOR I (FC 
1.14.11.4)(LYSYLHYDROXYLASE1)(LH1).//3.70E-10//140aa//30%//P24802 PRECURSOR (EC 

C HEMB^S^ EGETAT,BLE IN o C0MPATIBILITY PROTEIN HET-E-1.//8.80E-23// 2 21aa//31%//Q00808 
C-HEMbJi 002239 *" ^ cds //0// 1324bp//98%//D10522 

C-HEMBA1 00231 6//GTP-BINDING PROTEIN HFLX.//5.80E-12//1 96aa//29%//P2551 9 
C-HEMBA1 002420 

C HEMRA1 1 2 2 U " ^Sr" SUlf3te P ro,eo 9^ an (HSPG) core protein, 3' end.//0//2097bp//99%//J04621 
C 6 3336 ' re9i ° n Pr0Nne riCh Pr ° tein mRNA ' COm P' ete ods.//0//1763bp//95%// 

3 C 7%//Xr 55i//PUTAT,VESER 



C-HEMBA1 002985 



C-HEMBA1 002992//UBIQUITIN-LIKE PROTEIN DSK2.//2.00E-21//216aa//35%//P48510 

Z£™Fol™r m0 ™ SaPi6nS imrinSiC ,aCt0r " B12 rSCePt0r PreCUfSOr ' mRNA ' COm P' ete <=ds-//0//1768bp// 

SSeMSO 0307 ^ 63 '' 118 9a " US Sing ' e - S,rand DNA - bindi "g Protein csdp mRNA, partial cds.//3.30E-93//927bp// 

AF049 M 89 A1003101//H ° mO SaPienS tyrOSylprotein sulfotransferase-2 mRNA, complete cds.//0//1854bp//99%// 

C HEMBA1 003P3n/^' NC P ' NGER PR° TEIN 1 84 (FRAGMENT)7/1 .00E-1 93//547aa//54%//Q99676 
O-HEMBA1003230//Homo sapiens fibulin-5.//5.60E-308//1398bp//99%//AJ133490 
C-HEMBA1 003294 

C HEMBA1003392//Homo sap,ens LDL receptor-related protein 6 (LRP6) mRNA, complete cds.//0//1721bp// 
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100%//AF074264 

C-HEMBA1003399//MVP1 PROTEIN.//2.30E-15//279aa//23%//P40959 
C-HEMBA1 003487 

C-HEMBA1003497//2INC FINGER PROTEIN 151 (POLYOMAVIRUS LATE INITIATOR PROMOTER BINDING 

PROTEIN) (LP-1) (ZINC FINGER PROTEIN Z 13)7/4. 00 E-28//358aa//29%//Q6 0821 

C-HEMBA1 003530//S.scrofa mRNA for BM88 antigenV/1 .20E-60//900bp//66%//X82027 

C-H EMBA1 003602//HYPOTH ETICAL 29.7 KD PROTEIN CY339.02.//2.80E-21//200aa7/33%//Q50658 

C-HEMBA1 003732//SFT2 PROTEIN.//1 .50E-06//1 62aa//30%//P381 66 

C-HEMBA1 003945//Homo sapiens hypothetical 43.2 Kd protein mRNA, complete cds.//8.90E-287//757bp//97%// 

AF077030 

C-HEMBA1 004007 

C-HEMBA1004067//Homo sapiens mRNA for KIAA0859 protein, complete cds.//0.00E+00//623bp//99%// 

AB020666 

C-HEMBA1 004085 

C-H E MBA 1 004110//Homo sapiens intersectin short form mRNA, complete cds.//0//2033bp//99%//AF064243 
C-H E MBA 1 004250//C A DH E R I N - R E LATE D TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN).//6.40E-51// 
277aa//35%//P33450 

C-HEMBA1004391//TUMOR SUPPRESSOR PROTEIN DCC PRECURSOR.//5.60E-20//194aa//26%//F70211 
C-H E MBA 1 004444//GLYCO PROTEIN 25L PRECURSOR (GP25L)7/4.60E-41//148aa//52%//P27869 
C-HEMBA1 004454 

C-HEMBA1 004505//MANNOSYL-OLIGOSACCHARIDE ALPHA- 1 ,2-MANNOSIDASE ISOFORM 1 (EC 
3.2.1 .113) (MAN(9)-ALPHA-MANNOSIDASE)V/2.70E-45//239aa//43%//P53624 
C-HEMBA1004785//MODIFIER 3 PROTEIN (M33).//1.40E-27//221aa//33%//P30658 
C-HEMBA1 004797 
C-HEMBA1 004952 
C-HEMBA1 004971 

C-HEMBA1 004982//TETRACYCLINE RESISTANCE PROTEIN, CLASS E (TETA(E)).//6.30E-10//149aa//26%// 
Q07282 

C-HEMBA1005070//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN).//1 .10E-05//187aa// 
29%//P17437 

C-HEMBA1 005084//NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1.112) (TYROSINE- PRO- 
TEIN KINASE 1).//1.20E-07//102aa//37%//P18160 
C-HEMBA1005145 

C-HEMBA1005230//ZINC FINGER PROTEIN 140.//2.00E-1 7//83aa//66%//P52738 

C-HEMBA1 005246//HEPATOCYTE NUCLEAR FACTOR 3 FORKHEAD HOMOLOG 4 (HFH-4)7/2.10E-15// 
230aa//28%//Q92949 

C-HEMBA1 005267//ANKYRIN, BRAIN VARIANT 1 (ANKYRIN B) (ANKYRIN^ NONERYTHROlD).//8.40E-14// 

187aa//33%//Q01484 

C-HEMBA1 005430 

C-HEMBA1 005449//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 
5.40E-1 0//224aa//24%//P 13983 

C-HEMBA1005489//Mus musculus semaphorin cytoplasmic domain-associated protein 3A (Semcap3) mRNA, 
complete cds.//8.40E-255//924bp//80%//AF1 27084 

C-HEMBA1005522//COAGULATION FACTOR VII PRECURSOR (EC 3.4.21 .21).//7.70E-15//78aa//51%//P98139 
C-HEMBA1005545//MUSCARINIC ACETYLCHOLINE RECEPTOR M3.//0//590aa//1 00%//P20309 
C-HEMBA1005698//Homo sapiens vesicle trafficking protein (SEC22C) mRNA, complete cds.//6.60E-163// 
753bp//99%//AF039568 
C-HEMBA1 005913 

C-HEMBA1005929//H.sapiens mRNA for serine/threonine protein kinase EM K.//6 .50 E-92//1 092bp//69%//X97630 
C-HEMBA1005945//BRITTLE-1 PROTEIN PRECURSOR.//1 .70E-29//220aa//35%//P2951 8 
C-HEMBA1006016 
C-HEMBA1006171 

C-HEMBA1006276//ZINC FINGER PROTEIN 90 (ZFP-90) (ZINC FINGER PROTEIN NK1 0)7/1 .70E-06//56aa// 

57%//Q61967 

C-HEMBA1 006299 

C-HEMBA1 006311 

C-H EMBA1 006335 

C-HEMBA1006357//SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 2.//3.70E-39//136aa//52%// 
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015127 

S2SSS2nS/ Uman PUtatiVe tranSmembran6 PTOtein preCurc ° r < B5 > m "NA. complete cds7/2.40E-70// 

C-HEMBA1006517 
C-HEMBA1 006544 

C-HEMBA1006572//ODD-SKIPPEDPROTEIN.//2.60E-39//85aa//83%//P23803 
C-HEMBA1 006658//Homo sapiens mRNA for NIK, partial cds.//0//1 500bp//98%//AB0 13385 
C-HEMBA1006707//Homo sapiens mRNA for matrilin-4, partial.//0//2003bp//99%//AJ007581 
C-HEMBA1 006724 

006749//Homo sa P iens mRNA for matrilin-4, partial.//1 .40E-275//1 942bp//83%//A J 007581 

nul^l 006902//Homo sa P^ns mRNA for matrilin-4, partial. //4. 80 E-275//1 799bp//85%//AJ007581 
O-H E M BA 1 006 9 1 2 

00691 6//H ° m ° Sapi6nS GrbU mRNA ' COmplete cds ^ 00E-277//1010bp//95V/L76687 
Lf-HLMBA1 006960 

C-HEMBA1 007057 
C-HEMBA1 007063 

SSSSr SaPi6nS BPA " bindin9 tranS " aCtivat0r < RBT1 > mRNA ' -mplete cdsy/7.30E-273// 

?oLXZfo 4 85r POTHETICAL 5 K ° PR0TE ' N ' N SAP185 " BCK1 'NTERGENIC REG.ON.//2.70E-14/, 
C-HEMBA1 007291 

r hpmm ! JSJSIIS?! i6nS mRNA f0f unr - interactin 9 Protein.//6.40E-83//266bp//98%//AJ01 0025 ' 
^HEM^I 00027^ NUCLEIC ACID BINDING PROTEIN (CNBP)y/1.60E-10//139aa//30%//P53996 

C-HEMBB1 000309 
C-HEMBB1 000407 

r hpSI ^c^ 0 ™ SaPi6nS JWA Pr ° tein mRNA ' COmp,ete cds.//0//2059bp//99%//AF070523 
S^^SS^S mUSCU ' US br0m0d ° main - Containin 9 P™ tei " BP75 mRNA, complete cd S y/2.60E-232// 
C-HEMBB1 000567 
C-HEMBB1 000642 

C HeS SoSS m ° r aPien oM^ A I 0 ' KIAA ° 893 Pr ° tein ' COmP ' ete Cdsy/0//2375bp//99%//AB020700 
"1 ^ BB1 °°0679//C.fam.l.ans mRNA for TRAM-protein.//4.1 OE-21 0//1 1 49bp//80%//X63678 

Xuf f 000881/ZDanio rerio mRNA for MINDIN2, complete cds.//1 .70E-67//948bp//66%//AB006085 

r IT ° 00905/l ™SCRIPT.ONAL REPRESSOR RCO-1 ^/1 .00E-11//311aa//27%//P78706 

oS, ° 26/eDOSOMAL P24A PR ° TEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHE- 

(ac,d,c 24 kd ute ™ c ™»««3K 

C-HEMBB1001048//SARCALUMENIN PRECURSOR.//6.50E-18//154aa//33%//P13666 

C-HEMBB1001200 

C-HEMBB1 001407 

C-HEMBB1 001530//SLS1 PROTEIN PRECURSOR.//9.80E-10//273aa//27%//Q99158 

r urMPol^H 1 ff //H ° m0 SapienS CG '" 02 Pr ° tein mRNA ' c ^P'ete cds.//0//2311bp//99%//AF132937 
0-Mbl\f1 obi 001573 

C-HEMBB1 001 847//NEUROGENIC PROTEIN BIG BRAIN.//4.70E-06//258aa//24%//P23645 

C-HEMBB1001 959//CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTFIN THAIM 

?£S2 £^ B ° X ° NA BIND,NG PR ° TE,N SUBUNIT Bm.30B^7£ZS, { Z^0 
o-ntlvlDDl 001 978 

C-HEMBB1 002039 

9 C W/AF?7? 1/ ^ 0m ° SaPiePS tranSmembrane protein TENB2 ( TENB 2) mRNA, complete cds.//0//1746b P // 
AF^5 M 4?3 1 002051//Homosa P iens Ets inscription factor ESE-2b mRNA, complete cds.//1 .30E-95//454b P //99%// 
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C-HEMBB1 002 1 20//U D P-N-AC ETYLG LUC OSA MINE- PEPTIDE N-ACETYLGLUCOSAMINYLTRANSFERASE 
110 KD SUBUNIT (EC 2.4.1 .-) (O-GLCNAC TRANSFERASE P110 SUBUNIT).//4.90E-22//337aa//27%//P56558 
C-HEMBB1002162//Homo sapiens genethonin 1 mRNA, complete cds7/8.30E-67//328bp//99%//AF062534 
C-HEMBB1 002228 

5 C-HEMBB 1002245//PROSTAGLANDIN F2-ALPHA RECEPTOR REGULATORY PROTEIN PRECURSOR 

(PROSTAGLANDIN F2-ALPHA RECEPTOR ASSOCIATED P ROTE I N).//0//879aa//89%//Q 62786 
C-HEMBB1 002302 

C-HEMBB1 002427//FUCOSYLGLYCOPROTEIN ALPHA-N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 
2.4.1 .40) (HISTO-BLOOD GROUP A TRANSFERASE) (A TRANSFERASE) / FUCOSYLGLYCOPROTEIN 3-AL- 
10 PHA-GALACTOSYLTRANSFERASE (EC 2.4.1.37) (HISTO-BLOOD GROUP B TRANSFERASE) (B TRANS- 

FERASE) (NAGAT).//1 .80E-70//221 aa//50%//P1 6442 

C-HEMBB1002465//ACYL-COA DEHYDROGENASE (EC 1 .3.99.-).//2.30E-53//249aa//48%//P45857 
C-HEMBB1 002661 //Homo sapiens cardiovascular helix-loop-helix factor 2 (CHF2) mRNA, complete cdsy/0// 
21 74bp//99%//AF1 76422 
15 C-HEMBB1 002663 

C-HEMBB1 002693 
C-MAMMA1 000046 

C-MAMMA1000102//APOLIPOPROTEIN L PRECURSOR (APO-L).//1 .40 E-21//221aa//35%//0 14791 
C-MAMMA1000106 
20 C-MAMMA1000118 
C-MAMMA1000141 

C-MAMMA1000204//Homo sapiens dysferlin mRNA, complete cds V/0//2028bp//99%//AF0 75575 
C-MAMMA1 000226 

C-MAMMA1000403//Homo sapiens CDK4-binding protein p34SEI1 (SEI1) mRNA, complete cds.//1.20E-255// 
25 1 1 65bp//99%//AF1 1 7959 

C-MAMMA1 000449 

C-MAMMA1000457//Human NADH-cytochrome b5 reductase mRNA, 3' end.//9.50E-79//829bp//71%//M16462 
C-MAMMA1 000473//HYPOTHETICAL 35.6 KD PROTEIN IN SPC1-ILV3 INTERGENIC REGION.//5.10E-45// 
299aa//34%//P47088 
30 C-MAMMA1000496//MIC1 PROTEIN. //3.00E-25//202aa//33%//P53258 

C-MAMMA1 000528 

C-MAMMA1 000591 //POLYPEPTIDE N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1.41) (PROTEIN- 
UDP ACETYLGALACTOSAMINYLTRANSFERASE) (UDP-GALNAC:POLYPEPTIDE, N- ACETYLGALACTOS- 
AMINYLTRANSFERASE) (GALNAC-T1).//1 .20 E-115//515aa//49%//Q 07537 
35 C-MAMMA1 00061 41/Homo sapiens pseudouridine synthase I (PUS1) mRNA, partial cds.//2.10E-302//1370bp// 

99%//AF1 16238 
C-MAMMA1 000652 

C-MAMM A1 000681 //PROBABLE G PROTEIN-COUPLED RECEPTOR EDG-1.//9.40E-82//311aa//52%//O08530 
C-MAMMA1 000706 

40 C-MAMMA1 000788//BOS taurus P1 4 (p1 4) mRNA, complete cds.//3.90E : 85//502bp//89%//AF037349 

C-MAMMA1 000810 
C-MAMMA1000814 

C-MAMMA1 000881 //Homo sapiens protein kinase (SGK3) mRNA, complete cds.//0//1292bp//100%//AF1 69035 
C-MAMM A1 000986 

45 C-MAMMA1000994//Horno sapiens ISLR(immunoglobulin superfamily containing leucine-rich repeat) mRNA, 

complete cds, alternatively spliced transcript ISLR-2.//0//2211bp//99%//AB024536 

C-MAMMA1001043//MRC OX-45 SURFACE ANTIGEN PRECURSOR (BCM1 SURFACE ANTIGEN) ( BLAST- 1) 

(CD48).//2.90E-12//239aa//28%//P10252 

C-MAMMA1001066 

50 C-MAMMA1001094//Human potential transcriptional repressor NOT4Hp (NOT4H) mRNA, complete cds J/0// 

1394bp//93%//U71267 
C-MAMMA1001141 

C-MAMM A1 001 150//PROTEIN KINASE C.MU TYPE (EC2.7.1.-) (N PKC-MU) 7/7.50 E-304//587aa//68%//Q 151 39 
C-MAMM A1 001 237//MONOCARBOXYLATE TRANSPORTER 2 (MCT 2).//7.70E-64//196aa//41%//P53988 
55 C-MAMMA1001284 

C-MAMMA1 001 31 0//HYPOTHETICAL 57.3 KD TRP-ASP REPEATS CONTAINING PROTEIN IN POM152- 

REC114 INTERGENIC REGION.//1 .50E-67//441 aa//37%//Q04225 

C-MAMMA1001344 
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C-MAMMA1 001 41 8//HYPOTHETICAL PROTEIN HI051 9.//6.90E-27//1 81 aa//38%//P44742 
C^MAMMA1001532//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//5.60E-126//319aa//56%// 

C-MAMMA1001609//MYOSIN II HEAVY CHAIN, NON MUSCLE.//1 .50E-26//204aa//38%//P05659 

C-MAMMA1001615//NEUROGENIC DIFFERENTIATION FACTOR 17/3.80E-11//90aa//42%//Q13562 

C-MAMMA1001623 

C-MAMMA1001634 

C-MAMMA1001 893 

C-MAMMA1001901 

C-MAMMA1001957 

C-MAMMA1001978//Cimex lectularius apyrase (APY) mRNA, complete cds.//6.70E-19//988bp//56%//AF085499 
C-MAMMA1002070//PLASMINOGEN (EC 3.4.21.7) (FRAGMENT).//1.10E-07//103aa//33%//Q01177 
C-MAMMA1 002080//RAS-RELATED PROTEIN RAB-1 37/1 .80E-29//208aa//37%//P51 1 53 
C-MAMMA1 002087 

C-MAMMA1002091//Homo sapiens CD39L2 (CD39L2) mRNA, complete cds.//0//2564bp//99%//AF03991 6 
t!^^^^^^ ATPASE 1 <EC 3 61 - 38) (P ^ PE CALC ' UM ATPASE).// 
C-MAMMA1002128//ABC1 PROTEIN HOMOLOG PRECURSOR.//2.50E-97//464aa//45%//Q92338 
C-MAMMA1002142//NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1 .112) (TYROSINE- PRO- 
TEIN KINASE 1).//9.80E-17//146aa//35%//P18160 * YHU&iNfc PRO 
C-MAMMA1 0021 65//Homo sapiens connective tissue growth factor related protein WISP-2 (WISP2) mRNA com- 
plete cds.//4.80E-60//382bp//89%//AF1 00780 ^mriwvcom 

%Wmw?^lonr° S3PienS mRNA; CDNA DKFZP586C ° 91 < fr0m done DKFZ P 586C091).//2.00E-81// 
C-MAMMA1 002224 

rZ^V^ll^ GmL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68).//0//627aa//96%//Q00004 
C-MAMMA1002586//Homo sapiens alpha 1 ,2-mannosidase mRNA, complete cds.//0//2228bp//99%//AF1 48509 
C-MAMMA1 002633 

C-MAMMA1 0031 26//SARCALUM ENIN PRECURSORS . 1 0E-51 //388aa//32%//P1 3666 

C-NT2RM1000462//ATRIAL GLAND-SPECIFIC ANTIGEN PRECURSOR (AGSA).//8.60E-14//104aa//40%// 
PI 5287 

«S89 1 8°2 0054 ^ BCTA " GALACTOSIDASE PRECURSOR < EC 32 - 1 - 23 ) (LACTASE).//1.40E-103//566aa// 

^mI^.T 00 ° 580//GLYCOSYLTRANSFERASE ALG2 < EC 2 4.1 .-)y/8.50E-75//301aa//39%//P43636 
C-NT2RM1 000789//Homo sapiens mRNA for hTCF-4.//2.80E-221//757bp//99%//Y1 1 306 
C-NT2RM1 000855//Homo sapiens sec61 homolog mRNA, complete cds.//0//3541 bp//99%//AF084458 
^mIoI^^ 0085 ^"' 03 * 0 ^' 316 Carrler [ratS ' liVer ' mRNA Partial ' 2986 nt].//2.10E-98//1035bp//70%//S70011 
?-N5RM2S24r iTOCHONDR ' AL SPUCING PR0TE ' N MSR47/1 1 ° E ' 54//1 «WW«n!w 
C NT2RM20004T PUTAT '^ PROTEIN W08E3.3.//4.50E-130//362aa//68%//P91917 

C-NT2RM2000423//BETA-GALACTOSIDASE PRECURSOR (EC 3.2.1 .23) (LACTASE).//1 .80E-38//308aa//35%// 

r489o2 

C-NT2RM2000497//CHL1 PROTEIN.//9.90E-24//296aa//29%//P22516 

SSmeOI 51 ^ 0 ' 110 S8PienS F " b ° X Pr ° tein FbX21 (FBX21) mRNA ' COmP ' ete cds // 4-40E-304//1374bp// 
™™ 0565//HYPOTHETICAL 85 7 K ° PR ° TEIN C13G6 03 IN CHROMOSOME l.//4.40E-304//394aa// 

C-NT2RM2000582//Homo sapiens mRNA for KIAA1053 protein, partial cds.//0//2666bp//99%//AB028976 
C-NT2RM2000589//Bos taurus myosin X, complete cds.//0//4376bp//84%//U55042 

^Mloo^ 2 ° 00622//MLjS musculus F - box P rotein PBL10 mRNA, partial cds.//3.00E-203//915bp//91%//AF176524 

SZS SION REPAIR PR0TEIN ERCC ' 6 (COCKAYNE SYNDR0ME PR0TE,N cs b)S 

C-NT2RM2000773//Homo sapiens KNSL4 and MAZ genes for kinesin-like DNA binding protein and Myc-associ- 
ated zinc finger protein, complete cds.//3.00E-289//1 092bp//99%//AB01 7335 
C-NT2RM2001126//Homo sapiens mRNA for multi PDZ domain protein.//0//1600bp//99%//AJ001319 
99yJ/AF0934of 8//H ° m ° SaPiCnS Pr ° t6in kin8Se A b ' ndin9 Pr ° tein AKAP11 ° mRNA ' com P le,e cds.//0//2398bp// 
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C-NT2RM2001 626//FLIGHTLESS-I PROTEIN HOMOLOG.//4.30E-1 9//362aa//26%//P34268 
C-NT2RM2001643 

C-NT2RM2001738//SOF1 PROTEIN.//3.00E-110//325aa//47%//P33750 

C-NT2RM2001 792//Homo sapiens angiopoietin-related protein-2 mRNA.complete cds.//7.1 OE-1 49//995bp//86%// 
5 AF125175 

C-NT2RM2001818//SIALIDASE (EC 3.2.1 .18) (NEURAMINIDASE) (NA) (MAJOR SURFACE ANTIGEN).//4.30E- 
1 1 //488aa//26%//P23253 

C-NT2RM2001902//Homo sapiens mRNA for PAK4 protein.//5.40E-216//988bp//99%//AJ011855 
C-NT2RM2001 939//Human G protein-coupled receptor GPR-NG A gene, complete cds.//0//1559bp//98%//U5531 2 
10 C-NT2RM2001941//MUSCARINIC ACETYLCHOLINE RECEPTOR M1 V/7.40E-38//193aa//34%//P08482 

C-NT2RM4000100//Homo sapiens Leman coiled-coil protein (LCCP) mRNA, complete cds.//0//2678bp//99%// 

AF1 75966 

C-NT2RM4000115 

C-NT2RM40001 98//BUTYROPHILIN PRECURSOR (BT).//5.1 OE-1 2//1 62aa//33%//Q1 341 0 
15 C-NT2RM4000284//Human IgG Fc receptor hFcRn mRNA, complete cds.//1 .30E-257//603bp//96%//U12255 

C-NT2RM4000295 

C-NT2RM4000326//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//9.00E-100//434aa//43%// 
P51523 

C-NT2RM4000417//SYNAPTOTAGMIN ll.//2.70E-23//293aa//30%//P46097 
20 C-NT2RM4000444//ANTIGEN PEPTIDE TRANSPORTER 1 (APT1).//1 .70E-112//493aa//44%//P36370 

C-NT2RM4000587 

C-NT2RM4000593//HYPOTHETICAL 111 .9 KD PROTEIN C22H10.03C IN CHROMOSOME l.//3.90E-27//576aa// 
24%//Q10297 

C-NT2RM4000648//K-GLYPICAN PRECURSOR.//4.00E-1 93//531 aa//66%//P51 655 
25 C-NT2RM4000761//CYTOCHROME C OXIDASE POLYPEPTIDE I (EC 1 .9.3.1 ).//2.50E-245//306aa//91%// 

P00395 

C-NT2RM4000965//PUTATIVE IMPORTIN BETA-4 SUBUNIT (KARYOPHERIN BETA-4 SUBUNIT).//9.00E-44// 
520aa//29%//O60100 

C-NT2RM4000997//MONO- AND DIACYLGLYCEROL LIPASE PRECURSOR (EC 3.1.1.-) (MDGL).//1 .80E-10// 
30 189aa//30%//P25234 
C-NT2RM4001321 

C-NT2RM4001325//CHONDROITIN 6-SULFOTRANSFERASE (EC 2.8.2.17) (C6ST).//2.90E-48//343aa//34%// 
Q92179 

C-NT2RM4001 377//R.norvegicus LL5 mRNA.//8.50E-236//990bp//87%//X74226 
35 C-NT2RM4001735 

C-NT2RM4001768//Homo sapiens CGI-82 protein mRNA, complete cds.//0//1925bp//99%//AF151840 
C-NT2RM4001 843//BETA-GALACTOSIDASE PRECURSOR (EC 3.2.1 .23) (LACTASE).//6.20E-33//263aa//38%// 
P48982 

C-NT2RM4002352//Homo sapiens hLRp105 mRNA for LDL receptor related protein 105, complete cds.//0// 
40 21 84bp//99%//AB009462 

C-NT2RP1 000002 
C-NT2RP1 000050 

C-NT2RP1000181//Homosapiens derta-6fatty ad 
AF1 26799 
45 C-NT2RP1 000239 

C-NT2RP10Q0261//ORM1 PROTEIN.//2.40E-17//137aa//35%//P53224 

C-NT2RP1000271//2INC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1).//4.70E-199//547aa// 
66%//Q03923 

C-NT2RP1000300//Human transporter protein (g17) mRNA, complete cds .//3. 80 E-26//758bp//62%//U 49082 
so C-NT2RP1 000325//H.sapiens gene for phosphate carrier.//0//439bp//98%//X77337 

C-NT2RP1 000448 

C-NT2RP1000465//UBIQUITIN-LIKE PROTEIN SMT3.//5.1 0E-07//81 aa//33%//P55857 

C-NT2RP1 000468//CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN 
B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN SUBUNIT B).//2.00E-13//97aa//38%//P25210 
55 C-NT2RP1 000551 //Homo sapiens putative interferon-related protein (SM15) mRNA, partial cds.//0//1761bp// 

99%//U09585 

C-NT2RP1000579//Human succinate dehydrogenase flavoprotein subunit (SDH) mRNA, complete cds.//0// 
1951bp//94%//L21936 
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C-NT2RP1 00061 3//CARBONIC ANHYDRASE VI (EC 4.2.1 .1 ) (SALIVARY) (CARBONATE DEHYDRATASE VI) // 

3.40E-52//304aa//40%//P08060 

C-NT2RP1 000679 

C-NT2RP1 000740 

C-NT2RP1 000903 

C-NT2RP1 000981 //CELL SURFACE A33 ANTIGEN PRECURSOR.//3.60E-14//286aa//27%//Q99795 
C-NT2RP1 001 004//F-SPONDIN PRECURSOR.//9.20E-43//322aa//35%//P35446 

C-NT2RP1001020//SERINE/THREONINE-PROTE1N KINASE PAK-BETA (EC 2.7.1.-) (BETA-PAK) (P21 -ACTI- 
VATED KINASE 3) (CDC42/RAC EFFECTOR KINASE PAK-B)i/9.70E-22//227aa//31%//Q61 036 
C-NT2 R P 1 00 1 03 1 //V EG ETATIBL E INCOMPATIBILITY PROTEIN H ET-E-1 .//3.40E-42//285aa//35%//Q00808 
C-NT2RP1001563//TESTIS-SPECIFIC PROTEIN TPX-1 PRECURSOR (AUTO ANTIGEN 1) (25 KD ACROSOM- 
AL AUTOANTIGEN) (AA1 ).//9.70E-1 9//201 aa//31 %//Q60477 

C-NT2RP2000092//ZINC FINGER PROTEIN 136.//1 .90E-117//419aa//54%//P52737 

C-NT2RP2000178//MITOCHONDRIAL ION PROTEASE HOMOLOG 1 PRECURSOR (EC 3 4 21 -) 112 40E-192// 

778aa//48%//P93647 

C-NT2RP2000240 

C-NT2RP2000394//Gallus gallus p52 pro-apototic protein mRNA, complete cds.//1 .60E-90//956bp//70%// 
AF029071 

C-NT2RP2000447//GOLGIN-95i/2.80E-33//99aa//66%//Q08379 
C-NT2RP2000479 

C-NT2RP2000514//Homo sapiens roundabout 2 (robo2) mRNA, partial cds.//3.00E-185//855bp//99%//AF040991 
C-NT2RP2000533//Homo sapiens cornichon protein mRNA, complete cds.//1 .30E-290//1 324bp//99%//AF070654 
C-NT2RP200061 0//CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN 
B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN SUBUNIT B).//1 .50E-13//97aa//38%//P25210 
C-NT2RP2000616//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN)// 
4. 1 0E-1 2//323aa//30%//P1 3983 

C-NT2RP2000649//Homo sapiens mRNA for Hs Ste24p, complete cds.//0//2847bp//99%//AB0 16068 
C-NT2RP2000663 

C-NT2RP2000694//Homo sapiens 5T4 oncofetal trophoblast glycoprotein gene.//0//2278bp//99%//AJ012159 
C-NT2RP2000712//ZINC FINGER PROTEIN 1357/3.70E-87//296aa//53%//P52742 

C-NT2RP2000739//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1 ).//7.50E-73//387aa//37%// 
P51522 

C-NT2RP200081 8//Homo sapiens xenotropic and polytropic murine leukemia virus receptor (X3) mRNA complete 
cds.//0//2724bp//99%//AF089744 ' 
C-NT2RP2000903//Homo sapiens 5T4 oncofetal trophoblast glycoprotein geneV/0//2276bp//100%//AJ012159 
C-NT2RP2001200//Homo sapiens mRNA for KIAA0676 protein, partial cds.//0//1539bp//100%//AB0 14576 
C-NT2RP2001223//MYOTUBULARIN-RELATED PROTEIN 3 (FRAGMENT).//3.30E-05//76aa//39%//Q13615 
C-NT2RP2001276//NPDC-1 PROTEIN PRECURSOR.//3.00E-133//331aa//77%//Q64322 

C-NT2RP2001 388//TRNA-SPLICING ENDONUCLEASE SUBUNIT SEN2 (EC 3.1.27.9) (TRNA-INTRON ENDO- 
NUCLEASE)7/5.90E-13//157aa//33%//P16658 

C-NT2RP2001 469//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 .//1 .30E-1 4//242aa//24%//Q00808 
C-NT2RP2001480//Homo sapiens thrombospondin 3 (THBS3) gene, complete cds.//0//2547bp//99%//L38969 
C-NT2RP2001495//Human transporter protein (g1 7) mRNA, complete cds.//2.20E-65//641 bp//65%//U49082 
C-NT2RP2001514//PROBABLE CALCIUM-TRANSPORTING ATPASE 6 (EC 3.6.1.38)7/1 20E-133//429aa// 
41%//P39986 

C-NT2RP2001529//Homo sapiens mRNA for ZIP-kinase, complete cds.//0//2079bp//99%//AB007144 
C-NT2RP2001538//Mus musculus mSin3A (sin3A) mRNA, complete cds.//7.60E-272//1480bp//84%//U22394 
C-NT2RP2001562//Homo sapiens GLE1 (GLE1 ) mRNA, complete cds7/0//1 899bp//98%//AF058922 
C-NT2RP2001662//HOMEODOMAIN PROTEIN AKR (AVIAN KNOTTED-RELATED PROTEIN) //1 80E-49// 
94aa//81%//Q90655 

C-NT2RP2001755//Rattus norvegicus f-spondin mRNA, complete cds.//0//2974bp//86%//M 88469 
C-NT2RP2001769//SERINE/THREONINE-PROTEIN KINASE ORB6 (EC 2.7.1.-).//9.10E-47//185aa//44%// 
013310 

C-NT2RP2001817//Homo sapiens sirtuin type 1 (SIRT1) mRNA, complete cds.//0//3092bp//99%//AF083106 
C-NT2RP2001878 

C-NT2RP2001903//CALPAIN, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CALCIUM- ACTIVATED NEU- 
TRAL PROTEINASE) (CANP) (MU/M-TYPE).//3.80E-58//475aa//34%//P00789 
C-NT2RP2001915 
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C-NT2RP2001921 

C-NT2RP2001948//HST2 PROTEIN (HOMOLOGOUS TO SIR2 PROTEIN 2)7/1 .40E-08//191aa//27%//P53686 

C-NT2RP2001 956//ORM1 PROTEIN7/3.90E-1 9//1 37aa//37%//P53224 

C-NT2RP2002015 

5 C-NT2 RP2002063//GNS 1 P ROTE I N 7/3 . 60 E- 1 8//23 1 aa//33%//P25358 

C-NT2RP2002188//Rattus norvegicus neuroligin 3 mRNA, complete cds.//2.50E-226//1284bp//89%//U41663 
C : NT2RP2002232//HYPOTHETICAL 85.7 KD PROTEIN C13G6.03 IN CHROMOSOME 17/1 .90E-93//420aa// 
43%//Q09782 

C-NT2RP2002304//Homo sapiens histone acetyltransferase MORF mRNA, complete cds.//0//2737bp//99%// 
10 AF113514 

C-NT2RP2002409 
C-NT2RP2002510 

C-NT2RP2002527//CYTOCHROME B57/1 .30E-11//92aa//38%//P40312 

C-NT2RP2002533//Homo sapiens alpha 2 delta calcium channel subunit isoform I mRNA, complete cds.//0// 

15 2365bp//99%//AF042792 

C-NT2RP2002564//Human zinc-finger protein C2H2-150 mRNA, complete cds7/0//2237bp//99%//U 38864 
C-NT2RP2002674//SOLUBLE EPOXIDE HYDROLASE (SEH) (EC 3.3.2.3) (EPOXIDE HYDRATASE) (CY- 
. TOSOLIC EPOXIDE HYDROLASE) (CEH)7/5.50E-38//201aa//39%//P34913 
C-NT2RP2002721//REGULATORY PROTEIN UHPC.//1 .60E-23//153aa//30%//P27669 

20 C-NT2RP2002824//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHE- 

ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPO- 
NENT) 7/3.50E-63//404aa//33%//P32802 

C-NT2RP2002942//Homo sapiens mRNA for KIAA0806 protein, complete cds.//0//2090bp//99%//AB01 8349 
C-NT2RP2002974//HOMEOBOX PROTEIN SIXS (DM LOCUS-ASSOCIATED HOMEODOMAIN PROTEIN HO- 
25 MOLOG) (FRAGMENT)7/8.20E-241//555aa//84%//P701 78 

C-NT2RP2002976//HYPOTHETICAL 149.7 KD PROTEIN IN IRE1-KSP1 INTERGENIC REGION.//1 .30E-20// 
99aa//47%//P38800 

C-NT2RP2003042//PHOSPHATIDYLCHOLINE-STEROL ACYLTRANSFERASE PRECURSOR (EC 2.3.1.43) 
(LECITHIN-CHOLESTEROL ACYLTRANSFERASE) (PHOSPHOLIPID-CHOLESTEROL ACYLTRANSFERASE) 
30 (FRAG MENT) 7/2. 10E-1 09//385aa//52%//P53760 

C-NT2RP2003138//5'-TG-3' INTERACTING FACTOR (HOMEOBOX PROTEIN TGIF)7/2.10E-08//104aa//46%// 
P70284 

C-NT2RP2003179//PUTATIVE SERINE/THREONINE-PROTEIN KINASE EMK (EC 2.7.1 .-).//2.60E-67//256aa// 
49%//Q05512 

35 C-NT2RP200321 0//Homo sapiens fatty acid transport protein (FATP) mRNA, complete cds.//9.80E-272//1 265bp// 

98%//AF055899 

C-NT2RP2003302//Homo sapiens GlOT-4 mRNA for gonadotropin inducible transcription repressor-4, complete 
cds.//0//2891 bp//99%//AB021 644 

C-NT2RP2003369//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1 )7/5.90E-20//204aa// 
40 34%//Q 15404 

C-NT2RP2003383//Homo sapiens mRNA for KIAA0458 protein, complete cds7/0//2565bp//99%//AB007927 
C-NT2RP2003390//Homo sapiens mRNA for SEC63 protein 7/0//2629bp//99%//AJ0 11 779 

C-NT2RP2003469//GALACTOSE- PROTON SYMPORT (GALACTOSE TRANSPORTER).//1 .10E-45//324aa// 
29%//P37021 

45 C-NT2RP2003545//Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds.//5.40E-48//578bp//71%// 

AF024636 
C-NT2RP2003593 
C-NT2RP2003599 

C-NT2RP2003655//HYPOTHETICAL 26.3 KD PROTEIN IN OYE2-GND1 INTERGENIC//4.80E-15//93aa//47%// 
50 P38869 

C-NT2RP2003664//Homo sapiens mRNA for leptin receptor gene-related protein.//1.90E-237//1081bp//99%// 
Y 12670 

C-NT2RP2003931 

C-NT2RP2003940//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6).//7.00E-111//401aa//43%//P28160 ■ 
55 C-NT2RP2003950//Homo sapiens clone 24778 unknown mRNA.//0//1545bp//99%//AF070572 

C-NT2RP2004069 

C-NT2RP2004108//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT).//3.30E-171//474aa//62%//P16415 
C-NT2RP2004141 
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C-NT2RP2004179 

C-NT2RP2004205//BUTYROPHILIN PRECURSOR (BT).//1 . 60 E-2 1 //276aa//32%//Q 62556 
C-NT2RP2004447 

C-NT2RP2004495//Human transporter protein (g17) mRNA, complete cds.//9.80E-64//642bp//64%//L1 49082 

C-NT2RP2004524 

C-NT2RP2004556 

C-NT2RP2004606//Human fibroblast collagenase inhibitor mRNA, complete cds.//2.10E-166//768bp//99%// 
M 12670 

C-NT2RP2004648//Mouse beta-galactosidase (BGAL) gene, complete cds.//1.20E-33//1136bp//59%//M57734 
C-NT2RP2004670//Rattus norvegicus vesicla-associate calmodulin-binding protein mRNA, complete cds//0// 
1250bp//86%//L22557 

C-NT2RP2004794//HYPOTHETICAL 24.5 KD PROTEIN IN SAP185-BCK1 INTERGENIC REGION.//2.70E-09// 

203aa//26%//P40857 

C-NT2RP2004837 

C-NT2RP2004847//2INC FINGER PROTEIN 1357/8. 00 E-35//1 93aa//40%//P52742 
C-NT2RP2005027//GLUCOSE TRANSPORTER TYPE 3, BRAIN.//6.20E-67//130aa//100%//P11169 
C-NT2RP2005069//Rat vacuolar protein sorting homolog r-vps33b mRNA, complete cds.//0//1 792bp//87%// 
U35245 

C-NT2RP2005163 

C-NT2RP2005181//Mus musculus cationic amino acid transporter (CAT3) mRNA, complete cds //5 30E-315// 
2126bp//81%//U70859 

C-NT2RP2005247//ZINC-FINGER PROTEIN RFP (RET FINGER PROTEIN).//5.00E-53//296aa//37%//Q62158 
C-NT2RP2005378//GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 1 .8 PRECURSOR (GRP 1 8) //6 30E- 
28//1 83aa//47%//P1 0496 

C-NT2RP2005391//Homo sapiens partial mRNA for putative p621 protein which interacts with transcription factor 
Sp 1 .//0//1 544bp//99%//AJ242978 

C-NT2RP2005425//Homo sapiens mRNA for AKAP450 protein. //0//4341 bp//99%//AJ1 31 693 
C-NT2RP2005463//PROTEIN PTM1 PRECURSOR.//7.40E-1 5//284aa//28%//P32857 
C-NT2RP2005514 

C-NT2RP2005535//ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1).//1 .90E-172//489aa// 
62%//Q03923 

C-NT2RP2005541//N-ACETYLGLUCOSAMINE-6-SULFATASE PRECURSOR (EC 3.1.6.14) (G6S) (GLU- 
COSAMINE-6-SULFATASE).//4.70E-24//78aa//51%//P15586 

C-NT2RP2005597//Homo sapiens protein O-mannosyl-transf erase 1 (POMT1 ) mRNA, complete cds.//0//1 821 bp// 

97%//AF095136 

C-NT2RP2005632 

C-NT2RP2005666 

C-NT2RP2005774//Homo sapiens GIOT-4 mRNA for gonadotropin inducible transcription repressor-4, complete 
cds.//6.90E-224//1 461 bp//72%//AB021 644 

C-NT2RP2005878//PUTATIVE STEROID DEHYDROGENASE KIK-I (EC 1 .1.1 .-).//3.60E-55//238aa//50%// 
057314 

C-NT2RP2005883//DOPAMINE-BETA-MONOOXYGENASE PRECURSOR (EC 1.14.17.1) (DOPAMINE BETA- 

HYDROXYLASE)(DBH).//6.70E-72//512aa//34%//P15101 

C-NT2RP2005887 

C-NT2RP2005941//Human paired box gene (PAX6) homologue, complete cds.//1.40E-308//1396bp//99%// 
M93650 

C-NT2RP2005994//HYPOTHETICAL 51.5 KD PROTEIN D2024.3 IN CHROMOSOME IV.//3.50E-35//144aa// 
47%//P49191 

C-NT2RP2006004//FIBROMODULIN PRECURSOR (FM) (COLLAGEN-BINDING 59 KD PROTEIN).//3.00E-26// 
227aa//36%//Q06828 

C-NT2RP2006042//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
DASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//9.40E-15//501aa//25%//P08640 
C-NT2RP2006092//Homo sapiens mRNA for Fe65L2, complete cds.//0//1156bp//99%//AB018247 
C-NT2RP2006099 
C-NT2RP2006134 

C-NT2RP2006269//DOLICHYL-PHOSPHATE-MANNOSE--PROTEIN MANNOSYLTRANSFERASE 2 (EC 
2.4.1. 109).//2.30E-78//679aa//32%//P31 382 

C-NT2RP200651 2//GNS1 PROTEIN.//2.00E-21//290aa//29%//P25358 
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C-NT2RP2006580//Homo sapiens transitional epithelia response protein (TERE1) mRNA, complete cds.//0// 
1483bp//99%//AF117064 

C-NT2RP3000011//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/4.00E-1 4//320aa//24%//Q00808 
C-NT2RP3000022//Rat heart mRNA serine/threonine protein kinase, complete cds.//4.80E-203//1 496bp//78%// 
D26178 

C-NT2RP3000059//ANKYRIN, BRAIN VARIANT 2 (ANKYRIN B) (ANKYRIN, NONERYTHROID) (FRAGMENT).// 
3.70E-1 2//1 33aa//32%//Q01 485 

C-NT2RP3000063//NEUROFILAMENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PROTEIN) (NF-H).// 
5.00E-29//596aa//30%//P1 9246 

C-NT2RP3000 125// RETINOBLASTOMA BINDING PROTEIN 2 (RBBP-2).//6.30E-08//70aa//41%//P29375 
C-NT2RP3000148//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)7/4.10E-106//350aa//47%// 
P51523 

C-NT2RP3000169//Homo sapiens MRS1 mRNA, complete cds.//0//1519bp//97%//AF093239 
C-NT2RP3000171//Mus musculus partial mRNA for B-IND1 protein (B-ind1 gene).//4.40E-99//571bp//89%// 
Z97207 

C-NT2 RP30001 72//CALC I U M/CALM ODU LI N-D E P EN D ENT PROTEIN KINASE TYPE I (EC 2.7.1 .123) (CAM KI- 
NASE 1)7/1 .30E-80//359aa//44%//Q14012 

C-NT2RP3000201//Homo sapiens HPK/GCK-like kinase HGK mRNA, complete cds.//1.30E-270//1231bp//99%// 
AF096300 

C-NT2RP3000232//ZINC FINGER PROTEIN 1 84 (FRAGMENT) 7/1 .40E-1 30//693aa//41 %//Q99676 
C-NT2RP3000304//Homo sapiens LDL receptor-related protein 6 (LRP6) mRNA, complete cds.//0//2895bp//99%// 
AF074264 

C-NT2RP3000378//PAIRED AM PHI PATH I C HELIX PROTEIN 7/4.20 E-39//1 86aa//36%//P22579 
C-NT2RP3000427 

C-NT2RP3000436//PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR (EC 5.3.4.1 )7/6.20E-27// 

90aa//42%//P38660 

C-NT2RP3000444 

C-NT2RP3000460//Canis familiaris sec61 homologue mRNA, complete cds.//1 .80E-1 98//643bp//89%//M96629 
C-NT2RP3000481//Homo sapiens RanBP7/importin 7 mRNA, complete cds.//0//2623bp//100%//AF09879 9 
C-NT2RP3000616//FIBROMODULIN PRECURSOR (FM) (COLLAGEN-BINDING 59 KD PROTEIN).//5.20E-26// 
227aa//36%//Q06828 
C-NT2RP3000645 

C-NT2RP3000652//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6)7/1 .90E-153//441aa//62%//P28160 
C-NT2RP3000676//PUTATIVE MITOCHONDRIAL CARRIER YMR166C.//2.1 0E-15//220aa//27%//Q03829 
C-NT2RP3000677//DNA BINDING PROTEIN RFX2.//3.60E-56//233aa//41%//P48378 

C-NT2RP3000721 //HYPOTHETICAL 149.7 KD PROTEIN IN IRE1-KSP1 INTERGENIC REGION.//1 .10E-22// 
171aa//36%//P38800 

C-NT2RP3000789//Homo sapiens IGF-II mRNA-binding protein 1 (IMP-1) mRNA, complete cds.//0//1458bp// 

100%//AF117106 

C-NT2RP3000818 

C-NT2RP3000820//PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-)7/1 .90E-30//269aa// 
33%//P49695 

C-NT2RP3000838//TRICHOHYALIN.//9.80E-11//491aa//26%//Q07283 
C-NT2RP3000871 

C-NT2RP3000907//PROBABLE CALCIUM-TRANSPORTING AT PAS E 6 (EC 3.6.1 .38)7/2. 20 E-134//296aa// 
42%//P39986 

C-NT2RP3000921//TUMOR SUPPRESSOR PROTEIN DCC PRECURSOR (COLORECTAL CANCER SUP- 
PR ESSO R) 7/4.00 E -2 1 //31 6aa//29%//P43 1 46 

C-NT2RP3001012//Homo sapiens mRNA for K1AA0829 protein, partial cds.//0//2906bp//98%//AB020636 
C-NT2RP3001044 

C-NT2RP3001061//Homo sapiens mRNA for KIAA0853 protein, partial cds.//0//3591bp//99%//AB020660 
C-NT2RP3001159//Homo sapiens mRNA; cDNA DKFZp586C201 (from clone DKFZp586C201)7/0//2558bp// 
99%//AL050118 

C-NT2RP3001170//Mus musculus activity-dependent neuroprotective protein (Adnp) mRNA, complete cds.// 
4.80E-240//850bp//88%//AF0681 98 

C-NT2RP3001195//GALACTOSE- PROTON SYMPORT (GALACTOSE TRANSPORTER)7/4.70E-48//339aa// 
29%//P37021 

C-NT2RP3001240//Canis familiaris sec61 homologue mRNA, complete cds.//1.20E-301//1141bp//89%//M96629 
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C-NT2RP3001271//NON-GREEN PLASTID TRIOSE PHOSPHATE TRANS LOCATOR PRECURSOR (CTPT) // 
2.60E-09//34aa//22%//P521 78 

C-NT2RP3001322//PROBABLE CALCIUM-TRANSPORTING ATPASE 3 (EC 3.6.1 .38) (ENDOPLASMIC RETIC- 
ULUM CA2+-ATPASE).//1 .70E-21//220aa//30%//P39524 
C-NT2RP3001 388//SYNA PTOTAGM I N IV.//2.00E-1 1 8//430aa//54%//P50232 

C-NT2RP3001542//TUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHELIAL (B12 PRO- 
TEI N).//4.70E-1 1 //1 32aa//37%//Q1 3829 

C-NT2RP3001 560//Homo sapiens cleft lip and palate transmembrane protein 1 (CLPTM1 ) mRNA, complete cds // 
0//2468bp//99%//AF037339 

C-NT2RP3001592//N2.N2-DIMETHYLGUANOSINE TRNA METHYLTRANSFERASE PRECURSOR (EC 
2.1 .1 .32)7/1 .30E-18//279aa//27%//P15565 

C-NT2RP3001650//BONE MORPHOGENETIC PROTEIN 1 PRECURSOR (EC 3.4.24-) (BMP-1 ) //2 20E-22// 

107aa//42%//P98063 ' ' 

C-NT2RP3001 685//PRPE PROTEIN.//1 .00E-68//382aa//41%//P77495 

C-NT2RP3001738//CYTOCHROME B57/1 .30E-11//133aa//33%//P00169 

C-NT2RP3001754 

C-NT2RP3001858 

C-NT2RP3001976//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//8.90E-143//379aa//55%// 
P51523 

C-NT2RP3002015//Homo sapiens CGI-71 protein mRNA, complete cds.//0//1991bp//99%//AF151829 
C-NT2RP3002160//HISTO-BLOOD GROUP ABO SYSTEM TRANSFERASE (NAGAT) [INCLUDES- GLYCO- 
PROTEIN-FUCOSYLGALACTOSIDE ALPHA-N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2 4 1 40) 
(FUCOSYLGLYCO PROTEIN ALPHA-N-ACETYLGALACTOSAM IN YLTRANSFERASE) (HISTO-BLOOD GROUP 
A TRANSFERASE) (A TRANSFERASE); GLYCOPROTEIN-FUCOSYLGALACTOSIDE ALPHA- GALACTOSYL- 
TRANSFERASE (EC 2.4.1 .37) (FUCOSYLGLYCOPROTEIN 3- ALP HA- GALACTOSYLTRANSFERASE) (HISTO- 
BLOOD GROUP B TRANSFERASE) (B TRANS FERASE)].//3.50E-72//231 aa//49%//P1 6442 
C-NT2RP3002281//Homo sapiens mRNA for KIAA0765 protein, partial cds 7/0//2286bp//99%//AB0 18308 
C-NT2RP3002286//Homo sapiens candidate tumor suppressor protein DICE1 mRNA, complete cds //0//271 9bo// 
99%//AF097645 

C-NT2 R P30023 1 1 //B ETA-GALA CTOSI DAS E PRECURSOR (EC 3.2.1.23) (LACTASEV//9 80E-103//547aa// 

43%//P48982 

C-NT2RP3002324 

C-NT2RP3002342//Human transporter protein (g1 7) mRNA, complete cds.//1 .70E-65//641 bp//65%//U49082 
C-NT2RP3002353 

C-NT2RP3002409//Homo sapiens mRNA for KIAA071 9 protein, complete cds.//0//2404bp//99%//AB01 8262 
C-NT2RP3002411//Homo sapiens steroid dehydrogenase homolog mRNA, complete cds.//0//2374bp//99%// 
AF078850 . ~ ' K 

C-NT2RP3002448 

C-NT2RP3002571//Bos taurus mRNA for lyncein.//7.30E-169//1115bp//84%//Y17923 
C-NT2RP3002664 

C-NT2RP3002721//CITRATE SYNTHASE, MITOCHONDRIAL PRECURSOR (EC 4.1 .3.7)7/5 80E-249//466aa// 
98%//O75390 

C-NT2RP3002737//Homo sapiens voltage-gated potassium channel KCNQ4 (KCNQ4) mRNA, complete cds //0// 
1 552bp//99%//AF1 05202 

C-NT2RP3002738//Homo sapiens enhancer of filamentation (HEF1) mRNA, complete cds//2 20E-47//763bD// 

65%//L43821 

C-NT2RP3002790 

C-NT2RP3002836//Homo sapiens mRNA for KIAA0463 protein, partial cds.//0//1 61 7bp//99%//AB007932 
C-NT2RP3002887 

C-NT2RP3002900//Homo sapiens CGI-109 protein mRNA, complete cds.//8.70E-298//1321bp//92%//AF151867 
C-NT2RP3002958/n-RANS-GOLGI NETWORK INTEGRAL MEMBRANE PROTEIN TGN38 PRECURSOR // 
8.00E-08//197aa//26%//P19814 
C-NT2RP3002983 

C-NT2RP3003000//Homo sapiens T-type calcium channel alpha-1 subunit mRNA, complete cds //0//3160bo// 

96%//AF051946 

C-NT2RP3003076 

C-NT2 RP3003354//S EC R ETO RY CARRIER-ASSOCIATED MEMBRANE PROTEIN 37/5.10E-55//208aa//51%// 
035609 
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C-NT2RP3003448 
C-NT2RP3003469 

C-NT2RP3003473//Homo sapiens CGI-55 protein mRNA, complete cds.//5.50E-275//1309bp//98%//AF151813 
C-NT2RP3003527//Homo sapiens mRNA for protein kinase Dyrkl B.//0//2483bp//99%//Y1 7999 
5 C-NT2RP3003532//OX-2 MEMBRANE GLYCOPROTEIN PRECURSOR (FRAGMENT).//4.40E-139//263aa// 

99%//P41217 

C-NT2RP3003535//UDP-N-ACETYLGLUCOSAMINE--PEPTIDE N-ACETYLGLUCOSAMINYLTRANSFERASE 
110 KD SUBUNIT (EC 2.4.1 .-) (O-GLCNAC TRANSFERASE P110 SUBUNIT).//8.80E-18//368aa//25%//P56558 
C-NT2RP3003559 
10 C-NT2RP3003614 

C-NT2RP3003729//HYPOTHETICAL 42.1 KD PROTEIN IN SNZ1-YPK2 INTERGENIC REGION.//5.80E-17// 
204aa//30%//Q03151 

C-NT2RP3003849//PROTEIN KINASE C, BRAIN ISOZYME (EC 2.7.1.-) (PKC) (DPKC53E(BR)). PKC1 .20E- 
1 3//1 26aa//34%//P051 30 

'5 C-NT2RP3003874//Homo sapiens incomplete cDNA for a mutated allele of a myosin class i, myh-1 C.//0//21 60bp// 

98%//AJ001381 
C-NT2RP3003963 
C-NT2RP3004000 
C-NT2RP3004025 

20 C-NT2RP3004067//Homo sapiens mRNA for NESCA, complete cds.//0//1 962bp//99%//AB026894 

C-NT2RP3004075 
C-NT2RP3004083 

C-NT2RP3004090//GOLIATH PROTEIN (G1 PROTEIN).//9.00E-33//179aa//47%//Q06003 
C-NT2RP3004119//PEREGRNN (BR140 PROTEIN).//7.30E-39//227aa//43%//P55201 
25 C-NT2RP3004130//CELL SURFACE ANTIGEN 114/A10 PRECURSOR.//8.1 0E-06//71 aa//42%//P1 9467 

C-NT2RP3004133//G LYCOS YLTRANSFER AS E ALG2 (EC 2.4.1.-)7/2.50E-48//198aa//37%//P43636 
C-NT2RP3004202 

C-NT2RP3004294//Xenopus laevis ER1 mRNA, complete cds.//1 .20E-71//335bp//79%//AF015454 
C-NT2RP3004309//Homo sapiens mRNA- cDNA DKFZp586C201 (from clone DKFZp586C201).//0//2584bp// 
30 99%//AL050118 

C-NT2RP3004321 

C-NT2RP3004345//N2,N2-DIMETHYLGUANOSINE TRNA METHYLTRANSFERASE PRECURSOR (EC 
2.1 .1 .32).//3.90E-18//279aa//27%//P15565 
C-NT2RP3004355 
35 C-NT2RP3004374 

C-NT2RP3004406//HYPOTHETICAL 37.4 KD PROTEIN IN IRR1-TIM44 INTERGENIC REGION.//3.20E-15// 
165aa//33%//P40544 

C-NT2RP3004481//BUTYROPHILIN PRECURSOR (BT) 7/8 .50 E-22//276aa//32%//Q 62556 
C-NT2RP3004552//COM PLEM ENT RECEPTOR TYPE 1 PRECURSOR (C3B/C4B RECEPTOR) (CD35 ANTI- 
40 GEN)y/8.50E-24//263aa//3.3%//P1 7927 

C-NT2RP3004557//Human Ki nuclear autoantigen mRNA, complete cds.//0//2181bp//96%//U11292 
C-NT2RP3004625//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds.//0//1339bp//99%// 
AF082516 

C-NT2RP3004640//BOS taurus tuftelin mRNA, complete cds.//0//1204bp//88%//AF 105228 
45 C-NT2RP3004647//PUTATIVE MITOCHONDRIAL CARRIER YMR166C.//2.00E-15//220aa//27%//Q03829 

C-NT2RP4000108//Human gene for neurofilament subunit NF-L7/0//1998bp//99%//X05608 
C-NT2RP4000634//Homo sapiens mitogen -activated protein kinase kinase kinase MEKK2 mRNA, complete cds.// 
0//1 501 bp//98%//AF1 1 1 1 05 

C-NT2RP4000962//SPORULAT1ON-SPECIFIC PROTEIN 1 (EC 2.7.1 .-).//2.60E-18//225aa//32%//P08458 
so C-NT2RP4001 001 //Homo sapiens clone 24856 mRNA sequence, complete cds.//3.90E-301//1374bp//99%// 

AF1 31856 

C-NT2RP4001009//Homo sapiens mRNA for farnesylated-proteins converting enzyme 1 .//0//2965bp//99%// 
Y13834 

C-NT2RP4001467//Human placental cDNA coding for 5'nucleotidase (EC 3.1 .3.5).//0//2140bp//99%//X55740 
55 C-NT2RP4001877//Homo sapiens ribonucleoprotein RBM8 (RBM8) mRNA, complete cds.//0//2770bp//99%// 

AF1 27761 
C-NT2RP4001879 

C-NT2RP4002187//Homo sapiens steroid dehydrogenase homolog mRNA, complete cds.//0//2373bp//99%// 
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AF078850 

C-NT2RP4002451 

C-NT2RP4002715 

C-NT2RP4002750//Mus musculus cationic amino acid transporter (CAT3) mRNA, complete cds.//1.00E-310// 
2084bp//81%//U70859 

C-OVARC1000003//Homo sapiens sodium dependent phosphate transporter isoform NaPi-3b mRNA, complete 
cds.//4.30E-220//1 1 58bp//94%//AF1 1 1 856 
C-OVARC1 000090 

C-OVARC1 0001 05//UBIQUITI N-CON JUG ATING ENZYME E2-28.4 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN).//4.20E-47//171aa//56%//P33296 
C-OVARC1 000137 

C-OVARC1000208//Human calcium-dependent group X phospholipase A2 mRNA, complete cds//1 .50E-61// 
365bp//90%//U95301 

C-OVARC1000255//H.sapiens syk mRNA for protein-tyrosine kinase.//0//1525bp//97%//Z29630 

C-OVARC1 000275//DESMOPLAKIN I AND II (DPI AND DPII) (FRAGMENT).//9.90E-16//352aa//23%//P15924 

C-OVARC1 000298 

C-OVARC1 000307//HYPOTHETICAL 29.7 KD PROTEIN CY339.027/3.00E-19//194aa//35%//Q50658 
C-OVARC1 00031 3//PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) (EC 5.3.4. 1)7/3. 00E-24//353aa// 
27%//Q12730 

C-OVARC1000331//GMP REDUCTASE (EC 1.6.6.8) (GUANOSINE 5'-MONOPHOSPHATE OXIDOREDUCT- 
ASE)7/9.40E-44//1 06aa//59%//P36959 

C-OVARC1 00041 0//Homo sapiens angiopoietin Y1 mRNA, complete cds.//2.10E-63//744bp//69%//AF1 07253 
C-OVARC1 000439//HYPOTHETICAL 64.3 KD GTP-BINDING PROTEIN C02F5.3 IN CHROMOSOME III.//1 .40E- 
33//1 43aa//53%//P34280 
C-OVARC1 000467 

C-OVARC1000529//PROBABLE SERINE/THREONINE-PROTEIN KINASE YKL101W (EC 2.7.1 .-).//1 .40 E-23// 
165aa//39%//P34244 

C-OVARC1000553//DIPEPTIDYL PEPTIDASE IV (EC 3.4.14.5) (DPP IV) (THYMOCYTE-ACTIVATING MOLE- 
CULE) (THAM).//1 .30E-23//169aa//40%//P28843 
C-OVARC 1000775 

C-OVARC1 00081 1 //PLASM INOGEN (EC 3.4.21.7) (FRAGMENT).//6.40E-13//115aa//34%//Q01177 
C-OVARC1 000853 

C-OVARC1000873//N-ACETYLGLUCOSAMINE-6-SULFATASE PRECURSOR (EC 3.1.6.14) (G6S) (GLU- 
COSAMINE-6-SULFATASE)7/1 .00E-09//83aa//40%//P50426 

C-OVARC1 00091 6//H.sapiens PISSLRE mRNA.//7.30E-280//1 1 1 7bp//95%//X78342 
C-OVARC1000956//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG 
PROTEIN).//2.20E-09//250aa//28%//P1 7437 
C-OVARC1 000995 

C-OVARC1 001 030//Homo sapiens mRNA for KIAA0886 protein, complete cds.//0//907bp//99%//AB020693 
C-OVARC 1 001 049//TRANSCRIPTION FACTOR HES-1 (C-HAIRY1)7/7.50E-14//96aa//36%//O57337 
C-OVARC1001086//Homo sapiens cyclin T2a mRNA, complete cds.//0//1593bp//98%//AF048731 
C-OVARC1001132//GC-RICH SEQUENCE DNA-BINDING FACTOR (GCF) (TRANSCRIPTION FACTOR 9)(TCF- 
9).//2.30E-44//268aa//36%//P1 6383 

C-OVARC1001163//HYPOTHETICAL49.3 KD PROTEIN C30D11.06C IN CHROMOSOME l.//2.30E-20//152aa// 

30%//Q09906 

C-OVARC1001222 

C-OVARC1001260 

C-OVARC 1 00 1336//Homo sapiens sodium dependent phosphate transporter isoform NaPi-3b mRNA, complete 
cds.//0//1 435bp//99%//AF1 1 1 856 

C-OVARC 1 00 1 338//AUTO PH AG Y SERINE/THREONINE-PROTEIN KINASE APG1 (EC 2.7.1 .-)7/8.80E-30// 
1 25aa//40%//P53 1 04 

C-OVARC1001569//PROBABLE SERINE/THREONINE-PROTEIN KINASE YKL101W (EC 2.7.1 .-) 7/1 .50 E-22// 
164aa//39%//P34244 

C-OVARC1001570//Homo sapiens beta-site APP cleaving enzyme (BACE) mRNA, complete cds.//0//1 792bp// 
100%//AF1 90725 

C-OVARC1001596//Homo sapiens Art-like 2 binding protein BART1 mRNA, complete cds.//0//1766bp//99%// 
AF1 26062 

C-OVARC1001607//Human beta-1 ,2- N-acetylg I ucosaminy (transferase II (MGAT2) gene, complete cds.//0// 
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1836bp//96%//U15128 

C-OVARC1001725//Homo sapiens patched related protein TRC8 (TRC8) gene, exon 1 and partial cds.//0// 

1 624bp//99%//AF064800 

C-OVARC1001727 

5 C-OVARC1001807//Human TR3 orphan receptor mRNA, complete cds.//1 .10E-243//1145bp//98%//L13740 

C-OVARC1001833//CIS-GOLGI MATRIX PROTEIN GM130.//6.60E-136//363aa//76%//Q62839 
C-OVARC1 001 952//TRICHOHYALIN.//3.30E-1 6//487aa//27%//Q07283 

C-OVARC1 001 991 //VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV3.3 (KSHIIID).//8.30E-06//114aa// 
35%//Q01956 

10 C-OVARC1002058//Human 18S rRNA gene, complete.//1 . 50 E-164//921bp//91%//M 10098 

C-OVARC1002178 

C-PLACE1000033//VON WILLEBRAND FACTOR PRECURSORV/3.80E-17//190aa//28%//Q28295 
C-PLACE1 000231 //Rattus norvegicus WAP four-disulfide core domain protein (ps20) mRNA, complete cds.// 
2.70E-1 01//947bp//74%//AF037272 
15 C-PLACE1000258//ZINC FINGER. PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//1 .70E-55//431 aa// 

35%//Q05481 . 

C-PLACE1000442//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT).//1 .00E-88//21 3aa//67%//P1 641 5 
C-PLACE1 000560 

C-PLACE1000740//Mus musculus (Notch2) mRNA, complete cds.//5.60E-122//893bp//81%//M93661 
20 C-PLACE1000907//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1 ).//1 .30E-204//396aa//85%// 

P51522 

C-PLACE1000912 

C-PLACE1 00091 4//Homo sapiens PB39 mRNA, complete cdsy/7.50E-88//500bp//69%//AF045584 
C-PLACE1 000927//HYPOTHETICAL 20.9 KD PROTEIN B0563.3 IN CHROMOSOME X.//6.30E-21//123aa// 
25 37%//Q11079 

C-PLACE1000986//Homo sapiens mRNA; cDNA DKFZp586C1817 (from clone DKFZp586C1817).//0//2055bp// 
99%//AL1 17450 

C-PLACE1001016//SODIUM CHANNEL PROTEIN PARA (PARALYTIC PROTEIN).//6.80E-12//133aa//28%// 
P35500 

30 C-PLACE1001100//Homo sapiens nephrin (NPHS1) mRNA, complete cds//3.10E-46//323bp//84%//AF035835 

C-PLACE1001114//HYPOTHETICAL BHLF1 PROTEIN.//9.20E-06//389aa//31%//P03181 

C-PLACE1 00 1 1 23//I NTESTI NAL MEMBRANE A4 PROTEIN (DIFFERENTIATION-DEPENDENT PROTEIN A4).// 
5.00E-08//95aa//31 %//Q04941 
C-PLACE1001183 
35 C-PLACE1001229 

C-PLACE1 001 231 //Rattus norvegicus sodium-dependent multi-vitamin transporter (SMVT) mRNA, complete 
cds.//2.20E-1 37//91 8bp//80%//AF026554 

C-PLACE1 001 340//MITOCHONDRIAL PRECURSOR PROTEINS IMPORT RECEPTOR (72 KD MITOCHONDRI- 
AL OUTER MEMBRANE PROTEIN) (MITOCHONDRIAL IMPORT RECEPTOR FOR THE ADP/ATP CARRIER) 
40 (TRANSLOCASE OF OUTER MEMBRANE TOM70).//1 .20E-23//231aa//31%//P23231 

C-PLACE1 001 401 //HIGH AFFINITY IMMUNOGLOBULIN EPSILON RECEPTOR BETA-SUBUNIT (FCERI) (IGE 

FC RECEPTOR, BETA-SUBUNIT).//3.70E-18//148aa//39%//P 13386 

C-PLACE1001407 

C-PLACE1001464//Human placental cDNA coding for 5'nucleotidase (EC 3.1 .3.5).//0//2756bp//99%//X55740 
45 C-PLACE1001500//Homo sapiens RecQ5 mRNA for DNA helicase, complete cds.//2.30E-271//1230bp//99%// 

AB006533 

C-PLACE1 00151 6//240 KD PROTEIN OF ROD PHOTORECEPTOR CNG-CHANNEL [CONTAINS: GLUTAMIC 
ACID-RICH PROTEIN (GARP); CYCLIC-NUCLEOTIDE-GATED CATION CHANNEL4 (CNG CHANNEL4) (CNG- 
4) (CYCLIC NUCLEOTIDE-GATED CATION CHANNEL MODULATORY SUBUNIT)].//2.30E-08//274aa//28%// 
50 Q28181 

C-PLACE1001536 

C-PLACE1001564//H.sapiens mRNA for HE6 Tm7 receptor.//5.10E-36//499bp//70%//XB1892 
C-PLACE1 001 655//Homo sapiens Shab-related detayed-rectifier K+ channel alpha subunit (KCNS3) mRNA, com- 
plete cds.//0//1 708bp//99%//AF043472 
55 C-PLACE1001788 

C-PLACE1 001 795//HYPOTHETICAL 30.6 KD PROTEIN IN SCP160-SMC3 INTERGENIC REGION PRECUR- 
SOR.//3.40E-20//1 59aa//40%//P47032 

C-PLACE1001836//ENV POLYPROTEIN PRECURSOR (COAT POLYPROTEIN) [CONTAINS: OUTER MEM- 
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BRANE PROTEIN GP70; TRANSMEMBRANE PROTEIN P20E] 7/5.00 E-27//1 34aa//47%//P 10269 
C-PLACE1 001 91 8//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHE- 
ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPO- 
NENT) 7/2 .30 E-53//339aa//33%//P32802 

C-PLACE1 001 949//PROBABLE CALCIUM-TRANSPORTING ATPASE 9 (EC 3.6.1 .38)7/3.00E-75//31 5aa//44%// 
Q 12697 

C-PLACE1002080//Homo sapiens antigen NY-CO-9 (NY-CO-9) mRNA, partial cds.//0//1588bp//99%//AF039691 
C-PLACE1 002095 

C-PLACE1002153//Homo sapiens TACC2 protein (TACC2) mRNA, partial cds7/0//1202bp//99%//AF095791 
C-PLACE1 002329//EPIDERMAL GROWTH FACTOR RECEPTOR KINASE SUBSTRATE EPS87/6 50E-105// 
213aa//45%//Q08509 

C-PLACE1 002355//COMPLEMENT C4 PRECURSOR [CONTAINS: C4A ANAPHYLATOXIN]7/4 20E-12//131aa// 
40%//P01029 

C-PLACE1 002374//Human mRNA for pro-cathepsin L (major excreted protein MEP)7/1 .30E-31 3//1 363bp//97%// 
X12451 

C-PLACE1 00251 8//Homo sapiens multiple membrane spanning receptor TRC8 (TRC8) mRNA, complete cds.// 
2.50E-14//396bp//64%//AF064801 

C-PLACE1 002547//MITOCHONDRIAL PRECURSOR PROTEINS IMPORT RECEPTOR (72 KD MITOCHONDRI- 
AL OUTER MEMBRANE PROTEIN) (MITOCHONDRIAL IMPORT RECEPTOR FOR THE A DP/ATP CARRIER) 
(TRANSLOCASE OF OUTER MEMBRANE TOM70)7/2.30E-28//277aa//31%//P23231 

C-PLACE1002726//Oryctolagus cuniculus mRNA for epithelial calcium channel (ECaC).//2.80E-202//926bp// 
82%//AJ133128 

C-PLACE1002905//ENDOZEPINE-RELATED PROTEIN PRECURSOR (MEMBRANE-ASSOCIATED DIAZEPAM 
BINDING INHIBITOR) (MA-DBI)7/2.40E-37//188aa//40%//P07106 

C-PLACE1 00291 1//POLIOVIRUS RECEPTOR HOMOLOG PRECURSOR7/4.50E-39//345aa//32%//P32507 
C-PLACE1002967//HIGH AFFINITY IMMUNOGLOBULIN EPSILON RECEPTOR BETA-SUBUNIT (FCERI) (IGE 
FC RECEPTOR, BETA-SUBUNIT)7/4.60E~08//156aa//30%//Q01362 

C-PLACE1 0031 35//SPORULATION-SPECIFIC PROTEIN 1 (EC 2.7.1 .-).//1 .30E-47//21 0aa//49%//P08458 
C-PLACE1003163//Homo sapiens DBI-related protein mRNA, complete cds.//1 .00E-294//1344bp//99%// 
AF069301 

C-PLACE1003407//Homo sapiens putative transmembrane protein (CLN5) mRNA, complete cds.//0//1965bp// 
99%//AF068227 

C-PLACE1003428//Homo sapiens mRNA for VNN1 protein7/1 .80E-142//676bp//72%//AJ 132099 
C-PLACE1 003438 
C-PLACE1 003460 

C-PLACE1 003529//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAG- 
M ENT)7/1 .30E-09//281 aa//22%//P1 1 414 

C-PLACE1003573//T-CELL SURFACE GLYCOPROTEIN YE1/48 (T LYMPHOCYTE ANTIGEN A1) (LY49-A AN- 
TIGEN) 7/3 . 70E- 1 6//226aa//26%//P20937 

C-PLACE1 003598//TRP-ASP REPEATS CONTAINING PROTEIN RBA-17/1 .80E-07//161aa//27%//P90917 
C-PLACE1 003644 

C-PLACE1 003737//TOLL PROTEIN PRECURSOR.//5.40E-07//203aa//27%//P08953 

C-PLACE1 003772//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN)// 
2 . 40 E- 1 2//1 24aa//38%//P 1 3983 

C-PLACE1 003839//Homo sapiens putative G protein-coupled receptor (RAIG1 ) mRNA, complete cds7/8 1 0E-1 8// 
771bp//58%//AF095448 

C-PLACE1 003845//PUTATIVE UDP-GLUCOSE 4-EPIMERASE (EC 5.1.3.2) (GALACTOWALDENASE) (UDP- 
GALACTOSE 4-EPIMERASE) 7/3. 40E-37//302aa//30%//Q57664 

C-PLACE1003852//Homo sapiens mRNA for KIAA0758 protein, partial cds7/0//1667bp//99%//AB018301 
C-PLACE1 004028 

C-PLACE1 004078//Bovine mRNA for adseverin, complete cds.//0//221 8bp//89%//D26549 
C-PLACE1 0041 66//CREB-BINDING PROTEIN.//1 .80E-12//147aa//35%//P45481 

C-PLACE1 0041 68//GENERAL NEGATIVE REGULATOR OF TRANSCRIPTION SUBUNIT 1 7/9.1 0E-62//485aa// 

32%//P25655 

C-PLACE1004199 

C-PLACE1 004279//HYPOTHETICAL 59.1 KD PROTEIN ZK637.1 IN CHROMOSOME III.//1 40E-08//166aa// 
30%//P30638 

C-PLACE1004282//MONO- AND DIACYLGLYCEROL LIPASE PRECURSOR (EC 3.1.1.-) (MDGL)7/2.10E-1 VI 
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189aa//30%//P25234 

C-PLACE1 004305//RAS-RELATED PROTEIN RAC1 .//9.60E-29//197aa//41%//P40792 
C-PLACE1 004441 //Human G protein-coupled receptor (GPR1) gene, complete cds.//0//1880bp//98%//U 13666 
C- P LAC E 1 004450//AM I N O P E PT I DAS E N (EC 3.4.11.2) (MICROSOMAL AMINOPEPTIDASE) (LEUKEMIA AN- 
5 TIGEN CD13).//1.30E-91//562aa//35%//P15541 

C-PLACE1004482//Rattus norvegicus hematopoietic lineage switch 2 related protein (Hls2-rp) mRNA, complete 
cds.//1 .90E-246//1 643bp//83%//AF097723 

C-PLACE1004492/A/ERPROLIN//3.30E-07//149aa//29%//P37370 
C-PLACE1004519 

10 C-PLACE1004520//Human pregnancy-specific beta-glycoprotein d mRNA, complete cds.//9.10E-279//882bp// 

88%//M20881 

C-PLACE1004630//Homo sapiens ten integrin EGF-like repeat domains protein precursor (ITGBL1) mRNA, com- 
plete cds.//1 .00E-138//643bp//99%//AFO72752 
C-PLACE1 004637 

15 C-PLACE1 004648//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA- GLUCOSI- 

DASE) (1 ,4-ALPHA-D-GLUCAN GLU CO HYDROLASE) 7/1. 40 E-18//395aa//25%//P08640 
C-PLACE1 00481 6//Homo sapiens mRNA for Hakata antigen, complete cds.//1 .00E-166//856bp//94%//D88587 
C-PLACE1004887//GOLIATH PROTEIN (G1 PROTENN).//4.80E-33//179aa//47%//Q06003 
C-PLACE1005003//PROSTASIN PRECURSOR (EC 3.4.2 1.-)7/2.20E-52//269aa//41%//Q1 6651 

20 C-PLACE1 005005//Homo sapiens ubiquitin conjugating enzyme G2 (UBE2G2) mRNA, complete cds7/4.1 OE-261// 

1 209bp//98%//AF032456 

C-PLACE1005031//CHLORINE CHANNEL PROTEIN P64.//8.00E-92//205aa//87%//P35526 

C-PLACE1 005239//Homo sapiens mRNA for HIRI P3 protein (clone pH4-31 , PH4-1 7).//1 .80E-235//1 01 0bp//84%// 

AJ2233511 

25 C-PLACE1005250//Homo sapiens D-type cyclin -interacting protein 1 (DIP1) mRNA, complete cds.//0//1046bp// 

96%//AF082569 

C-PLACE1005383//Homo sapiens UP50 mRNA, complete cds.//0//2019bp//99%//AF093118 
C-PLACE1 00541 0//Canis familiaris sec61 homologue mRNA, complete cds J/2 .40 E-204//673bp//89%//M 96629 
C-PLACE1005426//Human pregnancy-specific beta 1 -glycoprotein 4 (PSG4) clone FL-64 mRNA, complete cds.// 
30 0//1 629bp//95%//U1 8469 

C-PLACE1 00551 9//Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds.//4.60E-1 08//1 070bp//73%// 
AF024636 

C-PLACE1005539//ACTIN POLYMERIZATION INHIBITOR (HEAT SHOCK 25 KD PROTEIN) (25-KD IAP).// 
3.1 0E-08//84aa//34%//O00649 

35 C-PLACE1005544//Mus musculus junctional adhesion molecule (Jam) mRNA, complete cds.//2.00E-159// 

1237bp//76%//U89915 

C-PLACE1 005569//Homo sapiens mRNA for Z39lg protein.//0//1 768bp//99%//AJ1 32502 
C-PLACE1 005601 

C-PLACE1 005660//HYPOTHETICAL 64.3 KD GTP-BINDING PROTEIN C02F5.3 IN CHROMOSOME III.//1 .90E- 
40 33//143aa//53%//P34280 
C-PLACE1 005669 

C-PLACE1005682//B-CELL LYMPHOMA 3-ENCODED PROTEIN (BCL-3 PROTEIN).//4.90E-09//183aa//33%// 
P20749 

C-PLACE1 005725//HYPOTHETICAL 55.1 KD PROTEIN B0416.5 IN CHROMOSOME X.//7.60E-1 7//295aa// 
45 27%//Q11073 

C-PLACE1005736//Human mRNA for BAS-GRIP protein. //0//2378bp//99%//E1 6311 C-PLACE1005745//ORM1 
P ROTE I N J 12 . 40 E- 1 7//1 37aa//35%// P53224 
C-PLACE1 005768 

C-PLACE1 00581 5//COLO RECTAL MUTANT CANCER PROTEIN (MCC PROTEIN).//1 .50E-26//274aa//26%// 
50 P23508 

C-PLACE1 005878//Bovine chlorine channel protein (p64) mRNA, complete cds.//5.90E-1 37//889bp//85%//L1 6547 
C-PLACE1 005927//HYPOTHETICAL 35.8 KD PROTEIN C12G12.12 IN CHROMOSOME I.//1 .60E-38//333aa// 
33%//Q09875 

C-PLACE1 006071 //LAMININ BETA-1 CHAIN PRECURSOR (LAMININ B1 CHAIN).//6.00E-08//215aa//26%// 
55 P02469 

C-PLACE1006073//Homo sapiens mRNA for glucuronyltransferase I, complete cds.//4.10E-316//1020bp//96%// 
AB009598 

C-PLACE1006079//Homo sapiens distal-less homeobox protein (DLX3) gene, complete cds.//0//1 379bp//97%// 
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AF028233 
C-PLACE1 006093 

C-PLACE1006208//Homo sapiens nGAP mRNA, complete cds.//3.30E-151//694bp//100%//AF047711 
C-PLACE1 00621 9// PUTATIVE UDP-GLUCOSE 4-EPIMERASE (EC5.1.3.2) (GALACTOWALDENASE) (UDP- 
GALACTOSE 4-EPIMERASE).//3.50E-37//302aa//30%//Q57664 

C-PLACE1006277//Homo sapiens mRNA for Z39lg protein.//0//1 76 8bp//99%//AJ 132502 
C-PLACE1 006290//GLYCOSYLTRANSFERASE ALG2 (EC 2.4. 1 .-).//8.50E-75//301 aa//39%//P43636 
C-PLACE1006443//Homo sapiens PB39 mRNA, complete cds7/4.30E-98//553bp//70%//AF045584 
C-PLACE1 00651 5//Homo sapiens mRNA for KIAA0576 protein, partial cds.//0//2846bp//99%//AB011148 
C-PLACE1 00671 6//30 KD ADIPOCYTE COMPLEMENT-RELATED PROTEIN PRECURSOR (ACRP30) (ADI- 
POCYTE SPECIFIC PROTEIN ADIPOQ)7/4.60E-25//181aa//35V/Q60994 
C-PLACE1 006786 

C-PLACE1006809//SLS1 PROTEIN PRECURSOR7/9.10E-10//273aa//27%//P08124 
C- PLACE 1006959 

C-PLACE1007028//Homo sapiens TDAG51/lp1 homologue 1 (TIH1) mRNA, complete cds 7/1 .40 E-307//1 423b d// 
99%//AF151100 H 
C-PLACE1 007040 

C-PLACE1007077//Homo sapiens mRNA for KIAA0977 protein, complete cds.//0//2578bp//99%//AB023194 
C-PLACE1 007081 //COAGULATION FACTOR V PRECURSOR (ACTIVATED PROTEIN C COFACTOR) IIS 0OE- 
20//247aa//34%//Q281 07 

C- PLACE 1007096//PUTATIVE SUGAR TRANSPORT PROTEIN GUTA7/2.70E-17//174aa//27%//O34368 
C-PLACE1007296//Human mRNA for a presumptive KDEL receptor.//1 .10E-185//1038bp//91%//X55885 
C-PLACE1 007591 

C-PLACE1007626//Homo sapiens unknown mRNA, complete cds.//3.00E-246//1122bp//99%//AF047439 
C-PLACE1007702//Mus musculus TRA1 mRNA, complete cds7/7.50E-41//662bp//64%//D78335 
C-PLACE1007845//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-) 7/4.80 E-1 4//1 58aa//40%//P43636 
C-PLACE1 007881 //HYPOTHETICAL 69.4 KD PROTEIN F13H10.3 IN CHROMOSOME IV.//3 10E-99//504aa// 
42%//Q 19425 
C- PLACE 1007971 

C-PLACE1008282//HEME-REGULATED EUKARYOTIC INITIATION FACTOR EIF-2-ALPHA KINASE (EC 2 7 1 -) 
(HRI)7/7.10E-274//627aa//82%//P33279 

C-PLACE1008297//MYOSIN HEAVY CHAIN KINASE B (EC 2.7.1.129) (MHCK B).//1 .30E-14//187aa//33%// 
P90648 

C-PLACE1008359//BEM46 PROTEIN (FRAG ME NT) 7/1 .70E-50//289aa//42%//P54069 
C-PLACE1 008469 

C-PLACE1008549//Homo sapiens Ets transcription factor ESE-2b mRNA, complete cds.//0//2274bo//99%// 
AF1 15403 

C-PLACE1008657//Bovine mRNA for adseverin, complete cds.//7.80E-227//1246bp//90%//D26549 

C-PLACE1 00871 6//Human beta- 1 ,2-N-acetylglucosaminyltransf erase II (MGAT2) gene, complete cds//0// 

1888bp//99%//U15128 

C-PLACE1008744//P-SELECTIN PRECURSOR (GRANULE MEMBRANE PROTEIN 140) (GMP-140) (PADGEM) 
(CD62P) (LEUKOCYTE-ENDOTHELIAL CELL ADHESION MOLECULE 3) (LECAM3)7/4.80E-32//338aa//30%// 
Q01102 

C-PLACE1 008984 

C-PLACE1008985//Mus musculus synaptotagmin VIII mRNA, partial cds.//3.80E-140//650bp//81%//U20107 

C-PLACE1 009067 

C-PLACE1009196 

C-PLACE1009279//CDNA encoding novel physiologically active protein which have serine protease activity// 
6.60E-86//1414bp//64%//E12965 

C-PLACE1 009527//Oryctolagus cuniculus mRNA for epithelial calcium channel (ECaC)7/1 .20E-87//585bp//83%// 

AJ133128 

C-PLACE1 009546 

C-PLACE1009600//Mouse mRNA for tetracycline transporter-like protein, complete cds.//1 10E-264//924bo// 

88%//D883l5 

C-PLACE1 009735 

C-PLACE1009982//SALIVARY GILUE PROTEIN SGS-3 PRECURSOR 7/5 .20E-08//1 66aa//28%//P02840 
C-PLACE1010011//Homo sapiens AAPT1-like protein mRNA, partial cds.//1.70E-237//1092bp//99%//AF047431 
C-PLACE1 01 0078//ORM1 PROTEIN.//3.70E-1 9//137aa//37%//P53224 
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C-PLACE1 01 0081 //Homo sapiens serineAhreonine kinase RICK (RICK) mRNA, complete cds.//0//2033bp//99%// 
AF027706 

C-PLACE1010251//FIBRILLIN 2 P R ECU RSOR.//1 .70E-31//20 1aa//35%//Q6 1555 
C-PLACE1010445 

5 C-PLACE1010713//Homo sapiens steroid dehydrogenase homolog mRNA, complete cds.//0//2374bp//99%// 

AF078850 

C-PLACE1010784//Homo sapiens orphan G protein-coupled receptor (GPR34) gene, complete cds.//2.30E-252// 
1 1 46bp//99%//AF039686 

C-PLACE1010827//COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR (FRAGMENT) V/1 .90E- 

10 1 9//1 63aa//34%//P49020 

C-PLACE1010968//PROTEIN-TYROSINE PHOSPHATASE DLAR PRECURSOR (EC 3.1.3.48) (PROTEIN- TY- 
ROSINE-PHOSPHATE PHOSPHOHYDROLASE)7/3.40E-30//690aa//26%//P16621 
C-PLACE1011045//Homo sapiens E1 -like protein mRNA, complete cds.//0//2376bp//99%//AF09451 6 
C-PLACE1011116//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1 .3) (GLUCAN 1 ,4-ALPHA-GLUCOSIDASE) 

15 (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//3.30E-09//234aa//27%//P08640 

C-PLACE1011181//MSP1 PROTEIN HOMOLOG .//9.40E-82//353aa//47%//P5481 5 
C-PLACE1011236//Mus musculus mRNA for RST, complete cds.//1 .70E-90//1398bp//65%//AB005451 
C-PLACE1011364//MYOTONIN-PROTEIN KINASE (EC 2.7.1.-) (MYOTONIC DISTROPHY PROTEIN KINASE) 
(MDPK) (DM-KINASE) (DMK) (DMPK) (MT-PK).//2.20E-09//153aa//32%//Q09013 

20 C-PLACE1011407//ZINC FINGER PROTEIN 184 (FRAGMENT).//! .80E-133//342aa//59%//Q99676 

C-PLACE1 01 1 51 6//HYPOTHETICAL 21.5 KD PROTEIN IN SEC15-SAP4 INTERGENIC REGION.//1 .30E-13// 
139aa//34%//P53073 

C-PLACE1011 708//Homo sapiens intrinsic factor-B1 2 receptor precursor, mRNA, complete cds.//0//1 840bp//98%// 
AF034611 

25 C-PLACE1 011 824//Human Ste20-like kinase (MST2) mRNA, complete cds.//6.40E-202//561 bp//92%//U26424 

C-PLACE1011978//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//1 .10E-194//547aa// 
57%//Q05481 

C-PLACE20001 1 8//WISKOTT-ALDRICH SYNDROME PROTEIN HOMOLOG (WASP).//3.20E-27//205aa//43%// 
P70315 
30 C-PLACE2000219 

C-PLACE30001 81 //Human protocadherin 42 mRNA, complete cds for abbreviated PC42.//0//2719bp//95%// 
L11370 

C-PLACE3000213//COMPLEMENT RECEPTOR TYPE 2 PRECURSOR (CR2) (COMPLEMENT C3D RECEP- 
TOR). //4. 60 E-68//31 7aa//34%//P1 9070 
35 C-PLACE4000354//COMPLEMENT RECEPTOR TYPE 1 PRECURSOR (C3B/C4B RECEPTOR) (CD35 ANTI- 

GEN).//! .00E-1 29//482aa//29%//P1 7927 
C-PLACE4000455 
C-SKNMC1 000004 
C-SKNMC1000014 

40 C-SKNMC1000082//BRITTLE-1 PROTEIN PRECURSOR7/3.70E-31//307aa/130%//P29518 

C-THYRO1000036//Homo sapiens collagen alpha 3 type IX (COL9A3) mRNA, complete cds.//1 .20E-258// 
1376bp//93%//L41162 

C-THYRO1000061//Mus musculus mRNA for UBE-1c1, UBE-1c2, UBE-1c3, complete cds.//1 .40 E-1 17//1126bp// 
74%//AB030505 
45 C-THYROI 000099 

C-THYROI 0001 96//Homo sapiens Ksp-cadherin (CDH1 6) mRNA, complete cds.//0//1 632bp//91%//AF01 6272 
C-THYRO1000400//Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 25795.//0//1 893bp//99%// 
AL1 09665 

C-THYRO1000580//ZINC FINGER PROTEIN 184 (FRAGMENT).//9.90E-114//279aa//59%//Q99676 
50 C-THYRO1000584//EPIDIDYMIS-SPECIFIC ALPHA-MANNOSIDASE (EC 3.2.1.24) (ALPHA-D-MANNOSIDE 

MANNOHYDROLASE) (135 KD PROTEIN).//5.40E-127//335aa//71%//Q28949 
C-THYRO1000678//Homo sapiens Cx30 gene.//0//1741 bp//97%//AJ005585 

C-THYRO1000776//PROBABLE SULFATE PERMEASE SPBC3H7.02.//1 .30E-68//442aa//36%//O74377 
C-THYROI 000795//C.elegans mRNA for Oxoglutarate/malate carrier protein.//8.80E-42//821 bp//63%//X7611 4 
55 C-THYROI 000846 

C-THYRO1000866//SHK1 KINASE-BINDING PROTEIN 1 7/4.40 E-91//449aa//44%//P78963 
C-THYRO1000956//Human G protein-coupled receptor APJ gene, complete cds.//0//1583bp//99%//U03642 
C-THYRO1000964//Drosophila melanogaster Pelle associated protein Pellino (Pli) mRNA, complete cds.//1 .10E- 
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34//759bp//63%//AF091 624 
C-THYR01 000999 
C-THYRO1001063 

C-THYRO1001071//GAMMA-ADAPTIN (GOLGI ADAPTOR HA1/AP1 ADAPTIN GAMMA SUBUNIT) (CLATHRIN 
ASSEMBLY PROTEIN COMPLEX 1 GAMMA LARGE CHAIN).//8.20E-14//157aa//33%//P22892 
C-THYRO1001102 

C-THYRO1001113//Homo sapiens mRNA; cDNA DKFZp564E1 616 (from clone DKFZp564E161 6) //0//1361bo// 
99%//AL096713 

C-THYRO1001128//Homo sapiens mRNA for hypothetical protein (C9orf9 gene).//6.40E-155//648bp//99%// 
AJ01 1 375 

C-THYRO1001205 

C-THYRO1001237//PHYTOENE DEHYDROGENASE (EC 1.3.-.-) (PHYTOENE DESATURASE) (ALBINO-1 
PROTEIN).//3.10E-13//346aa//22%//P21334 

C-TH YR01 001 242//Homo sapiens cleft lip and palate transmembrane protein 1 (CLPTM 1 ) mRNA, complete cds // 
0//2468bp//99%//AF037339 

C-TH YR01 001 266//Human sodium iodide symporter mRNA, complete cds.//7.20E-81//1466bp//62%//U66088 
C-THYRO1001327 

C-THYRO1001456//HYPOTHETICAL 56.2 KD PROTEIN CY31 .25C.//9. 40 E-32//355aa//31%//Q 10555 
C-TH YR01 001 457//H.sapiens mRNA for protein kinase C mu7/2.30E-218//1183bp//73%//X75756 
C-THYRO10O1471 

C-THYRO1001478//CYTOCHROME B-245 HEAVY CHAIN (P22 PHAGOCYTE B-CYTOCHROME) (NEU- 
TROPHIL CYTOCHROME B, 91 KD POLYPEPTIDE) (CGD91-PHOX) (GP91-PHOX) (CYTOCHROME B(558) 
BETA CHAIN) (SUPEROXIDE-GENERATING NADPH OXIDASE HEAVY CHAIN SUBUNIT) //8 90E-50//296aa// 
35%//P04839 
C-THYRO1001495 

C-THYRO1001523//Homo sapiens mRNA for TM7XN1 protein .//0//3663bp//99%//AJ01 1001 

C-TH YROI 001 529//SERINE PALMITOYLTRANSFERASE 2 (EC 2.3.1 .50) (LONG CHAIN BASE BIOSYNTHESIS 

PROTEIN 2) (SPT 2).//5.50E-25//115aa//53%//Q09925 

C-TH YR01 001 593//PUTATIVE SERINE/THREONINE-PROTEIN KINASE P78 (EC 2.7.1 -) //3 10E-203//550aa// 

62%//P27448 

C-THYRO1001608 

C-THYRO1001641//Homo sapiens CGI-57 protein mRNA, complete cds.//0//1668bp//99%//AF151815 
C-THYRO1001700//SERINE/THREONINE PROTEIN KINASE RIP (EC 2.7.1.-) (CELL DEATH PROTEIN RIP) 
(RECEPTOR INTERACTING PROTEIN).//9.70E-33//268aa//37%//Q60855 

C-TH YR01 001 702//Mus muscuius mRNA for myeloid associated differentiation protein.//1 .50E-128//1204bp// 

73%//AJ001 61 6 

C-THYRO1001725 

C-THYRO1001770//PROBABLE SERINE/THREONINE-PROTEIN KINASE YNL020C (EC 2 7 1 -) //6 30E-20// 
169aa//35%//P53974 . ' ' ' 

C-THYRO1001803 

C-Y79AA1 000030//Homo sapiens mRNA for Fe65L2, complete cds.//0//1 828bp//1 00%//AB01 8247 
C-Y79AA1000127 
C-Y79AA1 000207 
C-Y79AA1 000226 

C-Y79AA1000270//Bos taurus vacuolar H+ ATPase subunit Ac45 mRNA, complete cds//1 00E-271//1490bo// 
83%//U 10039 

C-Y79AA1000426//Mus muscuius activin beta E subunit mRNA, complete cds.//7.70E-200//1533bp//78%//U96386 
C-Y79AA1 000521 

C-Y79AA1 000750 

C-Y79AA1 000776//Mus muscuius mRNA for GSG1 , complete cds.//2.40E-1 61//820bp//85%//D87325 
C-Y79AA1 000777/WEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 .//8.1 0E-48//283aa//38%//Q 00808 
C-Y79AA1000876//PROTEIN DISULHDE ISOMERASE-RELATED PROTEIN PRECURSOR (ERP72W/1 60E- 
44//210aa//38%//P13667 J 
C-Y79AA1000888//TRNA PSEUDOURIDINE SYNTHASE A (EC 4.2.1 .70) (PSEUDOURIDYLATE SYNTHASE I) 
(PSEUDOURIDINE SYNTHASE I) (URACIL HYDROLYASE).//1 .50 E-21//267aa//32%//P 70973 
C-Y79AA1000959//Homo sapiens Hsp70 binding protein HspBPI mRNA, complete cds.//4.80E-283//1405b D // 
95%//AF093420 

C-Y79AA1000967//CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE TYPE I (EC 2.7.1 .123) (CAM Kl- 



1352 



EP1 130 094 A2 



NASE l).//1 .00£-77//359aa//44%//Q14012 
C-Y79AA1001013 

C-Y79AA1001056//Homo sapiens MAID protein mRNA, complete cds Y/0//1475bp//99%//AF1 13535 
C-Y79AA1001062//TUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHELIAL (B12 PRO- 
5 TE I N) 7/8 . 90 E- 1 2//1 32aa//38%//Q 1 3829 

C-Y79AA1001090//NUCLEAR FACTOR NF-KAPPA-B P105 SUBUNIT (DNA-BINDING FACTOR KBF1) (EBP- 1) 
(NF-KAPPA-B1 P84/NF-KAPPA-B1 P98) [CONTAINS: NUCLEAR FACTOR NF- KAPPA-B P50 SUBUNIT] (FRAG- 
MENT) 7/4.5 OE-O 9//1 44aa//3 1 %//Q 63369 

C-Y79AA1001212//Homo sapiens SL1 5 protein mRNA, complete cds.//6.30E-306//1388bp//99%//AF038961 
10 C-Y79AA1001264//HYPOTHETICAL 39.9 KD PROTEIN T15H9.1 IN CHROMOSOME II PRECURSORY/5. 10E- 

1 06//351 aa//58%//Q1 0005 

C-Y79AA1001272//Homo sapiens retinoic acid repressible protein (RARG-1) mRNA, complete cds.//1.50E-183// 
867bp//98%//AF1 72066 

C-Y79AA1001328//Mus musculus mRNA for DII3 protein, complete cds 7/1 .90 E-263//1 988bp//79%//AB0 13440 
15 C-Y79AA1 001426//ANION EXCHANGE PROTEIN 3 (CARDIAC/BRAIN BAND 3-LIKE PROTEIN) (CAE3/BAE3).// 

6.20E-66//609aa//31%//P48751 

C-Y79AA1001427//Homo sapiens cytochrome b5 reductase 1 (B5R.1) mRNA, complete cds7/0//1 588bp//99%// 
AF1 69481 

C-Y79AA1 001 430//Homo sapiens mRNA for KIAA0469 protein, complete cds.//0//2943bp//99%//AB007938 
20 C-Y79AA1001523//Homo sapiens transcriptional intermediary factor 1 alpha mRNA, complete cds.//0//2263bp// 

99%//AF1 19042 

C-Y79AA1 001 530//Human beta-tubulin gene (5-beta) with ten Alu family members7/0//1 920bp//98%//X00734 
C-Y79AA1001592 

C-Y79AA1001727//CELL SURFACE A33 ANTIGEN PRECURSOR7/1.10E-13//286aa//27%//Q99795 
25 C-Y79AA1 001 787//PROBABLE CALCIUM-TRANSPORTING ATPASE 9 (EC 3.6, 1 .38)7/1 .70E-1 33//544aa//37%// 

Q 12697 

C-Y79AA1 001 793//Mus musculus mRNA for GSG1 , complete cds.//3.70E-126//532bp//78%//D87325 
C-Y79AA1001795//Homo sapiens mRNA for GalT4 protein 7/2.30E-250//1137bp//99%//Y1 5061 
C-Y79AA1001799//MITOCHONDRIAL RNA SPLICING PROTEIN MSR47/3.40E-54//182aa//39%//P23500 
30 C-Y79AA1 001 803//Homo sapiens secretogranin III mRNA, complete cds Y/0//1 871 bp//99%//AF078851 

C-Y79AA1001863 

C-Y79AA1002022//POLIOVIRUS RECEPTOR HOMOLOG PRECURSOR7/2.20E-06//140aa//26%//P32507 
C-Y79AA1002058//Mus musculus Gng3lg mRNA, complete cds7/4.10E-167//1145bp//83%//AF069954 
C-Y79AA1002121//HISTONE H1 7/4.90E-12//114aa//35%//P35060 
35 C-Y79AA1 002129 

C-Y79AA1 00221 3//HYPOTHETICAL 52.7 KD PROTEIN C38C10.2 IN CHROMOSOME 1117/1 .20E-98//262aa// 
41%//Q03567 

C-Y79AA1002334//GLUCOSE REPRESSION MEDIATOR P ROTE IN 7/1 .70 E-10//333aa//23%//P 14922 
C-Y79AA1002373//Mus musculus mRNA for GSG1 , complete cds7/7.20E-147//680bp//79%//D87325 
40 C-Y79AA1002376//Rattus norvegicus cytoplasmic dynein intermediate chain 2B mRNA, complete cds.//1.50E- 

304//1 667bp//90%//U39045 

C-Y79AA1002378//Homo sapiens zinc finger protein NY-REN-21 antigen mRNA, partial cds.//0//963bp//99%// 
AF155100 

C-Y79AA1 002381//Homo sapiens cell cycle related kinase mRNA, complete cds.//0//1 791 bp//98%//AF03501 3 

45 

Claims 

1 . Use of an oligonucleotide as a primer for synthesizing the polynucleotide comprising the nucleotide sequence set 
50 forth in any one of SEQ ID NOs: 1 -829 and 2545, or the complementary strand thereof, wherein said oligonucleotide 

is complementary to said polynucleotide or the complementary strand thereof and comprises at least 15 nucle- 
otides. 

2. A primer set for synthesizing polynucleotides, the primer set comprising an oligo-dT primer and an oligonucleotide 
55 complementary to the complementary strand of the polynucleotide comprising the nucleotide sequence set forth 

in any one of SEQ ID NOs: 1-829 and 2545, wherein said oligonucleotide comprises at least 15 nucleotides. 

3. A primer set for synthesizing polynucleotides, the primer set comprising a combination of an oligonucleotide com- 
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prising a nucleotide sequence complementary to the complementary strand of the polynucleotide comprising a 5'- 
end nucleotide sequence and an oligonucleotide comprising a nucleotide sequence complementary to the poly- 
nucleotide comprising a 3"-end nucleotide sequence, wherein said oligonucleotides comprise at least 15 nucle- 
otides and wherein said combination of 5'-end nucleotide sequence.3'-end nucleotide sequence is selected from 
the group consisting of: 



SEQ ID NO:4 and SEQ ID NO:830 
SEQ ID NO:5 and SEQ ID NO:831 
SEQ ID NO:6 and SEQ ID NO:832 
SEQ ID NO:7 and SEQ ID NO:833 
SEQ ED NO:8 and SEQ ID NO:834 
SEQ ID NO:9 and SEQ ED NO:835 
SEQ ID NO:l 1 and SEQ ID NO:836 
SEQ ID NO: 12 and SEQ ID N0.837 
SEQ ID NO: 13 and SEQ ID NO:838 
SEQ ID NO: 14 and SEQ ID NO:839 
SEQ ID NO: 15 and SEQ ID NO:840 
SEQ ID NO: 16 and SEQ ID NO:841 
SEQ ID NO: 17 and SEQ ID NO:842 
SEQ ID NO: 18 and SEQ ID NO:843 
SEQ ID NO:20 and SEQ ID NO:844 
SEQ ID NO:22 and SEQ ID NO:845 
SEQ ID NO:23 and SEQ ID NO:846 
SEQ ID NO:24 and SEQ ID NO:847 
SEQ ID NO:25 and SEQ ID NO:848 
SEQ ID NO:26 and SEQ ID NO:849 
SEQ ID NO:27 and SEQ ID NO:850 
SEQ ED NO:28 and SEQ ID NO:851 
SEQ ID NO:29 and SEQ ID NO:852 
SEQ ID NO:30 and SEQ ID N0.853 
SEQ ID NO:31 and SEQ ID NO:854 
SEQ ID NO:32 and SEQ ID NO:855 
SEQ ID NO:33 and SEQ ID NO:856 
SEQ ID NO: 34 and SEQ ID NO:857 
SEQ ID NO:35 and SEQ ID NO:858 
SEQ ED NO:36 and SEQ ID NO:859 
SEQ ID NO:37 and SEQ ID NO:860 
SEQ ID NO:39 and SEQ ID NO:861 
SEQ ID NO:40 and SEQ ID NO: 862 
SEQ ID NO:41 and SEQ ID NO: 863 
SEQ ID NO:42 and SEQ ID NO:864 
SEQ ID NO:44 and SEQ ID NO:865 
SEQ ED NO:45 and SEQ ID NO:866 
SEQ ID NO:46 and SEQ ID NO:867 
SEQ ID NO:47 and SEQ ID NO:868 
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SEQ ID NO:48 and SEQ ID NO:869 
SEQ ID NO:49 and SEQ ID NO:870 
SEQ ID NO:50 and SEQ ID NO:871 
SEQ ID NO:52 and SEQ ID NO:872 
SEQ ID NO:53 and SEQ ID NO:873 
SEQ ID NO:54 and SEQ ID NO: 874 
SEQ ID NO:55 and SEQ ID NO:875 
SEQ ID NO:56 and SEQ ID NO:876 
SEQ ID NO:57 and SEQ ID NO:877 
SEQ ID NO:58 and SEQ ID NO:878 
SEQ ID NO:59 and SEQ ID NO:879 
SEQ ID NO:60 and SEQ ID NO:880 
SEQ ID N0:61 and SEQ ID NO:881 
SEQ ID NO:62 and SEQ ID NO:882 
SEQ ID NO:63 and SEQ ID NO:883 
SEQ ID NO:64 and SEQ ID NO:884 
SEQ ID NO:65 and SEQ ID NO:885 
SEQ ID NO:66 and SEQ ID NO:886 
SEQ ID NO:67 and SEQ ID NO:887 
SEQ ID NO:69 and SEQ ID NO:888 
SEQ ID NO:70 and SEQ ID NO:889 
SEQ ID N0:71 and SEQ ID NO:890 
SEQ ID NO:72 and SEQ ID NO:891 
SEQ ID NO:73 and SEQ ID NO:892 
SEQ ID NO:74 and SEQ ID NO:893 
SEQ ID NO:75 and SEQ ID NO:894 
SEQ ID NO:76 and SEQ ID NO:895 
SEQ ID NO:77 and SEQ ID NO:896 
SEQ ID NO:78 and SEQ ID NO:897 
SEQ ID NO:79 and SEQ ID NO:898 
SEQ ID N0:80 and SEQ ID NO:899 
SEQ ID N0:81 and SEQ ID NO:900 
SEQ ID NO: 82 and SEQ ID NO:901 
SEQ ID NO:83 and SEQ ID NO:902 
SEQ ID NO: 84 and SEQ ID NO:903 
SEQ ID NO: 85 and SEQ ID NO:904 
SEQ ID NO:86 and SEQ ID NO:905 
SEQ ID NO:87 and SEQ ID NO:906 
SEQ ID NO:88 and SEQ ID NO:907 
SEQ ID NO:89 and SEQ ID NO:908 
SEQ ID N0:90 and SEQ ID NO:909 
SEQ ID N0:91 and SEQ ID NO:910 
SEQ ID NO:92 and SEQ ID N0:9 1 1 
SEQ ID N0:93 and SEQ ED NO:912 
SEQ ID NO:94 and SEQ ED NO:913 
SEQ ED NO:95 and SEQ ID NO:914 
SEQ ID NO:96 and SEQ ID NO:915 
SEQ ID NO:97 and SEQ ID NO:916 
SEQ ID NO:98 and SEQ ID NO:917 
SEQ ID NO:99 and SEQ ID NO:918 
SEQ ID NO: 100 and SEQ ID NO:919 
SEQ ID NO: 101 and SEQ ID NO:920 
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SEQ ID NO: 102 and SEQ ID NO:921 
SEQ ID NO: 103 and SEQ ID NO:922 
SEQ ID NO: 104 and SEQ ID NO:923 
SEQ ID NO: 105 and SEQ ID NO:924 
SEQ ID NO: 106 and SEQ ID NO:925 
SEQ ID NO: 107 and SEQ ID NO:926 
SEQ ID NO: 108 and SEQ ID NO:927 
SEQ ID NO: 109 and SEQ ID NO:928 
SEQ ID NO: 1 10 and SEQ ID NO: 929 
SEQ ID NO: 1 1 1 and SEQ ID NO:930 
SEQ ID NO: 1 12 and SEQ ID NO:931 
SEQ ID NO: 1 1 3 and SEQ ID NO:932 
SEQ ID NO: 1 14 and SEQ ID NO:933 
SEQ ID NO: 115 and SEQ ID NO:934 
SEQ ID NO:l 16 and SEQ ID NO:935 
SEQ ID NO: 1 17 and SEQ ID NO:936 
SEQ ID NO: 1 18 and SEQ ID NO:937 
SEQ ID NO: 1 19 and SEQ ID NO:938 
SEQ ID NO: 120 and SEQ ID NO:939 
SEQ ID NO: 122 and SEQ ED NO.940 
SEQ ID NO: 123 and SEQ ID NO:941 
SEQ ID NO: 124 and SEQ ID NO:942 
SEQ ID NO: 125 and SEQ ID NO:943 
SEQ ID NO: 126 and SEQ ID NO:944 
SEQ ID NO: 127 and SEQ ID NO:945 
SEQ ID NO: 128 and SEQ ID NO:946 
SEQ ED NO: 129 and SEQ ID NO:947 
SEQ ID NO: 130 and SEQ ID NO:948 
SEQ ID NO: 13 1 and SEQ ID NO:949 
SEQ ID NO: 132 and SEQ ID NO:950 
SEQ ID NO: 133 and SEQ ID NO:951 
SEQ ID NO: 134 and SEQ ID NO:952 
SEQ ID NO: 135 and SEQ ID NO:953 
SEQ ID NO: 136 and SEQ ID NO:954 
SEQ ID NO: 137 and SEQ ED NO:955 
SEQ ID NO: 138 and SEQ ID NO:956 
SEQ ID NO: 139 and SEQ ID NO:957 
SEQ ID NO: 140 and SEQ ID NO:958 
SEQ ID NO: 141 and SEQ ID NO:959 
SEQ ID NO: 142 and SEQ ID NO:960 
SEQ ID NO: 143 and SEQ ID NO:961 
SEQ ID NO: 144 and SEQ ID NO:962 
SEQ ID NO: 145 and SEQ IE) NO:963 
SEQ ID NO: 146 and SEQ ID NO:964 
SEQ ID NO: 147 and SEQ ID NO:965 
SEQ ID NO: 148 and SEQ ID NO:966 
SEQ ID NO: 149 and SEQ ID NO:967 
SEQ ID NO: 150 and SEQ ID NO:968 
SEQ ID NO: 151 and SEQ ID NO:969 
SEQ ID NO: 152 and SEQ ID NO:970 
SEQ ID NO: 153 and SEQ ID NO:97 1 
SEQ ID NO: 154 and SEQ ID NO:972 
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SEQ ID NO: 155 and SEQ ID NO:973 
SEQ ID NO:156 and SEQ ID NO:974 
SEQ ID NO: 157 and SEQ ID NO:975 
SEQ ID NO: 158 and SEQ ID NO:976 
SEQ ID NO: 159 and SEQ ID NO:977 
SEQ ID NO: 160 and SEQ ID NO:978 
SEQ ID NO: 161 and SEQ ID NO:979 
SEQ ID NO: 162 and SEQ ID NO:980 
SEQ ID NO: 163 and SEQ ID NO:981 
SEQ ID NO: 164 and SEQ ID NO:982 
SEQ ID NO: 165 and SEQ ID NO:983 
SEQ ID NO: 166 and SEQ ID NO:984 
SEQ ID NO: 167 and SEQ ID NO:985 
SEQ ID NO: 168 and SEQ ID NO:986 
SEQ ID NO: 169 and SEQ ID NO:987 
SEQ ID NO: 170 and SEQ ID NO:988 
SEQ ID NO: 171 and SEQ ID NO:989 
SEQ ID NO: 172 and SEQ ID NO:990 
SEQ ID NO: 173 and SEQ ID NO:991 
SEQ ID NO: 174 and SEQ ID NO:992 
SEQ ID NO: 175 and SEQ ID NO:993 
SEQ ID NO: 176 and SEQ ID NO:994 
SEQ ID NO: 177 and SEQ ID NO:995 
SEQ ID NO: 178 and SEQ ID NO:996 
SEQ ID NO: 179 and SEQ ID NO:997 
SEQ ID NO: 1 80 and SEQ ID NO:998 
SEQ ED NO:181 and SEQ ID NO:999 
SEQ ID NO:182 and SEQ ID NO:1000 
SEQ ID NO:183 and SEQ ID NO:1001 
SEQ ID NO: 184 and SEQ ID NO: 1002 
SEQ ID NO: 185 and SEQ ID NO: 1003 
SEQ ID NO: 186 and SEQ ID NO: 1004 
SEQ ID NO: 187 and SEQ ID NO: 1005 
SEQ ID NO:188 and SEQ ID NO:1006 
SEQ ID NO: 189 and SEQ ID NO: 1007 
SEQ ID NO: 190 and SEQ ID NO:1008 
SEQ ID NO: 191 and SEQ ID NO:1009 
SEQ ID NO: 193 and SEQ ID NO: 1010 
SEQ ID NO: 194 and SEQ ID NO: 1011 
SEQ ID NO: 195 and SEQ ID NO: 1012 
SEQ ID NO:196 and SEQ ID NO:1013 
SEQ ID NO: 197 and SEQ ID NO: 1014 
SEQ ID NO: 198 and SEQ ID NO:1015 
SEQ ID NO: 199 and SEQ ID NO: 1016 
SEQ ID NO:200 and SEQ ID NO: 1017 
SEQ ID NO:201 and SEQ ID NO: 1018 
SEQ ID NO:202 and SEQ ID NO:1019 
SEQ ID NO:203 and SEQ ID NO: 1020 
SEQ ID NO/204 and SEQ ID NO: 1021 
SEQ ID NO:205 and SEQ ID NO:1022 
SEQ ID NO:207 and SEQ ID NO: 1023 
SEQ TD NO:208 and SEQ ID NO: 1024 
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SEQ IDNO:209 and 
SEQ ID NO:210 and 
SEQ IDNO:211and 
SEQ IDNO:212 and 
SEQ ID NO:213 and 
SEQIDNO:214 and 
SEQIDNO:215and 
SEQ ID NO:216 and 
SEQ IDNO:248and 
SEQ ID NO:249 and 
SEQ ID NO:250 and 
SEQ IDNO:251and 
SEQ ID NO:252 and 
SEQ ID NO:253 and 
SEQ ID NO:254 and 
SEQIDNO:255and 
SEQIDNO:256 and 
SEQ ID NO:257 and 
SEQ IDNO:258 and 
SEQ ID NO:259 and 
SEQ ID NO:260 and 
SEQIDNO:26t and 
SEQIDNO:262and 
SEQ ID NO:263 and 
SEQ ID NO:264 and 
SEQ ID NO:265 and 
SEQ ID NO:266 and 
SEQ ID NO:267 and 
SEQ ID NO:268 and 
SEQIDNO:291 and 
SEQIDNO:292and 
SEQ ID NO:293 and 
SEQ ID NO:294 and 
SEQ ID NO:295 and 
SEQ IDNO:296 and 
SEQ ID NO:297 and 
SEQIDNO:298 and 
SEQ ID NO:300 and 
SEQ ID NO:301 and 
SEQ ID NO:302 and 
SEQ ID NO:304 and 
SEQ ID NO: 305 and 
SEQIDNO:306 and 
SEQ ID NO:307 and 
SEQ ID NO:308and 
SEQ ID NO:309 and 
SEQ ID NO:310 and 
SEQIDN0:311and 
SEQIDNO:312and 
SEQ IDNO:313 and 
SEQ ID NO:314and 
SEQ ID NO:315and 



SEQ ID NO: 1025 
SEQ ID NO: 1026 
SEQ ID NO: 1027 
SEQ ID NO: 1028 
SEQ ID NO: 1029 
SEQ ID NO: 1030 
SEQ ID NO: 1031 
SEQ ID NO: 1032 
SEQIDNO:1033 
SEQ ID NO: 1034 
SEQ ID NO:1035 
SEQ ID NO: 1036 
SEQ ID NO: 1037 
SEQ ID NO: 1038 
SEQ ID NO: 1039 
SEQ ID NO: 1040 
SEQ ID NO: 1041 
SEQ ID NO: 1042 
SEQ ID NO: 1043 
SEQ ID NO: 1044 
SEQ ID NO: 1045 
SEQ ID NO: 1046 
SEQ ID NO: 1047 
SEQ ID NO: 1048 
SEQ ID NO: 1049 
SEQ ID NO: 1050 
SEQ ID NO: 1051 
SEQ ID NO: 1052 
SEQ ID NO: 1053 
SEQ ID NO: 1054 
SEQ ID NO: 1055 
SEQ ID NO: 1056 
SEQ ID NO: 1057 
SEQ ID NO: 1058 
SEQ ID NO: 1059 
SEQ ID NO: 1060 
SEQ ID NO: 1061 
SEQ ID NO: 1062 
SEQ ID NO: 1063 
SEQ ID NO: 1064 
SEQ ID NO: 1065 
SEQ ID NO: 1066 
SEQ ID NO: 1067 
SEQ ID NO: 1068 
SEQ ID NO: 1069 
SEQ ID NO: 1070 
SEQ ID NO: 1071 
SEQ ID NO: 1072 
SEQ ID NO: 1073 
SEQ ID NO: 1074 
SEQ ID NO: 1075 
SEQ ID NO: 1076 
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SEQ ID NO:317 and SEQ ID NO: 1077 
SEQ ID NO:318 and SEQ ID NO: 1078 
SEQ ID NO:319 and SEQ ID NO: 1079 
SEQ ID NO:320 and SEQ ID NO: 1080 
SEQ ID NO:321 and SEQ ID NO:1081 
SEQ ID NO:322 and SEQ ID NO: 1082 
SEQ ID NO:323 and SEQ ID NO: 1083 
SEQ ID NO:324 and SEQ ID NO: 1084 
SEQ ID NO:325 and SEQ ID NO: 1085 
SEQ ID NO:326 and SEQ ID NO: 1086 
SEQ ID NO:327 and SEQ ID NO: 1087 
SEQ ID NO:328 and SEQ ID NO: 1088 
SEQ ID NO:329 and SEQ ID NO: 1089 
SEQ ID NO:330 and SEQ ID NO: 1090 
SEQ ID NO:331 and SEQ ID NO:1091 
SEQ ID NO:332 and SEQ ID NO: 1092 
SEQ ID NO:333 and SEQ ID NO: 1093 
SEQ ID NO:334 and SEQ ID NO: 1094 
SEQ ID NO:335 and SEQ ID NO: 1095 
SEQ IDNO:336 and SEQ ID NO: 1096 
SEQ ID NO:337 and SEQ ID NO: 1097 
SEQ ID NO:338 and SEQ ID NO: 1098 
SEQ ID NO:339 and SEQ ID NO: 1099 
SEQ ID NO:340 and SEQ ID NO: 1100 
SEQ ID NO:341 and SEQ ID NO: 1101 
SEQ ID NO:342 and SEQ ID NO: 1 102 
SEQ ID NO:343 and SEQ ID NO: 1 103 
SEQ ID NO:344 and SEQ ID NO: 1 104 
SEQ ED NO:345 and SEQ ID NO: 1 105 
SEQ ID NO:347 and SEQ ID NO: 1 106 
SEQ ID NO:348 and SEQ ID NO: 1107 
SEQ ID NO: 349 and SEQ ID NO:l 108 
SEQ ID NO:350 and SEQ ID NO: 1 109 
SEQ ID NO:35 1 and SEQ ID NO: 1 1 10 
SEQ ID NO:352 and SEQ ID NO: 1111 
SEQ ID NO:353 and SEQ ID NO: 1 1 12 
SEQ ID NO:354 and SEQ ID NO: 1 1 1 3 
SEQ ID NO:355 and SEQ ID NO: 1 1 14 
SEQ ID NO:356 and SEQ ID NO: 1 1 15 
SEQ ID NO:357 and SEQ ID NO: 1 1 1 6 
SEQ ID NO:358 and SEQ ID NO: 1 1 17 
SEQ ED NO:359 and SEQ ID NO: 1 1 18 
SEQ ED NO:360 and SEQ ID NO: 1 1 19 
SEQ ID NO:361 and SEQ ID NO: 1 120 
SEQ ID NO:362 and SEQ ID NO: 1 121 
SEQ ID NO:363 and SEQ ID NO: 1 122 
SEQ ID NO:364 and SEQ ID NO: 1 1 23 
SEQ ID NO:365 and SEQ ED NO: 1 124 
SEQ ID NO:366 and SEQ ID NO: 1 125 
SEQ ID NO:367 and SEQ ED NO: 11 26 
SEQ ID NO:368 and SEQ ID NO: 1 127 
SEQ ID NO:369 and SEQ ID NO: 1 128 
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SEQ ID NO:370 and 
SEQ ID NO:371and 
SEQIDNO:372 and 
SEQ ID NO:373 and 
SEQIDNO:374 and 
SEQ ID NO:375 and 
SEQ ID NO:376 and 
SEQ IDNO:377 and 
SEQIDNO:378 and 
SEQ ID NO:379 and 
SEQIDNO:380and 
SEQ IDNO:381 and 
SEQ ID NO:382 and 
SEQ ID NO:383 and 
SEQK>NO:384 and 
SEQ ID NO:385 and 
SEQ ID NO:386 and 
SEQIDNO:387and 
SEQIDNO:388and 
SEQ ID NO:389 and 
SEQ ID NO: 390 and 
SEQ ID NO:391and 
SEQ ID NO:392 and 
SEQ ID NO:393and 
SEQIDNO:394and 
SEQIDNO:395 and 
SEQ ID NO:396 and 
SEQ ID NO:397 and 
SEQ ID NO:398 and 
SEQ ID NO:399 and 
SEQ ID NO:400 and 
SEQ ID NO.401 and 
SEQ ID NO:402 and 
SEQ ID NO:403 and 
SEQ ID NO:404 and 
SEQIDNO:405 and 
SEQ ID NO:406 and 
SEQ ID NO:407 and 
SEQ ID NO:408 and 
SEQ ID NO:409 and 
SEQ ID NO:410and 
SEQ ID N0:411 and 
SEQ IDM):412 and 
SEQIDNO:413and 
SEQ ID NO:414 and 
SEQ ID NO:415and 
SEQ ID NO:416and 
SEQIDNO:417and 
SEQIDNO:419and 
SEQ ID NO:420 and 
SEQ ID NO:421 and 
SEQ ID NO:422 and 



SEQ ID NO:ll29 
SEQ ID NO: 1130 
SEQIDN0:1131 
SEQ ID NO: 1132 
SEQ ID NO: 1133 
SEQ ID NO: 1134 
SEQ ID NO: 1135 
SEQ ID NO: 11 36 
SEQ ID NO: 1137 
SEQ ID NO: 11 38 
SEQ ID NO: 1139 
SEQ ID NO: 1140 
SEQ ID NO: 1141 
SEQ ID NO: 1142 
SEQ ID NO: 1143 
SEQ ID NO: 1144 
SEQ ID NO: 1145 
SEQ ID NO: 1146 
SEQ ID NO: 1147 
SEQ ID NO: 1148 
SEQ ID NO: 1149 
SEQ ID NO: 1150 
SEQ ID NO:1151 
SEQ ID NO: 1152 
SEQIDNO:1153 
SEQ ID NO: 1154 
SEQ ID NO: 1155 
SEQ ID NO: 1156 
SEQ ID NO: 1157 
SEQ ID NO: 1158 
SEQ ID NO: 1159 
SEQ ID NO: 1160 
SEQ ID NO: 1161 
SEQ ID NO: 1162 
SEQ ID NO: 1163 
SEQ ID NO: 1164 
SEQ ID NO: 1165 
SEQ ID NO: 1166 
SEQ ID NO: 1167 
SEQ ID NO:1168 
SEQ ID NO: 1169 
SEQ ID NO: 1170 
SEQ ID NO: 1171 
SEQ ID NO: 1172 
SEQ ID NO: 1173 
SEQ ID NO: 1174 
SEQ ID NO: 1175 
SEQ ID NO: 1176 
SEQ ID NO: 1177 
SEQ ID NO: 1178 
SEQ ID NO: 1179 
SEQ ID NO: 1180 
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SEQ ID NO:423 and SEQ ID NO:1181 
SEQ ID NO:424 and SEQ ID NO:1182 
SEQ ID NO:425 and SEQ ID NO:1183 
SEQ ID NO:426 and SEQ ID NO: 1 184 
SEQ ID NO:427 and SEQ ID NO: 1 185 
SEQ ID NO:428 and SEQ ID NO: 1 186 
SEQ ID NO:429 and SEQ ID NO: 1 1 87 
SEQ ID NO:430 and SEQ ID NO: 1 188 
SEQ ID NO:43 1 and SEQ ID NO: 1 189 
SEQ ID NO:432 and SEQ ID NO: 1 190 
SEQ ID NO:433 and SEQ ID NO: 1 191 
SEQ ID NO:434 and SEQ ID NO: 1 192 
SEQ ID NO:435 and SEQ ID NO: 1 193 
SEQ ID NO:436 and SEQ ID NO: 1 194 
SEQ ID NO:437 and SEQ ID NO: 1 195 
SEQ ED NO:438 and SEQ ID NO: 1 196 
SEQ ID NO:439 and SEQ ED NO: 1 197 
SEQ ID NO:440 and SEQ ID-NO: 1 198 
SEQ ID NO:441 and SEQ ID NO:1199 
SEQ ID NO:442 and SEQ ID NO: 1200 
SEQ ID NO:443 and SEQ ID NO: 1201 
SEQ ID NO:444 and SEQ ID NO: 1202 
SEQ ID NO:446 and SEQ ID NO: 1203 
SEQ ID NO:447 and SEQ ID NO: 1204 
SEQ ID NO:448 and SEQ ID NO: 1205 
SEQ ID NO:450 and SEQ ID NO: 1206 
SEQ ID NO:45 1 and SEQ ID NO: 1207 
SEQ ID NO:452 and SEQ ID NO: 1208 
SEQ ID NO:453 and SEQ ID NO: 1209 
SEQ ID NO:454 and SEQ ID NO: 12 10 
SEQ ID NO:455 and SEQ ID NO: 12 1 1 
SEQ ID NO:456 and SEQ ID NO: 1212 
SEQ ID NO:457 and SEQ ID NO: 1213 
SEQ ED NO:458 and SEQ ID NO: 1214 
SEQ ID NO:459 and SEQ ID NO: 1215 
SEQ ID NO:460 and SEQ ID NO: 1216 
SEQ ID NO:461 and SEQ ID NO: 1217 
SEQ ID NO:462 and SEQ ID NO: 1218 
SEQ ID NO:463 and SEQ ID NO: 1219 
SEQ ID NO:464 and SEQ ED NO: 1220 
SEQ ID NO:465 and SEQ ID NO: 1221 
SEQ ID NO:466 and SEQ ID NO: 1222 
SEQ ID NO:467 and SEQ ID NO: 1223 
SEQ ID NO:468 and SEQ ID NO: 1224 
SEQ ID NO:469 and SEQ ID NO: 1225 
SEQ ID NO:470 and SEQ ID NO: 1226 
SEQ ID NO:471 and SEQ ID NO: 1227 
SEQ ID NO:472 and SEQ ID NO: 1228 
SEQ ID NO:473 and SEQ ID NO: 1229 
SEQ ID NO:474 and SEQ ID NO: 1230 
SEQ ID NO:475 and SEQ ID NO: 1231 
SEQ ID NO:476 and SEQ ID NO: 1232 
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SEQ ID NO:477 and 
SEQIDNO:478 and 
SEQ ID NO:479 and 
SEQ ID NO:480 and 
SEQ ID NO:481and 
SEQ ID NO:482 and 
SEQ ID NO:483 and 
SEQ ID NO:484 and 
SEQ ID NO:485 and 
SEQ ID NO:486 and 
SEQ ID NO:487 and 
SEQ ID NO:488 and 
SEQ ID NO:489 and 
SEQ ID NO:490 and 
SEQ ID NO:492 and 
SEQ ID NO:493 and 
SEQ ID NO:494 and 
SEQ ID NO:496 and 
SEQ ID NO:497and 
SEQ ID NO:498 and 
SEQ ID NO:499 and 
SEQ ID NO:500 and 
SEQ ID NO:501 and 
SEQ ID NO:502 and 
SEQ ID NO:503 and 
SEQ ID NO:504 and 
SEQ ID NO:505 and 
SEQ ID NO:506 and 
SEQ ID NO:507 and 
SEQ ID NO:508 and 
SEQ ID NO:509 and 
SEQIDNO:510and 
SEQIDNO:511 and 
SEQ ID NO:513and 
SEQIDNO:514 and 
SEQ ID NO:515 and 
SEQIDNO:516and 
SEQIDNO:517and 
SEQ ID NO:518and 
SEQ ID NO:519and 
SEQ ID NO:520 and 
SEQ ID NO:521 and 
SEQ ID NO:522 and 
SEQ ID N0.523 and 
SEQ ID NO:524 and 
SEQ ID NO:525 and 
SEQ ID NO:526 and 
SEQ ID NO:527 and 
SEQ ID NO:528 and 
SEQ ID NO:529 and 
SEQ ID NO:530 and 
SEQIDNO:531 and 



SEQ ID NO: 1233 
SEQ ID NO: 1234 
SEQ ID NO: 1235 
SEQ ID NO: 1236 
SEQ ID NO: 1237 
SEQ ID NO: 1238 
SEQ ID NO: 1239 
SEQ ID NO: 1240 
SEQ ID NO: 1241 
SEQ ID NO: 1242 
SEQ ID NO: 1243 
SEQ ID NO: 1244 
SEQ ID NO: 1245 
SEQ ID NO: 1246 
SEQ ID NO: 1247 
SEQ ID NO: 1248 
SEQ ID NO: 1249 
SEQ ID NO: 1250 
SEQ ID NO: 1251 
SEQ ID NO: 1252 
SEQ ID NO: 1253 
SEQ ID NO: 1254 
SEQ ID NO: 1255 
SEQ ID NO: 1256 
SEQIDNO:12'57 
SEQ ID NO: 1258 
SEQ ID NO: 1259 
SEQ ID NO: 1260 
SEQIDNO:1261 
SEQ ID NO: 1262 
SEQ ID NO: 1263 
SEQ ID NO: 1264 
SEQ ID NO: 1265 
SEQ ID NO: 1266 
SEQ ID NO: 1267 
SEQ ID NO: 1268 
SEQ ID NO: 1269 
SEQ ID NO: 1270 
SEQ ID NO: 1271 
SEQ ID NO: 1272 
SEQ ID NO: 1273 
SEQ ID NO: 1274 
SEQ ID NO: 1275 
SEQ ID NO: 1276 
SEQ ID NO: 1277 
SEQ ID NO: 1278 
SEQ ID NO: 1279 
SEQ ID NO: 1280 
SEQ ID NO: 1281 
SEQ ID NO: 1282 
SEQIDNO:1283 
SEQ ID NO: 1284 
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SEQ ED NO:532 and SEQ ID NO: 1285 
SEQ ID NO:533 and SEQ ID NO: 1286 
SEQ ID NO:534 and SEQ ID NO: 1287 
SEQ ID NO:535 and SEQ ID NO: 1288 
SEQ ID NO:536 and SEQ ID NO: 1289 
SEQ ID NO:537 and SEQ ID NO: 1290 
SEQ ID NO:538 and SEQ ID NO: 1291 
SEQ ID NO:539 and SEQ ID NO: 1292 
SEQ ID NO:540 and SEQ ID NO: 1293 
SEQ ID NO:541 and SEQ ID NO: 1294 
SEQ ID NO:542 and SEQ ID NO: 1295 
SEQ ID NO:543 and SEQ ID NO: 1296 
SEQ ID NO:544 and SEQ ID NO: 1297 
SEQ ID NO:545 and SEQ ID NO: 1298 
SEQ ID NO:546 and SEQ ID NO: 1299 
SEQ ID NO:547 and SEQ ID NO: 1300 
SEQ ID NO:548 and SEQ ID NO: 1301 
SEQ ID NO:549 and SEQ ID NO:1302 
SEQ ID NO:550 and SEQ ID NO: 1303 
SEQ ID NO:551 and SEQ ID NO:1304 
SEQ ID NO:552 and SEQ ID NO: 1305 
SEQ ID NO:553 and SEQ ID NO: 1306 
SEQ ID NO:554 and SEQ ID NO: 1307 
SEQ ID NO:555 and SEQ ID NO: 1308 
SEQ ID NO:556 and SEQ ID NO: 1309 
SEQ ID NO:557 and SEQ ID NO: 1310 
SEQ ID NO:558 and SEQ ID NO: 13 1 1 
SEQ ID NO:559 and SEQ ID NO: 13 12 
SEQ ED NO:560 and SEQ ID NO:1313 
SEQ ID NO:56 1 and SEQ ID NO: 1 3 14 
SEQ ID NO:562 and SEQ ID NO: 13 15 
. SEQ ID NO:563 and SEQ ID NO: 1316 
SEQ ID NO:564 and SEQ ID NO: 1317 
SEQ ID NO:565 and SEQ ED NO: 13 18 
SEQ ID NO:566 and SEQ ID NO: 13 19 
SEQ ID NO:567 and SEQ ID NO: 1320 
SEQ ID NO:569 and SEQ ID NO:132L 
SEQ ID NO:570 and SEQ ID NO: 1322 
SEQ ID NO:571 and SEQ ID NO:1323 
SEQ ID NO:572 and SEQ ID NO: 1324 
SEQ ID NO:573 and SEQ ID NO:1325 
SEQ ID NO:574 and SEQ ID NO:1326 
SEQ ID NO:575 and SEQ ID NO: 1327 
SEQ ID NO:576 and SEQ ID NO: 1328 
SEQ ID NO:577 and SEQ ID NO: 1329 
SEQ ID NO:579 and SEQ ID NO: 1330 
SEQ ID NO:580 and SEQ ID NO: 1331 
SEQ ID NO:581 and SEQ ID NO:1332 
SEQ ED NO:582 and SEQ ID NO: 1333 
SEQ ID NO:583 and SEQ ID NO: 1334 
SEQ ID NO:584 and SEQ ID NO: 1335 
SEQ ID NO: 585 and SEQ ID NO: 1336 
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SEQIDNO:586 and 
SEQIDNO:587 and 
SEQIDNO:588 and 
SEQ ID NO:589 and 
SEQID NO:590 and 
SEQIDNO:591and 
SEQ ID NO:592and 
SEQ ID NO:593 and 
SEQ ID NO:594 and 
SEQ ID NO:595 and 
SEQ ID NO:596and 
SEQ ID NO:597and 
SEQ ID NO:598 and 
SEQIDNO:599and 
SEQ ID NO:600 and 
SEQ ID NO:601 and 
SEQ ID NO:602 and 
SEQIDNO:603 and 
SEQ ID NO:604 and 
SEQ ID NO:605 and 
SEQ ID NO:606 and 
SEQ IDNO:607 and 
SEQ ID NO:608 and 
SEQ ID NO:609 and 
SEQ ID NO:610 and 
SEQ IDNO:6H and 
SEQ ID NO:612 and 
SEQ ID NO:613and 
SEQIDNO:614and 
SEQ ID NO:615and 
SEQIDNO:616and 
SEQTD NO:617 and 
SEQIDNO:618and 
SEQIDNO:619and 
SEQ ID NO:620 and 
SEQ ID NO:621 and 
SEQID NO:622 and 
SEQ ID NO:623 and 
SEQIDNO.624 and 
SEQ ID NO:625 and 
SEQ ID NO:626 and 
SEQ ID NO:627 and 
SEQ ID NO:628 and 
SEQ ID NO:629 and 
SEQ ID NO:630 and 
SEQ IDNO:631 and 
SEQ ID NO:632 and 
SEQ ID NO:633 and 
SEQ ID NO:634 and 
SEQ ID NO:635 and 
SEQ ID NO: 636 and 
SEQ IDNO:637 and 



SEQ ID NO: 1337 
SEQ ID NO: 1338 
SEQE>NO:1339 
SEQ ID NO: 1340 
SEQ ID NO: 1341 
SEQ ID NO: 1342 
SEQ ID NO: 1343 
SEQIDNO:1344 
SEQ ID NO: 1345 
SEQ ID NO: 1346 
SEQ ID NO: 1347 
SEQ ID NO: 1348 
SEQ ID NO: 1349 
SEQ ID NO: 1350 
SEQID NO: 1351 
SEQID NO: 1352 
SEQ ID NO: 1353 
SEQID NO: 1354 
SEQ ID NO: 1355 
SEQ ID NO:1356 
SEQ ID NO: 1357 
SEQ ID NO: 1358 
SEQ ID NO: 1359 
SEQID NO: 1360 
SEQ ID NO: 1361 
SEQ ID NO: 1362 
SEQ ID NO: 1363 
SEQ ID NO: 1364 
SEQ ID NO: 1365 
SEQ ID NO: 1366 
SEQ ID NO: 1367 
SEQ ID NO: 1368 
SEQ ID NO: 1369 
SEQ ID NO: 1370 
SEQIDNO:1371 
SEQ ID NO: 1372 
SEQ ID NO: 1373 
SEQ ID NO: 1374 
SEQ ID NO: 1375 
SEQ ID NO: 1376 
SEQ ID NO: 1377 
SEQ ID NO: 1378 
SEQ ID NO: 1379 
SEQ ID NO: 1380 
SEQ ID NO: 1381 
SEQ ID NO: 1382 
SEQ ID NO: 1383 
SEQ ID NO: 1384 
SEQ ID NO: 1385 
SEQ ID NO: 1386 
SEQ ID NO:1387 
SEQID NO: 13 88 
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SEQ ID NO:638 and SEQ ID NO: 1389 
SEQ ID NO:639 and SEQ ED NO: 1390 
SEQ ID NO:640 and SEQ ID NO: 1391 
SEQ ID NO:641 and SEQ ID NO: 1392 
SEQ ID NO:642 and SEQ ID NO: 1393 
SEQ ID NO:643 and SEQ ID NO: 1394 
SEQ ID NO:644 and SEQ ID NO: 1395 
SEQ ID NO:645 and SEQ ID NO: 1396 
SEQ ID NO:646 and SEQ ID NO: 1397 
SEQ ID NO:647 and SEQ ID NO: 1 398 
SEQ ID NO:648 and SEQ ID NO: 1399 
SEQ ID NO:649 and SEQ ID NO: 1400 
SEQ ID NO:650 and SEQ ID NO: 1401 
SEQ ID NO:65 1 and SEQ ID NO: 1402 
SEQ ID NO:652 and SEQ ID NO: 1403 
SEQ ID NO:653 and SEQ ID NO: 1404 
SEQ ID NO:654 and SEQ ID NO: 1405 
SEQ ID NO:655 and SEQ ID NO: 1406 
SEQ ID NO:656 and SEQ ID NO: 1407 
SEQ ID NO:657 and SEQ ED NO: 1408 
SEQ ED NO:658 and SEQ ED NO: 1409 
SEQ ID NO:659 and SEQ ID NO: 1410 
SEQ ID NO:660 and SEQ ED NO: 141 1 
SEQ ID NO:661 and SEQ ED NO:1412 
SEQ ID NO:662 and SEQ ED NO: 1413 
SEQ ID NO:663 and SEQ ED NO: 1414 
SEQ ID NO:664 and SEQ ID NO: 1415 
SEQ ID NO:665 and SEQ ID NO: 1416 
SEQ ID NO:666 and SEQ ED NO: 1417 
SEQ ED N0.667 and SEQ ED NO: 1418 
SEQ ID NO:668 and SEQ ED NO: 1419 
SEQ ID NO:669 and SEQ ED NO: 1420 
SEQ ID NO:670 and SEQ ID NO: 1421 
SEQ ID NO:671 and SEQ ID NO: 1422 
SEQ ID NO:672 and SEQ ID NO: 1423 
SEQ ID NO:673 and SEQ ID NO: 1424 
SEQ ID NO:674 and SEQ ID NO: 1425 
SEQ ID NO:675 and SEQ ID NO: 1426 
SEQ ID NO:676 and SEQ ID NO: 1427 
SEQ ID NO:677 and SEQ ID NO: 1428 
SEQ ID NO:678 and SEQ ID NO: 1429 
SEQ ID NO:679 and SEQ ID NO: 1430 
SEQ ID NO:680 and SEQ ID NO: 1431 
SEQ ID NO:681 and SEQ ID NO: 1432 
SEQ ED NO:682 and SEQ ID NO: 1433 
SEQ ID NO:683 and SEQ ED NO: 1434 
SEQ ID NO:684 and SEQ ED NO: 1435 
SEQ ID NO:685 and SEQ ID NO: 1436 
SEQ ID NO:686 and SEQ ID NO: 1437 
SEQ ID NO:687 and SEQ ID NO: 1438 
SEQ ID NO:688 and SEQ ID NO: 1439 
SEQ ID NO:689 and SEQ ID NO: 1440 
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SEQ ID NO:690 and SEQ ID NO:1441 
SEQIDNO:691 and SEQ ID NO: 1442 
SEQ ID NO:692 and SEQ ID NO: 1443 
SEQ ID NO:693 and SEQ ID NO: 1444 
SEQ ID NO:694 and SEQ ID NO: 1445 
SEQ ID NO:695 and SEQ ID NO: 1446 
SEQ ID NO:696 and SEQ ID NO: 1447 
SEQ ID NO:697 and SEQ ID NO: 1448 
SEQ ID NO:698 and SEQ ID NO: 1449 
SEQ ID NO:699 and SEQ ID NO: 1450 
SEQ ID NO:700 and SEQ ID NO:1451 
SEQ ID NO:701 and SEQ ID NO: 1452 
SEQ ID NO:702 and SEQ ID NO: 1453 
SEQ ID NO: 703 and SEQ ID NO: 1454 
SEQ ID NO:704 and SEQ ID NO: 1455 
SEQ ID NO:705 and SEQ ID NO: 1456 
SEQ ID NO:706 and SEQ ID NO: 1457 
SEQ ID NO:707 and SEQ ID NO: 1458 
SEQ ID NO:708 and SEQ ID NO: 1459 
SEQ ID NO:709 and SEQ ID NO: 1460 
SEQ ID NO:710 and SEQ ID NO: 1461 
SEQ ID NO:711 and SEQ ID NO: 1462 
SEQ ID NO:712 and SEQ ID NO: 1463 
SEQ ID NO:713 and SEQ ID NO: 1464 
SEQ ED NO:714 and SEQ ID NO: 1465 
SEQ ID NO:715 and SEQ ID NO: 1466 
SEQ TD NO:716 and SEQ ID NO: 1467 
SEQ ID NO:717 and SEQ ID NO:1468 
SEQ ID NO:718 and SEQ ID NO: 1469 
SEQ ID NO:719 and SEQ ID NO: 1470 
SEQ ID NO: 720 and SEQ ID NO: 147 1 
SEQ ID NO:721 and SEQ ID NO: 1472 
SEQ ID NO:722 and SEQ ID NO: 1473 
SEQ ID NO:723 and SEQ ID NO: 1474 
SEQ ID NO:724 and SEQ ID NO: 1475 
SEQ ID NO:725 and SEQ ID NO: 1476 
SEQ ID NO:726 and SEQ ID NO: 1477 
SEQ ID NO:727 and SEQ ID NO: 1478 
SEQ ID NO:729 and SEQ ID NO: 1479 
SEQ ID NO:730 and SEQ ID NO: 1480 
SEQ ID NO:731 and SEQ ID NO: 1481 
SEQ ID NO:732 and SEQ ID NO: 1482 
SEQ ID NO:733 and SEQ ID NO: 1483 
SEQ ID NO:734 and SEQ ID NO: 1484 
SEQ ID NO:735 and SEQ ID NO:1485 
SEQ ID NO:736 and SEQ ID NO: 1486 
SEQ ID NO:737 and SEQ ID NO: 1487 
SEQ ID NO:738 and SEQ ID NO: 1488 
SEQ ID NO:739 and SEQ ID NO: 1489 
SEQ ID NO:740 and SEQ ID NO: 1490 
SEQ ID NO:741 and SEQ ID NO: 1491 
SEQ ID NO:745 and SEQ ID NO: 3492 
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SEQ ED NO:746 and SEQ ID NO: 1493 
SEQ ID NO:747 and SEQ ID NO: 1494 
SEQ ID NO:748 and SEQ ID NO: 1495 
SEQ ID NO:749 and SEQ ID NO: 1496 
SEQ ID NO:750 and SEQ ID NO: 1497 
SEQ ID NO:751 and SEQ ID NO: 1498 
SEQ ID NO:752 and SEQ ID NO: 1499 
SEQ ID NO:753 and SEQ ID NO: 1500 
SEQ ID NO:754 and SEQ ID NO: 1501 
SEQ ID NO:755 and SEQ ID NO: 1502 
SEQ ID NO:756 and SEQ ID NO: 1503 
SEQ ID NO:757 and SEQ ID NO: 1504 
SEQ ID NO:758 and SEQ ID NO: 1505 
SEQ ID NO:759 and SEQ ID NO: 1506 
SEQ ID NO:760 and SEQ ID NO: 1507 
SEQ ID NO:76l and SEQ ID NO:1508 
SEQ ID NO:762 and SEQ ID NO: 1509 
SEQ ID NO:763 and SEQ ID NO:1510 
SEQ ID NO:764 and SEQ ID NO: 151 1 
SEQ ID NO:765 and SEQ ID NO: 15 12 
SEQ ID NO:766 and SEQ ID NO: 15 13 
SEQ ID NO:767 and SEQ ID NO: 1514 
SEQ ID NO:768 and SEQ ID NO:1515 
SEQ ID NO:769 and SEQ ID NO:1516 
SEQ ID NO:770 and SEQ ID NO: 1517 
SEQ ID NO:771 and SEQ ID NO:1518 
SEQ ID NO: 772 and SEQ ID NO: 1519 
SEQ ID NO:773 and SEQ ID NO: 1520 
SEQ ID NO:774 and SEQ ID NO: 1521 
SEQ ID NO:775 and SEQ ID NO: 1522 
SEQ ID NO:776 and SEQ ID NO: 1523 
SEQ ID NO:777 and SEQ ID NO: 1524 
SEQ ID NO:778 and SEQ ID NO: 1525 
SEQ ID NO:779 and SEQ ID NO: 1526 
SEQ ID NO:780 and SEQ ID NO: 1527 
SEQ ID NO:781 and SEQ ID NO: 1528 
SEQ ID NO:782 and SEQ ID NO: 1529 
SEQ ID NO:783 and SEQ ID NO: 1530 
SEQ ID NO:784 and SEQ ID NO: 153 1 
SEQ ID NO:785 and SEQ ID NO: 1532 
SEQ ID NO:786 and SEQ ID NO: 1533 
SEQ ID NO:787 and SEQ ID NO: 1534 
SEQ ID NO:788 and SEQ ID NO: 1535 
SEQ ID NO:789 and SEQ ID NO: 1536 
SEQ ID NO:790 and SEQ ID NO: 1537 
SEQ ID NO:791 and SEQ ID NO:1538 
SEQ ID NO:792 and SEQ ID NO: 1539 
SEQ ID NO:793 and SEQ ID NO: 1540 
SEQ ID NO:794 and SEQ ID NO: 1541 
SEQ ID NO:795 and SEQ ID NO: 1542 
SEQ ID NO:797 and SEQ ID NO: 1543 
SEQ ID NO:798 and SEQ ID NO: 1544 
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SEQ ID NO:799 and SEQ ID NO: 1545 
SEQ ID NO.-800 and SEQ ID NO: 1546 
SEQ ID NO:801 and SEQ ID NO: 1547 
SEQ ID NO:802 and SEQ ID NO: 1548 
SEQ ID NO:803 and SEQ ID NO: 1549 
SEQ ID NO:804 and SEQ ID NO: 1550 
SEQ ID NO:805 and SEQ ID NO: 1551 
SEQ ID NO:806 and SEQ ID NO: 1552 
SEQ ID NO:807 and SEQ ID NO: 1553 
SEQ ID NO:809 and SEQ ID NO: 1554 
SEQ ID NO:810 and SEQ ID NO: 1555 
SEQ ID NO:8 1 1 and SEQ ID NO: 1 556 
SEQ ID NO:812 and SEQ ID NO: 1557 
SEQ ID NO:813 and SEQ ID NO: 1558 
SEQ ID NO:814 and SEQ ID NO:1559 
SEQ ID NO:816 and SEQ ID NO:1560 
SEQ ID NO:817 and SEQ ID NO:1561 
SEQ ID NO:818 and SEQ ID NO:1562 
SEQ ID NO:819 and SEQ ID NO: 1563 
SEQ ID NO: 820 and SEQ ID NO: 1564 
SEQ ID NO:822 and SEQ ID NO: 1565 
SEQ ID NO: 823 and SEQ ID NO: 1566 
SEQ ID NO:824 and SEQ ID NO: 1567 
SEQ ID NO:825 and SEQ ID NO: 1568 
SEQ ID NO: 826 and SEQ ID NO: 1569 
SEQ ID NO:827 and SEQ ID NO: 1570 
SEQ ID NO:828 and SEQ ID NO:1571 
SEQ ID NO: 829 and SEQ ID NO: 1 572, and 
SEO ID NO:2545 and SEO ID NO:2546 

4. A polynucleotide which can be synthesized with the primer set of claim 2 or 3. 

5. A polynucleotide comprising a coding region in the polynucleotide of claim 4. 

6. A substantially pure protein encoded by polynucleotide of claim 4. 

7. A partial peptide of the protein of claim 6. 

8. An isolated polynucleotide selected from the group consisting of 

(a) a polynucleotide comprising a coding region of the nucleotide sequence set forth in any one of the following 



55 



1368 



EP 1 130 094 A2 



SEQ ID NO:2547, SEQ ID NO.nnnn , SEQ ID NO:255l, SEQ ID NO:2553, SEQ ID NO:2555, 
SEQ ID NO:2557, SEQ ID NO.2558, SEQ ID NO.2560, SEQ ID N0.2562, SEQ ID NO.2564, 
SEQ ID NO:2566, SEQ ID NO:2568, SEQ ID NO:2570, SEQ ID NO:2572, SEQ ID NO:2574, 
SEQ ID NO.2576, SEQ ID NO:2578, SEQ ID NO:2580, SEQ ID NO:2581, SEQ ID NO:2583, 
SEQ ID NO:2584, SEQ ID NO:nnnn , SEQ ID NO:2588, SEQ ID NO:2590, SEQ ID NO.2592, 
SEQ ID NO:2594, SEQ ID NO:2596, SEQ ID NO:2598, SEQ ID NO:nnnn , SEQ ID NO:2602, 
SEQ ID NO:2604, SEQ ID NO:2606, SEQ TD NO:2607, SEQ ID NO:2609, SEQ ID NO:2611, 
SEQ ED NO:2613, SEQ ID NO:2615, SEQ ID NO:2617, SEQ ID NO:2619, SEQ ID NO:2621, 
SEQ ID NO-.2623, SEQ ID NO:2625, SEQ ED NO:2627, SEQ ID NO:2629, SEQ ID NO.2630, 
SEQ ID NO:2632, SEQ ED NO:2634, SEQ ID NO:2636, SEQ ID NO:2638, SEQ ID NO:2640, 
SEQ ID NO:2642, SEQ ED NO:2644, SEQ ID NO:2646, SEQ ID NO:2648, SEQ ID NO:2650, 
SEQ ID NO:2652, SEQ ID NO:2654, SEQ ID NO:2656, SEQ ED NO:2658, SEQ ID NO:2660, 
SEQ ID NO:2662, SEQ ID NO:2664, SEQ ID NO:2666, SEQ ID NO:2668, SEQ ID NO:2670, 
SEQ ID N0.2672, SEQ ID NO:2674, SEQ ID NO:2676, SEQ ID NO:2678, SEQ ID NO:2680, 
SEQ ID NO:2681, SEQ ID NO:2683, SEQ ID NO:2685, SEQ ID NO:2686, SEQ ID NO:2688, 
SEQ ID NO.2690, SEQ ID NO.2692, SEQ ID NO:2694, SEQ ID NO.2696, SEQ ID NO.2698, 
SEQ ID NO:2700, SEQ ID NO:2702, SEQ ID NO:2704, SEQ ID NO:2706, SEQ ID NO:2708, 
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SEQ ID NO:27 10, SEQ ID NO:2712, SEQ ID N0.2714, SEQ ID NO:2715, SEQ ID N0 2717 
SEQ ID NO:2718, SEQ ID NO:2719, SEQ ID NO:2721, SEQ ID NO:2722, SEQ ID N02724 
SEQ ID NO:2726, SEQ ID NO:2723, SEQ ID NO:2730, SEQ ID NO:2732, SEQ ID NO'2734 
SEQ ID NO:2735, SEQ ID NO:2737, SEQ ID NO:2739, SEQ ID NOrnnnn , SEQ ID NO-2743 
SEQ ID NO:2745, SEQ ID NO:2747, SEQ ID NO:2749, SEQ ID NO:2750, SEQ ID N0 2752 ' 
SEQ ID NO:2754, SEQ ID NO:2756, SEQ ID NO:2758, SEQ ID NO:2760, SEQ ID NO 276l' 
SEQ ID NO:nnnn , SEQ ID NO:2765, SEQ ID NO:2766, SEQ ID NO:2768, SEQ ID NO 2770 
SEQ ID NO:2772, SEQ ID NO:2774, SEQ ID NO:2776, SEQ ID NO:2778, SEQ ID NO2780 ' 
SEQ ID NO:2782, SEQ ID NO:2784, SEQ ID NO:2786, SEQ ID NO:2788. SEQ ID NO2790 
SEQ ID NO:2792, SEQ ID NO:2794, SEQ ID NO:2796, SEQ ID NO:2798, SEQ ID NO2800 
SEQ ID NO.2802, SEQ ID NO:2804, SEQ ID NO.2806, SEQ ID NO:2808, SEQ ID N028K)' 
SEQ ID NO:28L2, SEQ ID NO:2814, SEQ ID NO:2816, SEQ ID N0:28I8, SEQ ID NO2820' 
SEQ ID NO:2822, SEQ ID NO:2824, SEQ ID NO:2826, SEQ ID NO:2828, SEQ ID N0283o' 
SEQ ID NO:2832, SEQ ID NO:2834, SEQ ID NO:2836, SEQ ID NO:2838, SEQ ID NO2840 
SEQ ID NO:2842, SEQ ID NO:2844, SEQ ID NO:2846, SEQ ID NO:2848, SEQ ID NO2850' 
SEQ ID NO:2852, SEQ ID NO:2854, SEQ ID NO:2856, SEQ ID NO:2858, SEQ ID N0286o' 
SEQ IDNO:2862, SEQ ID NO:2864, SEQ ID NO:2866, SEQ ID NO:2868, SEQ ID N0287o' 
SEQ ID NO:2872, SEQ ID NO:2874, SEQ ID NO:2876, SEQ ID NO:2878, SEQ ID N0288o' 
SEQ ID NO:2882, SEQ ID NO:2884, SEQ ID NO:2886, SEQ ID NO:2888, SEQ ID NO-2890 
SEQ ID NO:2892, SEQ ID NO:2894, SEQ ID NO:2896, SEQ ID NO:2898, SEQ ID NO-2900 
SEQ ID NO:2902, SEQ ID NO:2904, SEQ ID NO:2906. SEQ ID NO:2908, SEQ ID NO2910' 
SEQ ID NO:2912, SEQ ID NO:2914, SEQ ID NO:2916, SEQ ID NO:2918, SEQ ED NO-292o' 
SEQ ID NO:2922, SEQ ID NO:2924, SEQ ID NO:2926, SEQ ID NO:2928, SEQ ID NO 2930* 
SEQ ID NO:2932, SEQ ID NO:2934, SEQ ID NO:2936, SEQ ID NO:2938, SEQ ID NO 2940 
SEQ ID NO:2942, SEQ ID NO:2944, SEQ ID N0.2946, SEQ ID NO:2948, SEQ ID NO-295o' 
SEQ ID NO:2952, SEQ ED NO:2954, SEQ ID NO:2956, SEQ ID NO:2958, SEQ ED N0296o' 
SEQ ED NO:2962, SEQ ID NO:nnnn , SEQ ID NO:2966, SEQ ID NO:2967 SEQ ED N02969 
SEQ ID NO:2971, SEQ ID NO:2973, SEQ ED NO:2975, SEQ ID NO:2977, SEQ ID NO-2979 ' 
SEQ ED NO:2981, SEQ ID NO:2983, SEQ ID NO:2985, SEQ ID NO:2987 SEQ ID N(>2989' 
SEQ ID NO:2991, SEQ ID NO:2993, SEQ ID NO:2995, SEQ ID NO:2997, SEQ ID N02999' 
SEQ ID NO:3001, SEQ ID NO:3003, SEQ ID NO:3005, SEQ EO NO:3007, SEQ ID NO-3009 
SEQ ID NO:301 1, SEQ ID NO:3013, SEQ ID NO.3015, SEQ ED NO.3017, SEQ ED NO-3019 
SEQ ID NO:3021, SEQ ID NO:3023, SEQ ID NO:3025, SEQ ED NO:3027, SEQ ED NO : 3029' 
SEQ ID NO:3031, SEQ ID NO:3033, SEQ ID NO:3035, SEQ ID NO:3037, SEQ ED NO3039' 
SEQ ID NO:nnnn , SEQ ID NOrnnnn , SEQ ID NO:3045, SEQ ID NO:3047 SEQ ID NO3049 
SEQ ID NO:3051, SEQ ID NO:3053, SEQ ID NO:3055, SEQ ID NO:3057, SEQ ID NO3059 ' 
SEQ ID NO:3061, SEQ ED NO:3063, SEQ ED NO:3065, SEQ ID NO:3067, SEQ ID NO-3069 
SEQ ID NO:3071. SEQ ED NO:3073, SEQ ED NO:3075, SEQ ID NO:3077, SEQ ID NO3079 
SEQ ID NO:3081, SEQ ID NO:3083, SEQ ID NO:3085, SEQ ID NO:3087, SEQ ID NO3089 
SEQ ID NO:3091, SEQ ID NO:3093, SEQ ID NO:3095, SEQ ID NO:3097, SEQ ID NO3099 
SEQ ID NO:3101, SEQ ID NO:3103, SEQ ID NO.3105, SEQ ED NO:3107, SEQ ID NO 3109' 
SEQ ID NO:311 1, SEQ ID NO:31 13, SEQ ID NO:3115, SEQ ED NO:31 17, SEQ ID N0 31 19* 
SEQ IDNO:3121, SEQ ID NO:3123, SEQ ID NO:3125, SEQ EDNO:3127, SEQ ID NO-3129* 
SEQ ED NO:3131, SEQ ID NO:3133, SEQ ED NO:3135, SEQ ID NO:3137, SEQ ED NO-3139 
SEQ ID NO:3140, SEQ ID NO:3142. SEQ ID NO:3143, SEQ ID NO:3144, SEQ ID NO-3146' 
SEQ ID NO:3148, SEQ ID NO:3150, SEQ ED NO:3152, SEQ ID NO:3154, SEQ ID NO-3156* 
SEQ ID NO:3158, SEQ ID NO:nnnn , SEQ ID NO:3162, SEQ ID NO:3164, SEQ ID N03166 
SEQ ID NO:3168, SEQ ID NO.3170, SEQ ID N0.3172, SEQ ID NO.3174, SEQ ID NO-3176 ' 
SEQ ID NO:3178, SEQ ID NO:3180, SEQ ID NO:3181, SEQ ID NO:3183, SEQ ID NO-3185* 
SEQ ID NO:3187, SEQ ID NO:3188, SEQ ID NO:3189, SEQ ID NO:3191, SEQ ED N03193' 
SEQ ID NO:3195, SEQ ID NO:3 196, SEQ ID NO:3198, SEQ ID NO:3200, SEQ ID NO 3202* 
SEQ ID NO:3204, SEQ ID NO:3206, SEQ ID NO:3208, SEQ ID NO:3210, SEQ ED NO-32P 
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SEQ ID NO:3214, SEQ ID NO:nnnn , SEQ ID NO:3218, SEQ ID NO:3219, SEQ ID NO:3221, 
SEQ ID NO:3222, SEQ ID NO:3224, SEQ ID NO:3226, SEQ ID NO:nnnn , SEQ ID NO:3230, 
SEQ ID NO:3232, SEQ ID NO:3234, SEQ ID NO:3236, SEQ ID NO:3238, SEQ ID NO:3240, 
SEQ ID NO:3242, SEQ ID NO:3244, SEQ ID NO:3246, SEQ ID NO:nnnn , SEQ ID NO:3250, 
SEQ ID NO:3252, SEQ ID NO:3254 t SEQ ID NO:3256, SEQ ID NO:3258, SEQ ID NO:3260, 
SEQ ID NO:3262, SEQ ID NO:3264, SEQ ID NO:3266, SEQ ID NO:3268, SEQ ID NO:3270, 
SEQ ID NO:3272, SEQ ID NO:3274, SEQ ID NO:3276, SEQ ID NO:3278, SEQ ID NO:3280, 
SEQ ED NO:3282, SEQ ID NO:3284, SEQ ID NO:3286, SEQ ID NO:3288, SEQ ID NO:3290, 
SEQ ID NO:3292, SEQ ID NO:3294, SEQ ID NO:3296, SEQ ID NO:3298, SEQ ID NO:3300, 
SEQ ID NO:3301, SEQ ID NO:3303, SEQ ID NO:3305, SEQ ID NO:3307, SEQ ID NO:3309, 
SEQ ID NO:3311, SEQ ID NO:3312, SEQ ID NO:3314, SEQ ID NO:33l6, SEQ ID NO:3318 
SEQ ID NO:3320, SEQ ID NO:3322, SEQ ID NO:3324, SEQ ID NO:3326, SEQ ID NO:3328, 
SEQ ID NO:3330, SEQ ID NO:3332, SEQ ID NO:3334, SEQ ID NO:3336, SEQ ID NO:3338, 
SEQ ID NO:nnnn , SEQ ID NO:3342, SEQ ID NO:3344, SEQ ID NO:3346, SEQ ID NO:3348, 
SEQ ID NO:3350, SEQ ID NO:3352, SEQ ID NO:3354, SEQ ID NO:3356, SEQ ID NO:3358, 
SEQ ID NO:3360, SEQ ID NO:3362, SEQ ID NO:3364, SEQ ID NO:3366, SEQ ID NO:336S, 
SEQ ID NO:3370, SEQ ID NO:3372, SEQ ID NO:3374 T SEQ ID NO:3376, SEQ ID NO:3378, 
SEQ ID NO:3380, SEQ ED NO:3382, SEQ ID NO:3384, SEQ ID NO:3386, SEQ ID NO:3388, 
SEQ ID NO:3390, SEQ ID NO:3392, SEQ ID NO:3394, SEQ ID NO:3396, SEQ ID NO:3398, 
SEQ ID NO:3400, SEQ ID NO:3402, SEQ ID NO:3404, SEQ ID NO:nnnn , SEQ ID NO:3408, 
SEQ ID NO:3410, SEQ ED NO:341 1, SEQ ID N0:3413, SEQ ID NO:3415, SEQ ID NO:3417, 
SEQ ID NO:3419, SEQ ID NO:nnnn , SEQ ID NO:3423, SEQ ID NO:3425, SEQ ID NO:3427, 
SEQ ID NO:3429, SEQ ID NO:3431, SEQ ID NO:3433, SEQ ID NO:3435, SEQ ID NO:3437, 
SEQ ID NO:3439, SEQ ID NO:3441, SEQ ID NO:3443, SEQ ID NO:3445, SEQ ID NO:3447, 
SEQ ID NO:3449, SEQ ID NO:3451, SEQ ID NO:3453, SEQ ID NO:3455, SEQ ID NO:3457, 
SEQ ID NO:3459, SEQ ID NO:3461 t SEQ ID NO:3463, SEQ ID NO:3465, SEQ ID NO:3467, 
SEQ ID NO:3469, SEQ ID NO:3471, SEQ ID NO:3473, SEQ ID NO:3475, SEQ ID NO:3477, 
SEQ ID NO:3479, SEQ ID NO:3481, SEQ ID NO:3482, SEQ ID NO:3484, SEQ ID NO: 3486, 
SEQ ID NO:3488, SEQ ID NO:3490, SEQ ID NO:3492, SEQ ID NO:3494, SEQ ID NO:3496, 
SEQ ID NO:3498, SEQ ID NO:3500, SEQ ID NO:3502 t SEQ ID NO:3504, SEQ ID NO:3506, 
SEQ ID NO:3508 t SEQ ID NO:3509, SEQ ID NO:351 l f SEQ IDNO:3513, SEQ ID NO:3515 
SEQ ID NO:3517, SEQ ID N0:3519, SEQ ID NO:3521, SEQ ID NO:3523, SEQ ID NO:3525, 
SEQ ID NO:3527, SEQ ED NO:3529, SEQ ID NO:3531, SEQ ID NO:3533, SEQ ID NO:3535, 
SEQ ID NO:3537, SEQ ID NO:3539, SEQ ID NO:3541, SEQ ID NO:3543, SEQ ID NO:3545, 
SEQ ID NO:3547, SEQ ID NO:3549, SEQ ID NO:3551, SEQ ID NO:3553, SEQ ID NO:3555, 
SEQ ID NO:3557, SEQ ID NO:3559, SEQ ID NO:3561 p SEQ ID NO:3563, SEQ ID NO:nnnn , 
SEQ ID NO:3567, SEQ ID NO:3569, SEQ ID NO:3571, SEQ ID NO:3573, SEQ ID NO:3575, 
SEQ ID NO:3577, SEQ ID NO:3579, SEQ ID NO:3581, SEQ ID NO:3583, SEQ ID NO:3585, 
SEQ ID NO:3587, SEQ ID NO:3589 , SEQ ID NO:3595, SEQ ID NO:3597, SEQ ID NO:3599, 
SEQ ID NO:3601, SEQ ID NO:36C3, SEQ ID NO:3605, SEQ ID NO:3607, SEQ ID NO:3609, 
SEQ ID NO:3610, SEQ ID NO:361 1, SEQ ID NO:3612, SEQ ID NO:3613, SEQ ID NO:3615, 
SEQ ID NO:3617, SEQ ID N0:3619, SEQ ID NO:3621, SEQ ID NO:3622, SEQ ID NO:3624, 
SEQ ID NO:3626, SEQ ID NO:3627, SEQ ID NO:3628, SEQ ID NO:3629, SEQ ID NO:363 1, 
SEQ ID NO:3633, SEQ ID NO:3634, SEQ ID NO:3636, SEQ ID NO:3638, SEQ ID NO:3640, 
SEQ ID NO:3642, SEQ ID NO:3644, SEQ ID NO:3645, SEQ ID NO:3647, SEQ ID NO:3649, 
SEQ ID NO:3651, SEQ ID NO:36f>3, SEQ ID NO:3655, SEQ ID NO:3657, SEQ ID NO:3658, 
SEQ ID NO:3660, SEQ ID NO:3662, SEQ ID NO:3664, SEQ ID NO:3666, SEQ ID NO: 3668, 
SEQ ID NO:3670, SEQ ID NO:3672, SEQ ID NO:3674, SEQ ID NO:3676, SEQ ID NO:3678, 
SEQ ID NO:3680, SEQ ID NO:3682, SEQ ID NO:3683, SEQ ID NO:3685, SEQ ID NO:3686, 
SEQ ID NO:3688, SEQ ID NO:3690, SEQ ID NO:3692, SEQ ID NO:3694, SEQ ID NO:3696, 
SEQ ID NO:3698, SEQ ID NO:3700, SEQ ID NO:3702, SEQ ID NO:3704, SEQ ID NO:3706, 
SEQ ID NO:3708, SEQ ID NO:37iO, SEQ ID NO:3712, SEQ ID NO:3714, SEQ ID NO:37l6, 
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SEQ ID NO:3718, SEQ ID NO:3720, SEQ ID NO:3722, SEQ ID NO:3724, SEQ ID NO-3726 
SEQ ID NO:3728, SEQ ID NO:3730, SEQ ID NO:3732, SEQ ID NO:3734, SEQ ID NO'3736 
SEQ ID NO:3738, SEQ ID NO:3740, SEQ ID NO:3741, SEQ ID NO:3743, SEQ ID NO-3745* 
SEQ ID NO:3747, SEQ ID NO:3749, SEQ ID NO:3751, SEQ ID NO:3753, SEQ ID NO-3755* 
SEQ ID NO:3756, SEQ ID NO:3758, SEQ ID NO:3760, SEQ ID NO:3761, SEQ ID N03763' 
SEQ ID NO.-3765, SEQ ID N0.3767, SEQ ID NO:3769, SEQ ID NO:3771, SEQ ID NO-3773* 
SEQIDNO:3775,SEQIDNO:3777 

SEQ ID NO:3779, SEQ ID NO:3781, SEQ ID NO:3783, SEQ ID NO:3785, SEQ ID N03787 
SEQ ID NO:3789, SEQ ID NO:3791, SEQ ID NO:3793, SEQ ID NO:3795, SEQ ID N03797 
SEQ ID NO:3799, SEQ ID NO:3801, SEQ ID NO:3803, SEQ ID NO:3805, SEQ ID 1*0:3806* 
SEQ ID NO:3808, SEQ ID NO:3810, SEQ ID NO:3812, SEQ ID NO:3814 SEQ ID N03816 
SEQ ID NO:3818, SEQ ID NO:3820, SEQ ID NO:3822, SEQ ID NO:3824, SEQ ID N03826 
SEQ ID NO:3828, SEQ ID NO:3830, SEQ ID NO:3832, SEQ ID NO:3834, SEQ ID N0 3836 
SEQ ID NO:3838, SEQ ID NO:3840, SEQ ID NO:3842, SEQ ID NO:3844, SEQ ID N0 3846 
SEQ ID NO:3848, SEQ ID NO:3852, SEQ ID NO:3854, SEQ ID NO:3856, SEQ ID NO-3858 
SEQ ID NO:3860, SEQ ID NO:3862, SEQ ID NO:3864, SEQ ID NO:3866, SEQ ID N03868' 
SEQ ID NO:3870, SEQ ID NO:3872, SEQ ID NO:3874, SEQ ID NO:3876, SEQ ID N03878 
SEQ ID NO:3880, SEQ ID NO:3882, SEQ ID NO:3884, SEQ ID NO:3886, SEQ ID N03888 
SEQ ID NO:3890, SEQ ID NO:3892, SEQ ID NO:3894, SEQ ID NO:3896 SEQ ID NO-3898 
SEQ ID NO:3900, SEQ ID NO:3902, SEQ ID NO:3904, SEQ ID NO:3906 SEQ ID NO-3908 
SEQ ID NO:3910, SEQ ID NO:3912, SEQ ID NO:3914, SEQ ID NO:3916 SEQ ID N03918 
SEQ ID NO:3920, SEQ ID NO:3922, SEQ ID NO:3924, SEQ ID NO:3926, SEQ ID N03928 
SEQ ID NO:3930, SEQ ID NO:3932, SEQ ID NO:3934, SEQ ID NO.3936 SEQ ID NO 3938' 
SEQ ID NO:3940, SEQ ID NO:3942, SEQ ID NO:3944, SEQ ID NO:3946, SEQ ID NO'3948' 
SEQ ID NO:3950, SEQ ID NO:3952, SEQ ID NO:3954, SEQ ID N03956, SEQ ID NO' 3958 
SEQ ID NO:3960, SEQ ID NO:3962, SEQ ID NO:3964, SEQ ID NO:3965, SEQ ID NO - 3966 
SEQ ID NO.-3968. SEQ ID NO:3970, SEQ ID NO.3972, SEQ ID NO:3974, SEQ ID NO-3976* 
SEQ ID NO:3977, SEQ ID NO:3979, SEQ ID NO:3981, SEQ ID NO:3983, SEQ ID N0 3985 
SEQ ID NO:3987, SEQ ID NO:3988, SEQ ID NO:3990, SEQ ID NO:3992 SEQ ID NO-3994 
SEQ ID NO:3996, SEQ ID NO:3998, SEQ ID NO:4000, SEQ ID NO:4001, SEQ ID NO 4003 
SEQ ID NO:4004, SEQ ID NO:4006, SEQ ID NO:4008, SEQ ID NO:4010, SEQ ID NO'4012 
SEQ ED NO:4016, SEQ ID NO4018, SEQ ID NQ:4020, SEQ ID NO.4022 SEQ ID NO 4024 
SEQ ID NO:4026, SEQ ID NO4028, SEQ ID NO:4030, SEQ ID NO:4032, SEQ ID NO 4034 
SEQ ID NO:4036, SEQ ID NO:4038, SEQ ID NO:4040, SEQ ID NO.-4042, SEQ ID NO-4044 
SEQ ID NO:4046, SEQ ID NO:4048, SEQ ID NO:4050, SEQ ID NO:4052 SEQ ID NO 4054 
SEQ ID NO:4056, SEQ ID NO:4058, SEQ ID NO:4060, SEQ ID NO:4062, SEQ ID NO 4064' 
SEQ ID NO:4066, SEQ ID NO:4068, SEQ ID NO:4070, SEQ ID NO:4072, SEQ ID NO 4074' 
SEQIDNO:4076 

SEQ ID NO:4078, SEQ ID NO:4080, SEQ ID NO:4082, SEQ ID NO:4084, SEQ ID NO 4086 
SEQ ID NO:4088, SEQ ID NO4090, SEQ ID NO:4092, SEQ ID NO:4094 SEQ ID NO 4096 
SEQ ID NO:4098, SEQ ID NO:4099, SEQ ID NO:4101, SEQ ID NO:4103,' SEQ ID NO 4105' 
SEQ ID NO:4 107, SEQ ID NO:4109, SEQ ID N0:41 1 1, SEQ ID NO:41 13, SEQ ID N0 41 15 
SEQ ID NO:41 17, SEQ ID NO:41 19, SEQ ID NO:4121, SEQ ID N0.4123, SEQ ID N0 4125' 
SEQ ID NO:4127, SEQ ID NO:4129, SEQ ID N0:4131, SEQ ID N0:4132, SEQ ID NO'4134 
SEQ ID NO:4136, SEQ ID NO:4137, SEQ ID NO:4139, SEQ ID NO:4140, SEQ ID N0 4142 
SEQ ID NO:4144, SEQ ID NO:4146, SEQ ID NO:4148, SEQ ED NO:4150 SEQ ID NO-4152* 
SEQ ID NO:4154, SEQ ID NO:4155, SEQ ID NO:4157, SEQ ID NO:4159 SEQ ID NO-416l' 
SEQIDNO:4163,SEQIDNO:4165 ' 
SEQ ID NO:4167, SEQ ID NO:4168, SEQ ID NO:4170, SEQ ID NO:4172 SEQ ID N0 4174 
SEQ ID NO:4176, and SEQ ID NO:4178 

(b) a polynucleotide comprising a nucleotide sequence encoding a protein comprising the amino acid sequence 
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set forth in any one of the following SEQ ID NOs: 



w 



15 



20 



25 



30 



35 



40 



45 



50 
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SEQ ID NO:2548, SEQ ID NO:nnnn , SEQ ID NO:2552, SEQ ID NO:2554, SEQ ID N02556 
SEQ ID NO:2559, SEQ ID NO:2561, SEQ ID NO:2563, SEQ ID N0.2565, SEQ ID N02567 ' 
SEQ ID N0.2569, SEQ ID NO:257], SEQ ID NO.-2573, SEQ ID NO:2575, SEQ ID N02577 
SEQ ID NO:2579, SEQ ID N0.2582, SEQ ID NO:2585, SEQ ID NO:nnnn , SEQ ID N02589 
SEQ ID NO:2591, SEQ ID NO:2593, SEQ ID NO:2595, SEQ ID NO:2597, SEQ ID N02599 ' 
SEQ ID NO:nnnn , SEQ ID NO:2603, SEQ ID NO:2605, SEQ ID NO:2608, SEQ ID NO 2610 
SEQ ID NO:2612, SEQ ID NO:2614, SEQ ID NO:2616, SEQ ID NO:261 8, SEQ ID NO2620 ' 
SEQ ID NO:2622, SEQ ID NO:2624, SEQ ID NO:2626, SEQ ID NO:2628, SEQ ID N0 263 1 * 
SEQ ID NO:2633, SEQ ID NO:2635, SEQ ID NO:2637, SEQ ID NO:2639, SEQ ID NO : 264l' 
SEQ ID NO:2643, SEQ ID N0.2645, SEQ ID NO:2647, SEQ ID NO:2649, SEQ ID NO-265l' 
SEQ ID NO:2653, SEQ ID NO:2655, SEQ ID NO:2657, SEQ ID NO:2659, SEQ ID N0 266l' 
SEQ ID NO:2663, SEQ ID NO:2665, SEQ ID NO:2667, SEQ ID NO:2669, SEQ ID NoW 
SEQ ID NO:2673, SEQ ID NO:2675, SEQ ID NO:2677, SEQ ID NO:2679, SEQ ID N0 2682' 
SEQ ID NO:2684, SEQ ID NO:2687, SEQ ID NO:2689, SEQ ID NO:2691, SEQ ID N0 2693' 
SEQ ID NO:2695, SEQ ID NO:2697, SEQ ID NO:2699, SEQ ID NO:2701, SEQ ID NO : 2703' 
SEQ ID NO:2705, SEQ ID NO:2707, SEQ ID NO:2709, SEQ ID NO:271 1, SEQ ID ND2713 
SEQ ID NO:2716, SEQ ID NO:272(), SEQ ID NO:2723, SEQ ID NO:2725, SEQ ED NO 27V 
SEQ ID NO:2729, SEQ ID NO:2731, SEQ ID NO:2733, SEQ ID NO:2736, SEQ ID N02738' 
SEQ ID NO.-2740, SEQ ID NO:nnnn , SEQ ID NO:2744, SEQ ID NO:2746, SEQ ID N02748 
SEQ ID NO:2751, SEQ ID NO:2753, SEQ ID NO:2755, SEQ ID NO:2757, SEQ ID N0 2759' 
SEQ ID NO:2762, SEQ ID NO:nnnn , SEQ ID NO:2767, SEQ ID NO:2769, SEQ ID N02771 
SEQ ID NO:2773, SEQ ID NO:2775, SEQ ID NO:2777, SEQ ID NO:2779, SEQ ID NO'2781 ' 
SEQ ID NO:2783, SEQ ID NO:2785, SEQ ID NO:2787, SEQ ID NO:2789, SEQ ID NO : 279l' 
SEQ ID NO:2793, SEQ ID NO:2795, SEQ ID NO:2797, SEQ ID NO:2799, SEQ ID NO280l' 
SEQ ID NO:2803, SEQ ID NO:2805, SEQ ID NO:2807, SEQ ID NO:2809, SEQ ID ND281 1' 
SEQ ID NO:2813, SEQ ID NO:2815, SEQ ID NO:2817, SEQ ID NO:2819, SEQ ID N02821* 
SEQ ID NO:2823, SEQ ID NO:2825, SEQ ID NO:2827, SEQ ID NO:2829, SEQ ID N02831 ' 
SEQ ID NO:2833, SEQ ID NO:2835, SEQ ID NO:2837, SEQ ID NO:2839, SEQ ID N02841' 
SEQ ID NO:2843, SEQ ID NO:2845, SEQ ID NO:2847, SEQ ID NO:2849 SEQ ID NO-285l' 
SEQ ID NO:2853, SEQ ID NO:2855, SEQ ID NO:2857, SEQ ID NO:2859, SEQ ED NO : 286l' 
SEQ ID NO:2863, SEQ ID NO:2865, SEQ ID NO:2867, SEQ ID NO:2869, SEQ ID NO : 287l' 
SEQ ID NO:2873, SEQ ID NO:2875, SEQ ED NO:2877, SEQ ID NO:2879, SEQ ID NO-2881* 
SEQ ID NO:2883, SEQ ID NO:2885, SEQ ID NO:2887, SEQ ID NO:2889, SEQ ID NO : 289l' 
SEQ ID NO:2893, SEQ ID NO:289.5, SEQ ID NO:2897, SEQ ID NO:2899, SEQ ID NO2901* 
SEQ ID NO:2903, SEQ ID NO:2905, SEQ ID NO:2907, SEQ ID NO:2909, SEQ ID ND291 1* 
SEQ ID NO:2913 ( SEQ ID NO:2915, SEQ ID NO:2917, SEQ ID NO:2919, SEQ ID ND292l' 
SEQ ID NO:2923, SEQ ID NO:2925, SEQ ID NO:2927, SEQ ID NO:2929, SEQ ED N0293l' 
SEQ ID NO:2933, SEQ ID NO:2935, SEQ ID NO:2937, SEQ ID NO:2939, SEQ ID N02941* 
SEQ ID NO:2943, SEQ ID NO:2945, SEQ ID NO:2947, SEQ ID NO:2949, SEQ ID NO 295l' 
SEQ ID NO:2953, SEQ ID NO:2955, SEQ ID NO:2957, SEQ ID NO:2959, SEQ ID NO-2961* 
SEQ ID NO:2963, SEQ ID NOrnnnn , SEQ ID NO:2968, SEQ ID NO:2970, SEQ ID NO-2972 
SEQ ID NO:2974, SEQ ID NO:2976, SEQ ID NO:2978, SEQ ID NO:2980, SEQ ID NO-2982 ' 
SEQ ID NO:2984, SEQ ID ND2986, SEQ ED NO:2988, SEQ ID NO:2990 SEQ ID NO : 2992' 
SEQ ID NO:2994, SEQ ID NO:2996, SEQ ID NO:2998, SEQ ID NO:3000. SEQ ID NO 3002' 
SEQ ID NO:3004, SEQ ID NO:3006, SEQ ID NO:3008, SEQ ID NO:3010, SEQ ID NO : 30I2' 
SEQ ID NO:3014, SEQ ID NO:3016, SEQ ID NO:3018, SEQ ID NO:3020, SEQ ID NO-3022' 
SEQ ID NO:3024, SEQ ID NO:3026, SEQ ID NO:3028, SEQ ID NO:3030, SEQ ID NO : 3032' 
SEQ ID NO:3034, SEQ ID NO:3036, SEQ ID NO:3038, SEQ ID NO:3040, SEQ ID NO : nnnn' 
SEQ ID NO.nnnn , SEQ ID NO:3046, SEQ ID NO:3048, SEQ ID NO:3050, SEQ ID NO 3052* 
SEQ ID NO:3054, SEQ ID NO:3056, SEQ ID NO:3058, SEQ ID NO:3060, SEQ ID NO 3062 ' 
SEQ ID NO:3064, SEQ ID NO:3066, SEQ ID NO:3068, SEQ ID NO:3070, SEQ ID NO3072 
SEQ ID NO:3074, SEQ ID NO:3076, SEQ ID NO:3078, SEQ ID NO:3080, SEQ ID NO3082' 
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SEQ ID NO:3084, SEQ ID NO:3086, SEQ ID NO:3088, SEQ ID NO:3090, SEQ ID NO:3092, 
SEQ ID NO:3094, SEQ ID NO:3096, SEQ ID NO:3098, SEQ ID NO:3100, SEQ ID NO:3102, 
SEQ ID NO:3104, SEQ ID NO:3106, SEQ ID NO:3108, SEQ ED NO:31 10, SEQ ID NO:31 12, 
SEQ ID NO:3114, SEQ ID NO:31 16, SEQ ID NO:3118, SEQ ID NO:3120, SEQ ID NO:3122, 
SEQ ID NO:3124, SEQ ID NO:3126, SEQ ID NO:3128, SEQ ID NO:3130, SEQ ID NO:3132, 
SEQ ID NO:3134, SEQ ID NO:3136, SEQ ID NO:3138, SEQ ID NO:3141, SEQ ID NO:3145, 
SEQ ID NO:3147, SEQ ID NO:3149, SEQ ID NO:3151, SEQ ID NO:3153, SEQ ID NO:3155, 
SEQ ID NO:3157, SEQ ID NO:3159, SEQ ID NO:nnnn , SEQ ED NO:3163, SEQ ID NO:3165 
SEQ ID N0:3167, SEQ IDNO:3169, SEQ ID N0:3171, SEQ IDNO:3173, SEQ ID NO:3175, 
SEQ ID NO:3177, SEQ ID NO:3179, SEQ ID NO:3182, SEQ ID NO:3184, SEQ ID NO:3186, 
SEQ ID NO:3190, SEQ ID NO:3192, SEQ ID NO:3194, SEQ EDNO:3197, SEQ ID NO:3199, 
SEQ ID NO:3201, SEQ ID NO:3203, SEQ ID NO:3205, SEQ ID NO:3207, SEQ ID NO:3209, 
SEQ ID NO:321 1, SEQ ID NO:3213, SEQ ID NO:3215, SEQ ID NO:nnnn , SEQ ID NO:3220 : 
,SEQ ID NO:3223, SEQ ID NO:3225, SEQ ID NO:3227, SEQ ID NO:nnnn , SEQ ID NO:323L 
SEQ ID NO:3233, SEQ ID NO:3235, SEQ ID NO:3237, SEQ ED NO:3239, SEQ ID NO:3241, 
SEQ ID NO:3243, SEQ ID NO:3245, SEQ ID NO:3247, SEQ ID NO:nnnn , SEQ ID NO:325L 
SEQ ID NO:3253, SEQ ID NO:3255, SEQ ID NO:3257, SEQ ID NO:3259, SEQ ID NO:3261, 
SEQ ID NO:3263, SEQ ID NO:3265, SEQ ED NO:3267, SEQ ID NO:3269, SEQ ID NO:3271, 
SEQ ID NO:3273, SEQ ID NO:3275, SEQ ED NO:3277, SEQ ID NO:3279, SEQ ID NO:3281, 
SEQ ID NO:3283, SEQ ID KO:3285, SEQ ID NO:3287, SEQ ID NO:3289, SEQ ID NO:3291, 
SEQ ID NO:3293, SEQ ID NO:3295, SEQ ID NO:3297, SEQ ID NO:3299, SEQ ID NO:3302, 
SEQ ID NO:3304, SEQ ID NO:3306, SEQ ID NO:3308, SEQ ID NO:3310, SEQ ID NO:3313, 
SEQ ID NO:3315, SEQ ID NO:3317, SEQ ID NO:3319, SEQ ID NO:3321, SEQ ID NO:3323, 
SEQ ID NO:3325, SEQ ID NO:3327, SEQ ID NO:3329 t SEQ ID NO:3331, SEQ ID NO:3333, 
SEQ ID NO:3335, SEQ ID NO:3337, SEQ ID NO:3339, SEQ ID NO:nnnn , SEQ ID NO:3343 t 
SEQ ID NO:3345, SEQ ID NO:3347, SEQ ID NO:3349, SEQ ID NO:3351, SEQ ID NO:3353, 
SEQ ID NO:3355, SEQ ID NO:3357, SEQ ID NO:3359, SEQ ID NO:3361, SEQ ED NO:3363, 
SEQ ID NO:3365, SEQ ID NO:3367, SEQ ED NO:3369, SEQ ID NO:3371, SEQ ID NO:3373 
SEQ ID NO:3375, SEQ ID NO:3377, SEQ ID NO:3379, SEQ ID NO:3381, SEQ ID NO:3383, 
SEQ ID NO:3385, SEQ ID NO:3387, SEQ ID NO:3389, SEQ ID NO:3391 > SEQ ID NO:3393, 
SEQ ID NO:3395, SEQ ID NO:3397, SEQ ID NO:3399, SEQ ID NO:3401, SEQ ID NO:3403, 
SEQ ID NO:3405, SEQ ID NOmnnn , SEQ ID NO:3409, SEQ ID NO:3412, SEQ ID NO:3414 ; 
SEQ ID NO:3416, SEQ ID NOI3413, SEQ ID NO:3420, SEQ ID NOmnnn , SEQ ID NO:3424, 
SEQ ED NO:3426, SEQ ID NO:3428, SEQ ID NO:3430, SEQ ID NO:3432, SEQ ID NO:3434, 
SEQ ID NO:3436, SEQ ID NO:3438> SEQ ID NO:3440, SEQ ID NO:3442, SEQ ID NO:3444, 
SEQ ID NO:3446, SEQ ID NO:3448, SEQ ID NO:3450, SEQ ID NO:3452, SEQ ID NO:3454, 
SEQ ID NO:3456, SEQ ID NO:3458, SEQ ID NO:3460, SEQ ID NO:3462, SEQ ID NO:3464, 
SEQ ID NO:3466, SEQ ED NO:3468, SEQ ID NO:3470, SEQ ID NO:3472, SEQ ID NO:3474, 
SEQ ID NO:3476, SEQ ID NO:3478, SEQ ID NO:3480, SEQ ID NO:3483, SEQ ID NO:3485, 
SEQ ID NO:3487, SEQ ID NO:3489, SEQ ID NO:3491, SEQ ID NO:3493, SEQ ID NO:3495, 
SEQ ID NO:3497, SEQ ID NO:3499, SEQ ID NO:3501, SEQ ID NO:3503, SEQ ID NO:3505, 
SEQ ID NO:3507, SEQ ID NO:3510, SEQ ID NO:3512, SEQ ID NO:3514 ? SEQ ID NO:3516, 
SEQ ID NO:3518, SEQ ID NO:3520, SEQ ID NO:3522, SEQ ID NO:3524 > SEQ ID NO:3526, 
SEQ ID NO:3528, SEQ ID NO:3530, SEQ ID NO:3532, SEQ ID NO:3534, SEQ ID NO:3536, 
SEQ ID NO:3538, SEQ ID NO:3540, SEQ ID NO:3542, SEQ ED NO:3544, SEQ ID NO:3546, 
SEQ ID NO:3548, SEQ ID NO.3550, SEQ ID NO:3552, SEQ ID NO:3554, SEQ ID NO:3556, 
SEQ ID NO:3558, SEQ ID NO:3560, SEQ ID NO:3562, SEQ ID NO:3564, SEQ ID NOrnnnn , 
SEQ ID NO:3568, SEQ ID NO:3570, SEQ ID NO:3572 s SEQ ID NO:3574, SEQ ID NO:3576 
SEQ ID NO: 3578, SEQ ID NO:3580, SEQ ID NO:3582, SEQ ID NO:3584, SEQ ID NO:3586, 
SEQ ID NO:3588, SEQ ID NO:3590 

SEQ ID NO:3596, SEQ ID NO:3598, SEQ ID NO:3600, SEQ ID NO:3602, SEQ ID NO:3604, 
SEQ ID NO:3606, SEQ ID NO:3608, SEQ ID NO:3614, SEQ ID NO:3616, SEQ ID NO:3618, 
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SEQ ID NO:3620, SEQ ID NO:3623, SEQ ID NO:3625, SEQ ID NO:3630, SEQ ID NO:3632, 
SEQ ID NO:3635, SEQ ID NO:3637, SEQ ID NO:3639, SEQ ID NO:3641, SEQ ED NO:3643, 
SEQ ID NO:3646, SEQ ID NO:3648, SEQ ID NO:3650, SEQ ID NO:3652, SEQ ID NO:3654, 
SEQ ID NO:3656, SEQ ID NO:3659, SEQ ID NO:3661, SEQ ID NO:3663, SEQ ID NO:3665, 
SEQ ID NO:3667, SEQ ID NO:3669, SEQ ID NO:3671, SEQ ID N0.3673, SEQ ID NO:3675, 
SEQ ID NO:3677, SEQ ID NO:3679, SEQ ID NO:3681, SEQ ID NO:3684, SEQ ID NO:3687, 
SEQ ID NO:3689, SEQ ID NO:369li, SEQ ID NO:3693, SEQ ID NO:3695, SEQ ID NO:3697, 
SEQ ID NO:3699, SEQ ID NO:370l, SEQ ED NO3703, SEQ ID NO:3705, SEQ ID NO:3707, 
SEQ ID NO:3709, SEQ ID NO:3711, SEQ ED NO:3713, SEQ ID NO:3715, SEQ ID NO:3717, 
SEQ ID NO:3719, SEQ ID NO:372 l, SEQ ED NO:3723, SEQ ID NO:3725, SEQ ED NO:3727, 
SEQ ID NO:3729, SEQ ID NO:3731, SEQ ED NO:3733, SEQ ID NO:3735, SEQ ID NO:3737, 
SEQ ID NO:3739, SEQ ID NO:3742, SEQ ID NO:3744, SEQ ID NO:3746, SEQ ID NO:3748, 
SEQ ID NO:3750, SEQ ID NO:3752, SEQ ID NO:3754, SEQ ID NO:3757, SEQ ID NO:3759, 
SEQ ID NO:3762, SEQ ID NO:3764, SEQ ID NO:3766, SEQ ID NO:3768, SEQ ID NO:3770, 
SEQ ID NO:3772, SEQ ID NO:3774, SEQ ID NO:3776, SEQ ID NO:3778, SEQ ID NO:3780, 
SEQ ID NO:3782, SEQ ID NO:3784, SEQ ID NO:3786, SEQ ID NO:3788, SEQ ID NO:3790, 
SEQ ID NO:3792, SEQ ID NO:3794, SEQ ID NO:3796, SEQ ID NO:3798, SEQ ID NO:3800, 
SEQ ED NO:3802, SEQ ID NO:3804, SEQ ID NO:3807, SEQ ED NO:3809, SEQ ID NO:3811 
SEQ H> NO:3813, SEQ ID NO:3815, SEQ ID NO:3817, SEQ ID NO:3819, SEQ ID NO:3821, 
SEQ ID NO:3823, SEQ ID NO:3825, SEQ ID NO:3827, SEQ ID NO:3829, SEQ ID NO:3831, 
SEQ ID NO:3833, SEQ ED NO:3835, SEQ ID NO:3837, SEQ ID NO:3839, SEQ ID NO:3841, 
SEQ ID NO:3843, SEQ ID NO:3845, SEQ ID NO:3847, SEQ ID NO:3849, SEQ ID NO:3853, 
SEQ ID NO:3855, SEQ ID NO:3857, SEQ ID NO:3859, SEQ ID NO:3861, SEQ ID NO:3863, 
SEQ ID NO:3865, SEQ ED NO:3867, SEQ ID NO:3869, SEQ ED NO:3871, SEQ ID NO:3873, 
SEQ ID NO:3875, SEQ ID NO:3877, SEQ ID NO:3879, SEQ ID NO:3881, SEQ ID NO:3883, 
SEQ ID NO:3885, SEQ ID NO:3887, SEQ ID NO:3889, SEQ ID NO:3891, SEQ ED NO:3893, 
SEQ ID NO:3895, SEQ ID NO:3897, SEQ ID NO:3899, SEQ ID NO:3901, SEQ ID NO:3903, 
SEQ ID NO:3905, SEQ ID NO:3907, SEQ ID NO:3909, SEQ ID NO:391 1, SEQ ID NO:3913, 
SEQ ID NO:3915, SEQ ID NO:3917, SEQ ID NO:3919, SEQ ID NO:3921, SEQ ED NO:3923, 
SEQ ID NO:3925, SEQ ID NO:3927, SEQ ID NO:3929, SEQ ED NO:3931, SEQ ID NO:3933, 
SEQ ID NO:3935, SEQ ID NO:3937, SEQ ID NO:3939, SEQ ID NO:3941, SEQ ID NO:3943> 
SEQ ID NO:3945, SEQ ID NO:3947, SEQ ID NO:3949, SEQ ID NO:3951, SEQ ID NO:3953, 
SEQ ID NO:3955, SEQ ID NO:3957, SEQ ID NO:3959, SEQ ID NO:3961, SEQ ID NO:3963, 
SEQ ID NO:3967, SEQ ID NO:3969, SEQ ID NO:3971, SEQ ID NO:3973, SEQ ID NO:3975, 
SEQ ED NO:3978, SEQ ID NO:3980, SEQ ID NO:3982, SEQ ID NO:3984, SEQ ID NO:3986, 
SEQ ID NO:3989, SEQ ID NO:3991, SEQ ID NO:3993, SEQ ID NO:3995, SEQ ID NO:3997, 
SEQ ED NO:3999, SEQ ID NO:4002, SEQ ID NO:4005> SEQ ID NO:4007, SEQ ID NO:4009, 
SEQ ID NO:401 1, SEQ ID NO:4013, SEQ ID NO:4017, SEQ ID NO:4019, SEQ ID NO:4021 
SEQ ID NO:4023, SEQ ID NO:4025, SEQ ID NO:4027, SEQ ED NO:4029, SEQ ID NO:4031 r 
SEQ ID NO:4033, SEQ ID NO:4035, SEQ ID NO:4037, SEQ ID NO:4039, SEQ ID NO:4041, 
SEQ ID NO:4043, SEQ ID N0:4Ot5, SEQ ID NO:4047, SEQ ID NO:4049, SEQ ID NO:4051, 
SEQ ID NO:4053, SEQ ID NO:4055, SEQ ID NO:4057, SEQ ID NO:4059, SEQ ID NO:4061, 
SEQ ID NO:4063, SEQ ID NO^SS, SEQ ID NO:4067, SEQ ID NO:4069, SEQ ID NO:4071, 
SEQ ID NO:4073 > SEQ ID NO:4075, SEQ ID NO:4077 

SEQ ID NO:4079, SEQ ID NO:4081, SEQ ID NO:4083, SEQ ID NO:4085, SEQ ID NO:4087, 
SEQ ID NO:4089, SEQ ID NO:4091, SEQ ID NO:4093, SEQ ID NO:4095, SEQ ID NO:4097! 
SEQ ID NO:4100, SEQ ID NO:41()2, SEQ ID NO.4104, SEQ ID NO:4106, SEQ ID NO:4108i 
SEQ ID NO:41 10, SEQ ID N0:41 12, SEQ ID NO:41 14, SEQ ID NO:41 16, SEQ ID NO:41 18, 
SEQ ID NO:4120, SEQ ID NO:4122, SEQ ID NO:4124, SEQ ID NO:4126, SEQ ID NO:4128, 
SEQ ID NO:4130, SEQ ID NO:4133, SEQ ID NO:4135, SEQ ID NO:4138, SEQ ID NO:4141, 
SEQ ID NO:4143, SEQ ID NO:4145, SEQ ID NO:4147, SEQ ID NO:4149, SEQ ID NO:4151, 
SEQ ID NO:4153, SEQ ID NO:4156, SEQ ID NO:4158, SEQ ID NO.4160, SEQ ID N0:4162, 
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SEQ ID NO:4164, SEQ ID NO:4166 

SEQ ID NO:4169, SEQ ID NO:4171, SEQ ID NO:4173, SEQ ID NO:4175, SEQ ID NO:4177, 
5 andSEQIDNO:4179 

(c) a polynucleotide comprising a nucleotide sequence encoding a protein comprising an amino acid sequence 
selected from the amino acid sequences of (b), in which one or more amino acids are substituted, deleted, 
inserted, and/or added, wherein said protein is functionally equivalent to the protein comprising said amino 

10 acid sequence selected from the amino acid sequences of (b); 

(d) a polynucleotide that hybridizes with a polynucleotide comprising a nucleotide sequence selected from the 
nucleotide sequences of (a), and that comprises a nucleotide sequence encoding a protein functionally equiv- 
alent to the protein encoded by the nucleotide sequence selected from the nucleotide sequences of (a); 

(e) a polynucleotide comprising a nucleotide sequence encoding a partial amino acid sequence of a protein 
'5 encoded by the polynucleotide of (a) to (d); 

(f) a polynucleotide comprising a nucleotide sequence with at least 70% identity to the nucleotide sequence 
of (a). 

9. A substantially pure protein encoded by the polynucleotide of claim 8. 

20 

10. An antibody against the protein or peptide of any one of claims 6, 7, and 9. 

11. A vector comprising the polynucleotide of claim 5 or 8. 

25 12. A transformant carrying the polynucleotide of claim 5 or 8, or the vector of claim 11 . 

13. A transformant expressively carrying the polynucleotide of claim 5 or 8, or the vector of claim 11 . 

14. A method for producing the protein or peptide of any one of claims 6, 7, and 9, comprising culturing the transformant 
30 of claim 13 and recovering the expression product. 

15. An oligonucleotide comprising the nucleotide sequence of claim 8 (a) or the nucleotide sequence complementary 
to the complementary strand thereof, wherein said oligonucleotide comprises 15 nucleotides or more. 

35 16. Use of the oligonucleotide of claim 15 as a primer for synthesizing a polynucleotide. 

17. Use of the oligonucleotide of claim 15 as a probe for detecting a gene. 

18. An antisense polynucleotide against the polynucleotide of claim 8, or the portion thereof. 

40 

19. A method for synthesizing a polynucleotide, the method comprising: 

a) synthesizing a complementary strand using a cDNA library as a template, and using the primer set of claim 
2 or 3, or the primer of claim 1 6; and 
4 5 b) recovering the synthesized product. 

20. The method of claim 19, wherein the cDNA library is obtainable by oligo-capping method. 

21. The method of claim 19, wherein the complementary strand is obtainable by PCR. 

so 

22. A method for detecting the polynucleotide of claim 8, the method comprising: 

a) incubating a target polynucleotide with the oligonucleotide of claim 15 under the conditions where hybridi- 
zation occurs, and 

55 b) detecting the hybridization of the target polynucleotide with the oligonucleotide of claim 1 5. 

23. A database of polynucleotides and/or proteins, the database comprising information on at least one sequence 
selected from the nucleotide sequences of claim 8 (a) and/or the amino acid sequences of claim 8 (b), or a medium 
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Figure 2 




Intensity (Exp. 2) 
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F-NT2RP1 000300 

HYPOTHETICAL 57.1 KD PROTEIN IN MAP2-TEL1 INTERGENIC REGION. 
2.0e-07:202:24 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
5 P38176 

F-NT2RP1 000325 

MITOCHONDRIAL PHOSPHATE CARRIER PROTEIN PRECURSOR. 
1.6e-55:86:81 
10 HOMO SAPIENS (HUMAN). 

Q00325 

F-NT2RP1 000448 
PROLINE-RICH PEPTIDE P-B. 
15 0.094:32:43 

HOMO SAPIENS (HUMAN). 
P02814 

F-NT2RP1 000465 
20 EBNA-1 NUCLEAR PROTEIN. 

3.1e-07:101:39 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

25 F-NT2RP1 000468 

CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN B) (NF-YB) (CAAT- 
BOX DIVA BINDING PROTEIN SUBUNIT B). 
1.4e-1 4:97:38 

PETROMYZON MARINUS (SEA LAMPREY). 
30 P25210 

F-NT2RP1 000551 

INTERFERON-RELATED PROTEIN PC4 (TPA INDUCED SEQUENCE 7) (TIS7 PROTEIN). 
. 1.9e-33:221:41 
35 MUS MUSCULUS (MOUSE). 

P19182 

F-NT2RP1 000579 

SUCCINATE DEHYDROGENASE [UBIQUINONE] FLAVOPROTEIN SUBUNIT PRECURSOR (EC 1.3.5.1) (FP) 
40 (FLAVOPROTEIN SUBUNIT OF COMPLEX II). 

3.4e-68:247:62 
HOMO SAPIENS (HUMAN). 
P31040 

45 F-NT2RP1000613 

CARBONIC ANHYDRASE VI (EC 4.2.1.1) (SALIVARY) (CARBONATE DEHYDRATASE VI). 

1.9e-19:137:37 

OVIS ARIES (SHEEP). 

P08060 

50 

F-NT2RP1 000679 

EBNA-1 NUCLEAR PROTEIN. 

0.00055:54:50 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
55 P03211 

F-NT2RP1 000740 

TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAFII-1 35) (TAFII135) (TAFII-130) (TAFII130). 
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0.071:71:45 

HOMO SAPIENS (HUMAN). 
000268 

F-NT2RP1 000903 

SPORE COAT PROTEIN SP96. 

0.016:124:26 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 
P14328 

F-NT2RP1 000981 

CELL SURFACE A33 ANTIGEN PRECURSOR. 

1.1e-08:196:28 

HOMO SAPIENS (HUMAN). 

Q99795 

F-NT2RP1001004 
F-SPONDIN PRECURSOR. 
1 .2e-11:155:3f 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P35447 

F-NT2RP1001020 

SPORULATION-SPECIFIC PROTEIN 1 (EC 2.7.1.-). 
2.2e-05:1 26:29 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P08458 

F-NT2RP1001031 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1.-). 
5.8e-26:159:38 

THERMOMONOSPORA CURVATA. 
P49695 

F-NT2RP1001563 

M ETALLOTHIONEIN-I II (MT-IM) (GROWTH INHIBITORY FACTOR) (GIF). 

0.00036:42:40 

BOS TAURUS (BOVINE). 

P37359 

F-NT2RP2000092 

ZINC FINGER PROTEIN 136. 

2.9e-44:1 29:62 

HOMO SAPIENS (HUMAN). 

P52737 

F-NT2RP2000178 

HOMEOTIC GENE REGULATOR (BRAHMA PROTEIN). 
0.0050:75:37 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P25439 

F-NT2RP2000240 

PUTATIVE CUTICLE COLLAGEN C09G5.5. 
9.2e-08:137:34 

CAENORHABDITIS ELEGANS. 
Q09456 
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F-NT2RP2000394 

PROCYCLIC FORM SPECIFIC POLYPEPTIDE A-BETA PRECURSOR (PROCYCLIN) (PARP A-BETA). 
0.00019:28:64 

TRYPANOSOMA BRUCEI BRUCEl. 
5 P09791 

F-NT2RP2000447 
GOLGIN-95. 
6.4e-25:55:67 
10 HOMO SAPIENS (HUMAN). 

Q08379 

F-NT2RP2000479 
PROBABLE E5B PROTEIN. 
15 1.0:32:37 

HUMAN PAPILLOMAVIRUS TYPE 6B. 
P06461 

F-NT2RP2000514 

20 AXONIN-1 PRECURSOR (AXONAL GLYCOPROTEIN TAG-1 ) (TRANSIENT AXONAL GLYCOPROTEIN 1). 

1.56-18:201:33 
HOMO SAPIENS (HUMAN). 
Q02246 

25 F-NT2RP2000533 

CORNICHON PROTEIN. 
5.6e-52:144:65 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P49858 

30 

F-NT2RP2000610 

CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN B) (NF-YB) (CAAT- 

BOX DNA BINDING PROTEIN SUBUNIT B). 

8.7e-15:97:38 

35 PETROMYZON MARINUS (SEA LAMPREY). 

P25210 

F-NT2RP2000616 

PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. 
40 0.028:163:30 

MUS MUSCULUS (MOUSE). 
P11087 

F-NT2RP2000649 

45 POTENTIAL CAAX PRENYL PROTEASE 1 (EC 3.4.24.-) (PRENYL PROTEIN- SPECIFIC ENDOPROTEASE 1) 

(PPSEP 1). 
9.5e-22:241:32 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q10071 

50 

F-NT2RP2000663 

PANCREATIC HORMONE PRECURSOR (PANCREATIC POLYPEPTIDE) (PP). 
0.71:28:46 

GALLUS GALLUS (CHICKEN), AND MELEAGRIS GALLOPAVO (COMMON TURKEY). 
55 P01306 

F-NT2RP2000694 

WISKOTT-ALDRICH SYNDROME PROTEIN HOMOLOG (WASP). 
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8.8e-1 0:90:42 

MUS MUSCULUS (MOUSE). 
P70315 

F-NT2RP2000712 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1) 

2.3e-50:1 66:50 

HOMO SAPIENS (HUMAN). 

Q03923 

F-NT2RP2000739 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 

8.9e-45:1 80:43 

HOMO SAPIENS (HUMAN). 

Q03923 

F-NT2RP2000818 
SYG1 PROTEIN. 
2.4e-1 4:1 64:35 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P40528 

F-NT2RP2000903 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
0.28:149:34 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P 17437 

F-NT2RP2001200 
MIC1 PROTEIN. 
1.8e-13:115:38 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53258 

F-NT2RP2001223 

CCAAT DISPLACEMENT PROTEIN (HOMEOBOX PROTEIN CLOX) (CLOX-1) 

0.00017:92:35 

CANIS FAMILIARIS (DOG). 

P39881 

F-NT2RP2001276 

NPDC-1 PROTEIN PRECURSOR. 

4.9e-35:96:71 

MUS MUSCULUS (MOUSE). 
Q64322 

F-NT2RP2001388 
CECROPIN B PRECURSOR. 
0.98:31:51 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P 14956 

F-NT2RP2001469 

VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 . 
6.0e-07:1 46:22 
PODOSPORA ANSERINA. 
Q00808 
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F-NT2RP2001480 

THROMBOSPONDIN 3 PRECURSOR. 
2.1e-100:209:88 
HOMO SAPIENS (HUMAN). 
5 P49746 

F-NT2RP2001495 

HYPOTHETICAL 53.3 KD PROTEIN IN HXT8-CAN1 INTERGENIC REGION. 
3.1e-11:174:24 

10 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P39981 

F-NT2RP2001514 

PROBABLE CALCIUM-TRANSPORTING ATPASE 6 (EC 3.6.1.38). 
15 4.0e-1 8:1 63:36 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P39986 

F-NT2RP2001529 

20 DEATH-ASSOCIATED PROTEIN KINASE 1 (EC 2.7.1.-) (DAP KINASE 1). 

4.4e-83:1 86:78 
HOMO SAPIENS (HUMAN). 
P53355 

25 F-NT2RP2001538 

PAIRED AMPHIPATHIC HELIX PROTEIN. 
1.7e-06:1 52:26 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P22579 

30 

F-NT2RP2001562 

CLATHRIN LIGHT CHAIN B (BRAIN AND LYMPHOCYTE LCB), 
0.0093:124:27 
HOMO SAPIENS (HUMAN). 
35 P09497 

F-NT2RP2001662 

5'-TG-3'l NTERACTI NG FACTOR (HOMEOBOX PROTEIN TGIF). 
5.6e-36:146:57 
40 HOMO SAPIENS (HUMAN). 

Q 15583 

F-NT2RP2001755 
F-SPONDIN PRECURSOR. 
45 1.2e-33:84:89 

RATTUS NORVEGICUS (RAT). 
P35446 

F-NT2RP2001769 
50 PROTEIN KINASE CEK1 (EC 2.7.1 .-). 

1.3e-37:159:53 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
P38938 

55 F-NT2RP2001817 

HST1 PROTEIN (HOMOLOGOUS TO SIR2 PROTEIN 1). 
6.4e-32:85:48 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
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P53685 

F-NT2RP2001878 

EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN) 
1.1e-06:173:28 

NICOTIANA TABACUM (COMMON TOBACCO). 
P13983 

F-NT2RP2001903 

CALPAIN P94, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CALCIUM- ACTIVATED NEUTRAL PROTEIN- 
ASE) (CANP) (P94 PROTEIN) (MUSCLE-SPECIFIC CALCIUM- ACTIVATED NEUTRAL PROTEASE 3 LARGE 
SUBUNIT). 
2.4e-1 0:1 10:37 
HOMO SAPIENS (HUMAN). 
P20807 

F-NT2RP2001915 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (VMW118 PROTEIN). 
0.0069:74:39 

HERPES SIMPLEX VIRUS (TYPE 2 / STRAIN HG52). 
P28284 

F-NT2RP2001921 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (P135 PROTEIN) (IER 2.9/ER2 6) 
0.016:51:45 

BOVINE HERPESVIRUS TYPE 1 (STRAIN K22). 
P29836 

F-NT2RP2001948 

COLLAGEN ALPHA 1 (X) CHAIN PRECURSOR. 

6.7e-08:121:37 

HOMO SAPIENS (HUMAN). 

Q03692 

F-NT2RP2001956 
ORM1 PROTEIN. 
7.6e-1 7:1 06:36 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53224 

F-NT2RP2002015 
HOMEOBOX PROTEIN HOX-A2. 
0.12:77:37 

GALLUS GALLUS (CHICKEN). 
Q08727 

F-NT2RP2002063 

HYPOTHETICAL 51.5 KD PROTEIN D2024.3 IN CHROMOSOME IV. 
3.2e-47:213:41 

CAENORHABDITIS ELEGANS. 
P49191 

F-NT2RP2002188 

ACETYLCHOLINESTERASE PRECURSOR (EC 3.1.1.7) (ACHE). 
9.2e-15:109:36 

TORPEDO CALIFORNIA (PACIFIC ELECTRIC RAY). 
P04058 
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F-NT2RP2002232 

HYPOTHETICAL 85.7 KD PROTEIN C13G6.03 IN CHROMOSOME I. 
2.0e-12:92:50 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q09782 

F-NT2RP2002304 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN (CLONE W10-1) (FRAGMENT). 
0.00059:16:68 

LYCOPERSICON ESCULENTUM (TOMATO). 
Q01157 

F-NT2RP2002409 

COLLAGEN ALPHA 1 (I) CHAIN (FRAGMENTS). 

0.00039:184:33 

BOS TAURUS (BOVINE). 

P02453 

F-NT2RP2002510 

T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA 11). 
0.0010:97:37 ... 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P06333 

F-NT2RP2002527 
CYTOCHROME B5. 
1.3e-1 1:77:38 

SACCHAROMYCES CEREVISIAE (BAKERS YEAST). 
P40312 

F-NT2RP2002533 

DIHYDROPYRIDINE-SENSITIVE L-TYPE, CALCIUM CHANNEL ALPHA-2/DELTA SUBUNITS PRECURSOR. 
2.0e-37:165:42 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P13806 

F-NT2RP2002564 

EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN). 
4.7e-06:81:35 

NICOTIAN A TABACUM (COMMON TOBACCO). 
P13983 

F-NT2RP2002674 

SOLUBLE EPOXIDE HYDROLASE (SEH) (EC 3.3.2.3) (EPOXIDE HYDRATASE) (CYTOSOLIC EPOXIDE HY- 
DROLASE) (CEH). 
2.4e-25: 147:41 
HOMO SAPIENS (HUMAN). 
P34913 

F-NT2RP2002721 

GLUCOSE 6-PHOSPHATE TRANSLOCASE. 
0.0073:88:26 

HOMO SAPIENS (HUMAN). 
043826 

F-NT2RP2002824 

ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHEROMONE ALPHA- 
FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPONENT). 
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1.0e-16:139:36 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P32802 

F-NT2RP2002942 

NEURAL CELL ADHESION MOLECULE L1 PRECURSOR (N-CAM L1) 

5.1e-18:153:30 

HOMO SAPIENS (HUMAN). 

P32004 

F-NT2RP2002974 

HOMEOBOX PROTEIN SIX5 (DM LOCUS-ASSOCIATED HOMEODOMAIN PROTEIN HOMOLOG) (FRAG- 
MENT). . ' v 
3.6e-80:1 87:84 
MUS MUSCULUS (MOUSE). 
P70178 

F-NT2RP2002976 

HYPOTHETICAL 149.7 KD PROTEIN IN IRE1-KSP1 INTERGENIC REGION 
2.8e-1 8:99:47 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P38800 

F-NT2RP2003042 

PHOSPHATIDYLCHOLINE-STEROL ACYLTRANSFERASE PRECURSOR (EC 2.3.1.43) (LECITHIN-CHOLES- 
TEROL ACYLTRANSFERASE) (PHOSPHOLIPID-CHOLESTEROL ACYLTRANSFERASE) (FRAGMENT) 
1.2e-41:1 35:57 

GALLUS GALLUS (CHICKEN). 
P53760 

F-NT2RP2003138 

5'-TG-3'l NTE RACTI NG FACTOR (HOMEOBOX PROTEIN TGIF). 

3.3e-09:1 04:45 

MUS MUSCULUS (MOUSE). 

P70284 

F-NT2RP2003179 

CARBON CATABOLITE DEREPRESSING PROTEIN KINASE (EC 2 7 1 -) 
7.2e-1 5:96:40 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P06782 

F-NT2RP2003210 

LONG-CHAIN FATTY ACID TRANSPORT PROTEIN (FATP). 

6.2e-69:235:57 

MUS MUSCULUS (MOUSE). 

Q60714 . 

F-NT2RP2003302 

ZINC. FINGER PROTEIN 136. 

9.7e-52:140:52 

HOMO SAPIENS (HUMAN). 

P52737 

F-NT2RP2003369 

SALIVARY PROLINE-RICH PROTEIN PO (ALLELE M) [CONTAINS: PEPTIDE P-D] (FRAGMENT) 

0.00020:87:32 

HOMO SAPIENS (HUMAN). 



1000 



EP1 130 094 A2 



P10161 

F-NT2RP2003383 

LONG NEUROTOXIN 2 (TOXINS I AND V). 
0.86:38:39 

DENDROASPIS VIRIDIS (WESTERN GREEN MAMBA). 
P01395 

F-NT2RP2003390 

NPL1 PROTEIN (SEC 63 PROTEIN). 
1.1e-14:113:38 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P14906 

F-NT2RP2003469 

MYO-INOSITOL TRANSPORTER 2. 
1.7e-09:1 48:28 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P30606 

F-NT2RP2003545 

SERINE/THREONINE-PROTEIN KINASE NRK1 (EC 2.7.1.-) (N-RICH KINASE 1). 
9.2e-32:1 98:41 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P38692 

F-NT2RP2003593 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 

0.00019:128:32 

MUS MUSCULUS (MOUSE). 

P05142 

F-NT2RP2003599 

ATP-DEPENDENT BILE ACID PERMEASE. 
0.88:69:34 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32386 

F-NT2RP2003655 

HYPOTHETICAL 26.3 KD PROTEIN IN OYE2-GND1 INTERGENIC REGION. 
2. 9e-1 6:93:47 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P38869 

F-NT2RP2003664 

HYPOTHETICAL 15.7 KD PROTEIN IN NUP85-SSC1 INTERGENIC REGION. 
5.6e-08:121:32 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P47111 

F-NT2RP2003931 

ACROSIN PRECURSOR (EC 3.4.21 .10). 
0.38:20:70 

HOMO SAPIENS (HUMAN). 
P 10323 

F-NT2RP2003940 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 
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1.3e-84:126:74 

HOMO SAPIENS (HUMAN). 

Q03923 



F-NT2RP2003950 

^0 S P A ROTE,N ) TRANSCRIPTIONAL PR0TE ' N ICP ° ( ,MMED| ATE-EARLY PROTEIN .E110) (VMW110) (AL- 



PHA-0 PROTEIN) 
1.5e-05:1.34:33 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17) 
P08393 



F-NT2RP2004069 

HYPOTHETICAL 26 : 4 KD PROTEIN EEED8.8 IN CHROMOSOME II 
4.3e-1 3:68:54 

CAENORHABDITIS ELEGANS. 
Q09297 



F-NT2RP2004108 

ZINC FINGER PROTEIN 136. 

8.6e-47:126:67 

HOMO SAPIENS (HUMAN). 

P52737 



F-NT2RP2004141 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN) 
0.013:127:35 

XENOPUS LAEVIS (AFRICAN CLAWED FROG) 
P17437 

F-NT2RP2004179 

TESTES™ ™OSPHOD,ESTERASE <« 3.1.4.46) (GLYCEROPHOSPHODIESTER 

5.9e-10:110:36 

ESCHERICHIA COLI. 

P10908 

F-NT2RP2004205 

MYELIN-OLIGODENDROCYTE GLYCOPROTEIN PRECURSOR 
4.6e-1 0:99:34 

HOMO SAPIENS (HUMAN). 
Q16653 



F-NT2RP2004447 

PROCOLLAGEN ALPHA 2(l) CHAIN PRECURSOR 
0.86:48:37 

MUS MUSCULUS (MOUSE). 
Q01149 

F-NT2RP2004495 

HYPOTHETICAL 53.3 KD PROTEIN IN HXT8-CAN1 INTERGENIC REGION 
0.031:135:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P39981 



F-NT2RP2004524 
HYPOTHETICAL 11 
0.042:96:23 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 



0 04^96 23 ICAL 7 K ° PR0TE ' N ' N HMS1 ~ ABF2 INTERGENIC REGION. 
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Q04767 

F-NT2RP2004556 

SALIVARY PROLINE-RICH PROTEIN 11-1 (FRAGMENT). 
0.0082:87:35 

HOMO SAPIENS (HUMAN). 
P81489 

F-NT2RP2004606 

M ETALLO PROTEINASE INHIBITOR 1 PRECURSOR (TIMP-1) (ERYTHROID POTENTIATING ACTIVITY) (EPA) 

(TISSUE INHIBITOR OF M ETALLO PROTEINASES) (FIBROBLAST COLLAGENASE INHIBITOR) (COLLA- 

GENASE INHIBITOR). 

2.2e-57:1 63:73 

HOMO SAPIENS (HUMAN). 

P01033 

F-NT2RP2004648 

BETA-GALACTOSIDASE PRECURSOR (EC 3.2.1.23) (LACTASE) (ACID BETA-GALACTOSIDASE). 
3.2e-25:90:62 

FELIS SILVESTRIS CATUS (CAT). 
019015 

F-NT2RP2004670 

CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE TYPE I (EC 2.7.1.123) (CAM KINASE I). 
6.6e-14:108:34 

RATTUS NORVEGICUS (RAT). 
Q63450 

F-NT2RP2004794 

HYPOTHETICAL 24.5 KD PROTEIN IN SAP185-BCK1 INTERGENIC REGION. 
5.7e-11:140:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P40857 

F-NT2RP2004837 
F-NT2RP2004847 

ADULT ENHANCER FACTOR 1 (AEF-1). 
7.9e-09:81 :37 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P39413 

F-NT2RP2005027 

GLUCOSE TRANSPORTER TYPE 3, BRAIN. 

3.6e-64:1 30:96 

HOMO SAPIENS (HUMAN). 

P11169 

F-NT2RP2005069 

CCAAT DISPLACEMENT PROTEIN (CDP) (CDP2) (FRAGMENT). 
0.22:116:32 

RATTUS NORVEGICUS (RAT). 
P53565 

F-NT2RP2005163 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR. 
5.3e-06:70:38 

ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 
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P40602 

F-NT2RP2005181 



HIGH-AFFINITY CATIONIC AMINO ACID TRANSPORTER-1 (CAT-1) (CAT1) (SYSTEM Y + BASIC AMINO ACID 



ROVIRUS RECEPTOR HOMOLOG) 
4.2e-54:153:69 
HOMO SAPIENS (HUMAN). 
P30825 

F-NT2RP2005247 

EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN) 
2.0e-11:1 06:35 

SORGHUM VULGARE (SORGHUM) 
P24152 

F-NT2RP2005378 

A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR 
0.11:97:32 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P32323 

F-NT2RP2005391 

G-BOX BINDING FACTOR (GBF). 

5.1e-10:156:30 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD) 
P36417 

F-NT2RP2005425 

M PROTEIN, SEROTYPE 49 PRECURSOR. 
2. 1e-05: 183:27 

STREPTOCOCCUS PYOGENES. 
P 16947 

F-NT2RP2005463 
OVOMUCOID (FRAGMENT). 
1.0:21:52 

BAMBUSICOLA THORACICA (CHINESE BAMBOO-PARTRIDGE) 
P52259 

F-NT2RP2005514 
MOBC PROTEIN. 
1 .0:26:53 

^THIOBACILLUS FERROOXIDANS. 
P22899 

F-NT2RP2005535 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1) 

3.8e-92:243:69 

HOMO SAPIENS (HUMAN). 

Q03923 



F-NT2RP2005541 

^r LGLUC0SAM,NE ' 6 " SULFATASE PRKURS0R < EC 31 " 6 ' 14 > < G6 *) (GLUCOSAMINE-6-SULFA- 



TASE). 
8.8e-16:78:51 

HOMO SAPIEMS (HUMAN) 
P15586 
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F-NT2RP2005597 

DOLICHYL-PHOSPHATE-MANNOSE--PROTEIN MANNOSYLTRANSF ERASE 4 (EC 

2.4.1.109). 

7.4e-1 3:99:34 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P46971 

F-NT2RP2005632 

ADENYLATE CYCLASE, TYPE V (EC 4.6.1 .1 ) (ATP PYROPHOSPHATE-LYASE) (CA(2+)-INHIBITABLE ADENY- 

LYL CYCLASE). 

3.0e-05:73:43 

CANIS FAMILiARIS (DOG). 
P30803 

F-NT2RP2005666 

HEPATOCYTE NUCLEAR FACTOR 3-BETA (HNF-3B). 
0.086:105:31 

MUS MUSCULUS (MOUSE). 
P35583 

F-NT2RP2005774 

ZINC FINGER PROTEIN 136. 

7.8e-33:128:57 

HOMO SAPIENS (HUMAN). 

P52737 

F-NT2RP2005878 

PUTATIVE STEROID DEHYDROGENASE KIK-I (EC 1.1.1.-). 
6.8e-23:96:48 

MUS MUSCULUS (MOUSE). 
070503 

F-NT2RP2005883 

DOPAMINE-BETA-MONOOXYGENASE PRECURSOR (EC 1.14.17.1) (DOPAMINE BETA- HYDROXYLASE) 
(DBH). 

6.4e-23:1 85:32 

RATTUS NORVEGICUS (RAT). 
Q05754 

F-NT2RP2005887 

DNA-DIRECTED RNA POLYMERASE SUBUNIT K (EC 2.7.7.6). 
1.0:40:30 

METHANOCOCCUS JANNASCHII. 
Q57650 

F-NT2RP2005941 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
3.5e-08:1 36:32 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P 17437 

F-NT2RP2005994 

HYPOTHETICAL 51 .5 KD PROTEIN D2024.3 IN CHROMOSOME IV. 
4.4e-36:1 44:47 - 
CAENORHABDITIS ELEGANS. 
P49191 

F-NT2RP2006004 
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BONE PROTEOGLYCAN II PRECURSOR (PG-S2) (DECORIN) (PG40) (DERMATAN SULFATE PROTEOGLY- 

CAN-II) (DSPG). 

0.030:28:50 

RATTUS NORVEGICUS (RAT). 

Q01129 . 
F-NT2RP2006042 

HYPOTHETICAL PROTEIN KIAA0144. 

1 .2e-22:228:39 

HOMO SAPIENS (HUMAN). 

Q14157 



F-NT2RP2006092 

TRANSCRIPTIONAL ACTIVATOR FE65. 
3.1e-27:101:54 

RATTUS NORVEGICUS (RAT). 
P46933 

F-NT2RP2006099 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN) 
7.0e-07:123:34 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P 17437 

F-NT2RP2006134 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (EARLY PROTEIN 0) (EP0) 
0.0041:118:30 

PSEUDORABIES VIRUS (STRAIN INDIANA-FUNKHAUSER / BECKER) (PRV) 
P29129 

F-NT2RP2006269 

DOLICHYL-PHOSPHATE-MANNOSE--PROTEIN MANNOSYLTRANSFERASE 4 (EC 2 411 
6.3e-1 7:1 19:36 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P46971 

F-NT2RP2006512 
GNS1 PROTEIN. 
8.6e-14:186:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P25358 



F-NT2RP3000011 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2 7 1 -) 
2.9e-12:137:32 

THERMOMONOSPORA CURVATA. 
P49695 

F-NT2RP3000022 

SERINE/THREONINE-PROTEIN KINASE MAK (EC 2.7.1.-) (MALE GERM CELL-ASSOCIATED KINASE) 
1.6e-47: 121:79 

RATTUS NORVEGICUS (RAT). 
P20793 

F-NT2RP3000059 " 

COLLAGEN ALPHA 1 (III) CHAIN. 

1.5e-05:211:33 

BOS TAURUS (BOVINE). 
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P04258 

F-NT2RP3000063 

EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN). 
5 4.2e-23:230:28 

ZEA MAYS (MAIZE). 
P14918 

F-NT2RP3000125 

10 CARBOXYPEPTIDASE KEX1 PRECURSOR (EC 3.4.16.6) (CARBOXYPEPTIDASE D). 

2.3e-08:1 10:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P09620 

15 F-NT2RP3000148 

ZINC FINGER PROTEIN 133. 
1 .4e-34:84:48 

HOMO SAPIENS (HUMAN). 
P52736 

20 

F-NT2RP3000169 

SMALL PROLINE-RICH PROTEIN 2-1. 
0.00092:14:57 
HOMO SAPIENS (HUMAN). 
25 P35326 

F-NT2RP3000171 

24.1 KD PROTEIN IN VMA12-APN1 INTERGENIC REGION. 
4.6e-10:134:32 

30 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P28707 

F-NT2RP3000172 

CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE TYPE I (EC 2.7.1 .123) (CAM KINASE I). 
35 1.8e-33:1 61:42 

RATTUS NORVEGICUS (RAT). 
Q63450 

F-NT2RP3000201 

40 SERINE/THREONINE-PROTEIN KINASE MIG-15 (EC 2.7.1.-). 

4.1e-79:254:64 

CAENORHABDITIS ELEGANS. 
Q23356 

45 F-NT2RP3000232 

ZINC FINGER PROTEIN 184 (FRAGMENT). 

8.5e-23:1 19:45 

HOMO SAPIENS (HUMAN). 

Q99676 

50 

F-NT2RP3000304 

LOW-DENSITY LIPOPROTEIN RECEPTOR-RELATED PROTEIN 1 PRECURSOR (LRP) (ALPHA-2-MAC- 
ROGLOBULIN RECEPTOR) (A2MR) (APOLIPOPROTEIN E RECEPTOR) (APOER) (CD91). 
9.8e-36:1 72:43 
55 HOMO SAPIENS (HUMAN). 

Q07954 

F-NT2RP3000378 
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PAIRED AMPHIPATHIC HELIX PROTEIN. 
2.7e-26:1 86:36 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P22579 

F-NT2RP3000427 
5E5 ANTIGEN. 
0.086:204:31 - 

RATTUS NORVEGICUS (RAT). 
Q63003 

F-NT2RP3000436 

PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR (EC 5.3.4.1). 
1.3e-23:1 06:33 

CAENORHABDITIS ELEGANS. 
Q11067 

F-NT2RP3000444 

TRANSCRIPTION INITIATION FACTOR TFI ID 135 KD SUBUNIT (TAFIM35) (TAFII135) (TAFII-130) (TAFII130). 

0.00052:166:36 

HOMO SAPIENS (HUMAN). 

000268 

F-NT2RP3000460 

PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT. 

1.0e-98:194:100 

RATTUS NORVEGICUS (RAT). 

P38378 

F-NT2RP3000481 

NONSENSE-MEDIATED MRNA DECAY PROTEIN 5. 
7.4e-1 9:21 7:29 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P46970 

F-NT2RP3060616 

BONE PROTEOGLYCAN II PRECURSOR (PG-S2) (DECORIN). 

1.2e-1 3:1 15:33 

BOS TAURUS (BOVINE). 

P21793 

F-NT2RP3000645 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
2.3e-1 0:237:30 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P 17437 

F-NT2RP3000652 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1), 

3. 1e-1 06:283:67 

HOMO SAPIENS (HUMAN). 

Q03923 

F-NT2RP3000676 

AD P, ATP CARRIER PROTEIN, HEART/SKELETAL MUSCLE ISOFORM T1 (ADP/ATP TRANSLOCASE 1) (AD- 
ENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1). 
7.4e-07:1 02:32 
HOMO SAPIENS (HUMAN). 
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P12235 

F-NT2RP3000677 

MHC CLASS II REGULATORY FACTOR. RFX1 (RFX) (ENHANCER FACTOR C) (EF-C). 
5 1 .5e-27:66:54 

HOMO SAPIENS (HUMAN). 
P22670 

F-NT2RP3000721 

10 HYPOTHETICAL 62.5 KD PROTEIN IN SEC53-ACT1 INTERGENIC REGION. 

1.6e-22:208:32 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P43560 

15 F-NT2RP3000789 

ONCONEURAL VENTRAL ANTIGEN-1 (NOVA-1) (PARANEOPLASTIC Rl ANTIGEN) (VENTRAL NEURON- 
SPECIFIC PROTEIN 1). 
1.0e-07:1 90:26 
HOMO SAPIENS (HUMAN). 

20 P51513 

F-NT2RP3000818 

HYPOTHETICAL 67.5 KD PROTEIN IN APE1/LAP4-CWP1 INTERGENIC REGION. 
5.9e-05:1 00:32 

25 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P34248 " 

F-NT2RP3000820 

BIOTIN SYNTHASE (EC 2.8.1 .6) (BIOTIN SYNTHETASE). 
30 0.92:97:26 

SYNECHOCYSTIS SP. (STRAIN PCC 6803). 
P73538 

F-NT2RP3000838 

35 SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 

6.4e-07:231 :31 
. XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P17437 . 

40 F-NT2RP3000871 

COLLAGEN ALPHA 1(1) CHAiN (FRAGMENTS). 
2.8e-07:221 :33 

RATTUS NORVEGICUS (RAT). 
P02454 

45 

F-NT2RP3000907 

PROBABLE CALCIUM-TRANSPORTING ATPASE 6 (EC 3.6.1.38). 
2.2e-41: 104:48 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
50 P39986 

F-NT2RP3000921 

BASEMENT MEMBRANE-SPECIFIC HEPARAN SULFATE PROTEOGLYCAN CORE PROTEIN PRECURSOR 
( (HSPG) (PERLECAN) (PLC). 
55 ' 4.5e-08:1 49:31 

HOMO SAPIENS (HUMAN). 
P981,60 
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F-NT2RP3001012 

HISTIDINE-RICH GLYCOPROTEIN PRECURSOR. 
5.5e-06:37:51 

PLASMODIUM LOPHURAE. 
5 P04929 

F-NT2RP3001044 

RNA POLYMERASE PRINCIPAL SIGMA FACTOR HRDA. 
0.10:61:31 

10 STREPTOMYCES COELICOLOR. 

P18182 



F-NT2RP3001061 

GLYCOPROTEIN X PRECURSOR. 
0.00011:140:27 

EQUINE HERPESVIRUS TYPE 1 (STRAIN AB4P) (EHV-1) 
P28968 

F-NT2RP3001159 
20 A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR 

1.1e-09:249:32 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P32323 

25 F-NT2RP3001170 

POU DOMAIN PROTEIN 1 (DJPOU1). 
0.020:173:29 

DUGESIA JAPONICA (PLANARIAN). 
P31370 

30 ' 

F-NT2RP3001195 

GALACTOSE-PROTON SYMPORT (GALACTOSE TRANSPORTER) 
1.2e-14:180:30 
ESCHERICHIA COLI. 
35 P37021 

F-NT2RP3001240 

PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT. 
3.1 e-1 18:229:88 
RATTUS NORVEGICUS (RAT). 
P38378 



40 



F-NT2RP3001271 
EBNA-1 NUCLEAR PROTEIN. 
4 5 2.3e-08:113:45 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4) 
P03211 



50 



55 



F-NT2RP3001322 

PROBABLE CALCIUM-TRANSPORTING ATPASE 3 (EC 3.6.1.38) (ENDOPLASMIC RETICULUM CA2+-AT- 

rnob). 

1.7e-23:222:29 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P39524 

F-NT2RP3001388 
SYNAPTOTAGMIN IV. 
4.8e-1 9:1 68:38 
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RATTUS NORVEGICUS (RAT). 
P50232 

F-NT2RP3001542 

TUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHELIAL (B12 PROTEIN). 

2.7e-12:132:37 

HOMO SAPIENS (HUMAN). 

Q13829 

F-NT2RP3001560 
SYNAPSINS IA AND IB. 
0.59:104:35 

BOS TAURUS (BOVINE). 
P17599 

F-NT2RP3001592 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR. 

1 .3*11:75:46 

ORYZA SATIVA (RICE). 

P29834 

F-NT2RP3001650 

CCAAT DISPLACEMENT PROTEIN (HOMEOBOX PROTEIN CLOX) (CLOX-1) (FRAGMENT). 
0.23:119:36 

CANIS FAMILIARIS (DOG). 
P39881 

F-NT2RP3001685 

HYPOTHETICAL PROTEIN IN MMSB 3'REGION (ORF1) (FRAGMENT). 
2.2e-48:207:48 

PSEUDOMONAS AERUGINOSA. 
P28812 

F-NT2RP3001738 
CYTOCHROME B5. 
9.5e-1 3:1 33:33 

ORYCTOLAGUS CUNICULUS (RABBIT). 
POO 169 

F-NT2RP3001754 

SYNAPSINS IA AND IB (BRAIN PROTEIN 4.1). 

7.9e-05:1 17:29 

HOMO SAPIENS (HUMAN). 

P17600 

F-NT2RP3001858 
CUTICLE COLLAGEN 2. 
0.030:118:35 

CAENORHABDITIS ELEGANS. 
P17656 

F-NT2RP3001976 

ZINC FINGER PROTEIN 140. 

7.8e-24:1 22:52 

HOMO SAPIENS (HUMAN). 

P52738 

F-NT2RP3002015 
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PROCOLLAGEN ALPHA 1 (I) CHAIN PRECURSOR. 
0.018:224:30 

GALLUS GALLUS (CHICKEN). 
P02457 

F-NT2RP3002160 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
0.0058:206:29 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P17437 

F-NT2RP3002281 

HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN F (HNRNP F). 
1.3e-1 4:86:40 

HOMO SAPIENS (HUMAN). 
P52597 

F-NT2RP3002286 

ETS-DOMAIN TRANSCRIPTION FACTOR ERF 
0.65:128:29 

HOMO SAPIENS (HUMAN). 
P50548 

F-NT2RP3002311 

BETA-GALACTOSIDASE PRECURSOR (EC 3.2.1.23) (LACTASE) (ACID BETA-G ALACTO S I DAS E) . 
6.1e-46:172:54 

FELIS SILVESTRIS CATUS (CAT). 
019015 

F-NT2RP3002324 

HYPOTHETICAL 13.6 KD PROTEIN IN SPT4-ROM1 INTERGENIC REGION. 
0.012:23:65 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53245 

F-NT2RP3002342 

HYPOTHETICAL 53.3 KD PROTEIN IN HXT8-CAN1 INTERGENIC REGION. 
1.8e-13:219:26 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P39981 

F-NT2RP3002353 
REGULATORY PROTEIN E2. 
0.0027:167:31 

HUMAN PAPILLOMAVIRUS TYPE 8. 
P06422 

F-NT2RP3002409 

MITOCHONDRIAL PRECURSOR PROTEINS IMPORT RECEPTOR (72 KD MITOCHONDRIAL OUTER MEM- 
BRANE PROTEIN) (MITOCHONDRIAL IMPORT RECEPTOR FOR THE ADP/ATP CARRIER) (TRANSLOCASE 
OF OUTER MEMBRANE TOM70). 
9.9e-09:93:34 
NEUROSPORACRASSA. 
P23231 

F-NT2RP3002411 

PUTATIVE STEROID DEHYDROGENASE KIK-I (EC 1.1.1.-). 
5.6e-1 07:254:80 
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MUS MUSCULUS (MOUSE). 
070503 

F-NT2RP3002448 

5 TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAR 1-1 35) (TAFII135) (TAFII-130) (TAFII130). 

1.5e-05:1 63:33 
HOMO SAPIENS (HUMAN). 
000268 

10 F-NT2RP3002571 

HYPOTHETICAL 116.3 KD PROTEIN C26F1.09 IN CHROMOSOME I. 
6.4e-23:1 72:33 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q10496 

15 

F-NT2RP3002664 

CYCLIC-AMP-DEPENDENT TRANSCRIPTION FACTOR ATF-6 (FRAGMENT). 
0.062:47:29 

HOMO SAPIENS (HUMAN). 
20 P18850 

F-NT2RP3002721 

CITRATE SYNTHASE, MITOCHONDRIAL PRECURSOR (EC 4.1 .3.7). 
6.2e-1 40:283:92 
25 SUS SCROFA (PIG). 

P00889 

F-NT2RP3002737 

VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV1 .9. 
30 4.1 e-40:1 36:61 

MUS MUSCULUS (MOUSE). 
P97414 

F-NT2RP3002738 

35 SALIVARY PROLINE-RICH PROTEIN PO PRECURSOR (ALLELE S). 

0.029:195:28 

HOMO SAPIENS (HUMAN). 
P10163 

40 F-NT2RP3002790 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 

1.7e-08:130:36 

MUS MUSCULUS (MOUSE). 

P05142 

45 

F-NT2RP3002836 

TRANSMEMBRANE PROTEIN SEX PRECURSOR. 
8.9e-24:1 19:43 
HOMO SAPIENS (HUMAN). 
so P51805 

F-NT2RP3002887 

SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONE CP7) [CONTAINS: BASIC PEPTIDE P-F] (FRAG- 
MENT). 
55 2.9e-11:1 98:34 

HOMO SAPIENS (HUMAN). 
P02812 
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F-NT2RP3002900 

COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR (FRAGMENT} 
2.8e-1 8:109:41 

CRICETULUS GRISEUS (CHINESE HAMSTER). 
P49020 

F-NT2RP3002958 

TRANS-GOLGI NETWORK INTEGRAL MEMBRANE PROTEIN TGN38 PRECURSOR 
6.4e-06: 172:27 

RATTUS NORVEGICUS (RAT). 
P19814 



F-NT2RP3002983 

COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS). 

4.4e-05:1 06:41 

BOS TAURUS (BOVINE). 

P02453 



F-NT2RP3003000 

SODIUM CHANNEL PROTEIN (NA+ CHANNEL). 
9.7e-30:221:31 

ELECTROPHORUS ELECTRICUS (ELECTRIC EEL) 
P02719 

F-NT2RP3003076 

nZfl^ GP34 ° < MEMBRANE ANTIGEN) (MA) [CONTAINS: GLYCOPROTEIN GP2201. 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4) 
P03200 

F-NT2RP3003354 

SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 3 

2.0e-54:204:51 

MUS MUSCULUS (MOUSE). 

035609 



F-NT2RP3003448 

PROTEASE DEGS PRECURSOR (EC 3.4.21.-). 
4.0e-05:1 12:33 
ESCHERICHIA COLI. 
P31137 

F-NT2RP3003469 

HI! ALU SUBFAMILY SQ WARNING ENTRY MM 
1.2e-1 7:70:64 

HOMO SAPIENS (HUMAN). . 
P39194 

F-NT2RP3003473 

BACTENECIN 7 PRECURSOR (BAC7) (PR-59) 

0.0037:33:63 

BOS TAURUS (BOVINE). 

P19661 

F-NT2RP3003527 

SERINE/THREONINE-SPECJFIC PROTEIN KINASE MINIBRAIN HOMOLOG (EC 2 7 1 -WHP86) 
1.8e-53:1 59:69 ' ; v . ' 

HOMO SAPIENS (HUMAN). 
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Q13627 

F-NT2RP3003532 

OX-2 MEMBRANE GLYCOPROTEIN PRECURSOR (FRAGMENT). 

2.3e-114:219:97 

HOMO SAPIENS (HUMAN). 

P41217 

F-NT2RP3003535 

HYPOTHETICAL 7.2 KD PROTEIN IN RPS2 3 REGION (ORF57). 
0.98:36:30 

ASTASIA LONGA (EUGLENOPHYCEAN ALGA). 
P34774 

F-NT2RP3003559 

MALE SPECIFIC SPERM PROTEIN MST84DB. 

0.047:29:48 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q01643 

F-NT2RP3003614 

TRYPSIN INHIBITOR II (BDTI-II). 

0.98:23:39 

BRYONIA DIOICA (RED BRYONY). 
P11968 

F-NT2RP3003729 

HYPOTHETICAL 42.1 KD PROTEIN IN SNZ1-YPK2 INTERGENIC REGION. 
4.1e-11:204:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
Q03151 

F-NT2RP3003849 

PROTEIN KINASE C, BRAIN ISOZYME (EC 2.7.1 .-) (PKC) (DPKC53E(BR)). 
9.7e-1 7:1 26:34 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P05130 

F-NT2RP3003874 

MYOSIN I ALPHA (MMI-ALPHA). 

3.1e-64:141:84 

MUS MUSCULUS (MOUSE). 

P46735 

F-NT2RP3003939 

CELL DIVISION PROTEIN FTSH HOMOLOG 4 (EC 3.4.24.-). 
7.1e-34:76:61 

SYNECHOCYSTIS SP. (STRAIN PCC 6803). 
P72991 

F-NT2RP3003963 

HISTIDINE-RICH, METAL BINDING POLYPEPTIDE. 
0.95:31:38 

HELICOBACTER PYLORI (CAMPYLOBACTER PYLORI). 
Q48251 

F-NT2RP3004000 

DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAGMENT). 
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7.1 e-07:1 87:29 

CRICETULUS GRISEUS (CHINESE HAMSTER) 
P11414 

F-NT2RP3004025 

EBNA-1 NUCLEAR PROTEIN. 

0.022:79:40 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4) 
P03211 

F-NT2RP3004067 

COLLAGEN ALPHA 1(X) CHAIN PRECURSOR. 

5.0e-07:1 84:35 

HOMO SAPIENS (HUMAN). 

Q03692 

F-NT2RP3004075 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN PRECURSOR 
2.9e-07:92:40 

HORDEUM VULGARE (BARLEY). 
P17816 

F-NT2RP3004083 

ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L). 
0.013:24:45 

COTURNIX COTURNIX JAPONICA (JAPANESE QUAIL) 
P50682 

F-NT2RP3004090 

SALIVARY GLUE PROTEIN SGS-3 PRECURSOR. 
1.2e-07:1 95:29 

DROSOPHILA ERECTA (FRUIT FLY). 
P13730 

F-NT2RP3004119 

PEREGRIN (BR140 PROTEIN). 

4.1e-40:227:43 

HOMO SAPIENS (HUMAN). 

P55201 

F-NT2RP3004130 

CELL SURFACE ANTIGEN 114/A10 PRECURSOR 
2.4e-08:71 :42 

MUS MUSCULUS (MOUSE). 
P19467 

F-NT2RP3004133 

GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-). 
1.5e-28:1 11:44 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P43636 

F-NT2RP3004202 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 

3.0e-06:1 04:37 

MUS MUSCULUS (MOUSE). 

P05142 
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F-NT2RP3004294 

HYPOTHETICAL 22.2 KD PROTEIN IN NSR1-TIF4631 INTERGENIC REGION. 
8.8e-10:129:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53288 

F-NT2RP3004309 

A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. 
1.9e-05:212:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32323 

F-NT2RP3004321 

REGULATORY PROTEIN SIR2 HOMOLOG (LMSIR2RP). 

2.8e-09:81 :40 

LEISH MANIA MAJOR. 

Q25337 

F-NT2RP3004345 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR. 

1.3e-11:75:46 

ORYZASATIVA(RICE). 

P29834 

F-NT2RP3004355 

HYDROGENASE EXPRESSION/FORMATION PROTEIN HUPV. 
0.81:154:26 

AZOTOBACTER CHROOCOCCUM MCD 1. 
Q43959 

F-NT2RP3004374 
HOMEOBOX PROTEIN HOX-A2. 
0.28:77:37 

GALLUS GALLUS (CHICKEN). 
Q08727 

F-NT2RP3004406 

HYPOTHETICAL 37.4 KD PROTEIN IN IRR1-TIM44 INTERGENIC REGION. 
4.9e-1 8:1 65:33 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P40544 

F-NT2RP3004481 

BUTYROPHlLlN PRECURSOR (BT). 

4.0e-13:152:31 

HOMO SAPIENS (HUMAN). 

Q13410 

F-NT2RP3004552 

COMPLEMENT RECEPTOR TYPE 1 PRECURSOR (C3B/C4B RECEPTOR) (CD35 ANTIGEN). 

3.4e-05:211:28 

HOMO SAPIENS (HUMAN). 

P17927 

F-NT2RP3004557 

INTERFERON GAMMA UP-REGULATED 1-5111 PROTEIN PRECURSOR (IGUP 1-5111). 

1.6e-23:129:35 

HOMO SAPIENS (HUMAN). 
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Q06323 

F-NT2RP3004625 
GLYCOPROTEIN X PRECURSOR. 
2.4e-1 0:225:25 

EQUINE HERPESVIRUS TYPE 1 (STRAIN AB4P) (EHV-1) 
P28968 

F-NIT2RP3004640 
ENAMELIN (TUFTELIN). 
2.6e-70:1 67:85 ' . 
BOS TAURUS (BOVINE). 
P27628 



F-NT2RP3004647 ' 

AD P, ATP CARRIER PROTEIN, HEART/SKELETAL MUSCLE ISOFORM T1 (A DP/ATP TRANSLOCASE 1) (AD- 
ENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1). 1 n AiNo LU OAS c 1) (AD- 
4.6e-1 0:1 16:34 
HOMO SAPIENS (HUMAN). 
P 12235 

F-NT2RP4000108 

NEUROFILAMENT TRIPLET L PROTEIN (68 KD NEUROFILAMENT PROTEIN) (NF-L) (NF68) 

3.4e-1 07:255:87 

RATTUS NORVEGICUS (RAT). 

P19527 

F-NT2RP4000634 

MAPK/ERK KINASE KINASE 2 (EC 2.7.1.-) (MEK KINASE 2) (MEKK 2) 

7.9e-1 42:267:88 

MUS MUSCULUS (MOUSE). 

Q61083 



F-NT2RP4000962 

SPORULATION-SPECIFIC PROTEIN 1 (EC 2.7.1.-). 
1.5e-13:158:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P08458 



F-NT2RP4001001 
F-NT2RP4001009 

(SSS^ CAAX PRENYL PR ° TEASE 1 (EC 3 4 - 24 ' ) < PRENYL PR0TEIN - SPECIFIC ENDOPROTEASE 1) 
7.7e-24:235:31 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 
Q10071 

F-NT2RP4001467 

^NUCLEOTIDASE PRECURSOR (EC 3.1 .3.5) (ECTO-NUCLEOTIDASE) (5'-NT) (CD73 ANTIGEN); 

1 .2©-1 20:237:97 

HOMO SAPIENS (HUMAN). 

P21589 

F-NT2RP4001877 

GLYCINE-RICH RNA-BINDING PROTEIN. 
1.4e-08:89:34 

DAUCUS CAROTA (CARROT). 
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Q03878 

F-NT2RP4001879 

VERY HYPOTHETICAL 8.9 KD PROTEIN CY441.05 PRECURSOR. 
5 0.98:49:34 

MYCOBACTERIUM TUBERCULOSIS. 
P71934 

F-NT2RP4002187 
10 PUTATIVE STEROID DEHYDROGENASE KIK-I (EC 1.1.1.-). 

4.5e-98:246:78 
MUS MUSCULUS (MOUSE). 
070503 

15 F-NT2RP4002451 

CUTICLE COLLAGEN 2. 

0.85:92:35 

CAENORHABDITIS ELEGANS. 
P.17656 

20 

F-NT2RP4002715 

HYPOTHETICAL 13.6 KD PROTEIN IN SPT4-ROM1 INTERGENIC REGION. 
0.47:31:48 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
25 P53245 

F-NT2RP4002750 

HIGH-AFFINITY CATIONIC AMINO ACID TRANSPORTER-1 (CAT-1 ) (CAT1 ) (SYSTEM Y+ BASIC AMINO ACID 
TRANSPORTER) (ECOTROPIC RETROVIRAL LEUKEMIA RECEPTOR HOMOLOG) (ERR) (ECOTROPIC RET- 
30 ROVIRUS RECEPTOR HOMOLOG). 

3.3e-63:1 85:67 
HOMO SAPIENS (HUMAN). 
P30825 

35 F-OVARC1 000003 

RENAL SODIUM-DEPENDENT PHOSPHATE TRANSPORT PROTEIN 2 (SODIUM/PHOSPHATE COTRANS- 
PORTER 2) (NA(+)/PI COTRANSPORTER 2) (RENAL SODIUM-PHOSPHATE TRANSPORT PROTEIN 2) (RE- 
NAL NA+-DEPENDENT PHOSPHATE COTRANSPORTER 2). 
2.2e-82:1 97:72 

40 HOMO SAPIENS (HUMAN). 

Q06495 

F-OVARC1 000090 

HOMEOBOX PROTEIN HOX-B1 (GHOX-LAB). 
45 0.049:120:32 

GALLUS GALLUS (CHICKEN). 
P31259 

F-OVARC1000105 

so UBIQUITIN-CONJUGATING ENZYME E2-28.4 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN LIGASE) (UBIQUITIN 

CARRIER PROTEIN). 
8.6e-47: 159:58 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P33296 

55 

F-OVARC1000137 

HYPOTHETICAL 22.7 KD PROTEIN IN PAS1-MST1 INTERGENIC REGION. 
0.058:28:64 
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SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P36015 

F-OVARC 1000208 

!!!! ALU SUBFAMILY SX WARNING ENTRY !!!! 
2.2e-1 2:51:74 

HOMO SAPIENS (HUMAN). 
P39195 



F-OVARC1 000255 

TYROSINE-PROTEIN KINASE SYK (EC 2.7.1.112) (SPLEEN TYROSINE 

1.1e-1 12:1 44:86 

HOMO SAPIENS (HUMAN). 

P43405 

F-OVARC1 000275 
GASTRIN PRECURSOR. 
0.11:59:37 

HOMO SAPIENS (HUMAN). 
P01350 

F-OVARC1 000298 

PROLINE-RICH PROTEIN MP-3 (FRAGMENT). 

0.014:74:39 ' 

MUS MUSCULUS (MOUSE). 

P05143 



F-OVARC 1000307 

EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN) 
1 .0:33:54 

NICOTIANA TABACUM (COMMON TOBACCO) 
P13983 

F-OVARC 100031 3 

PROTEIN DISULFIDE ISOMERASE-RELATED PROTEIN PRECURSOR (ERP72) (CALCIUM-BINDING PRO- 
TEIN 2) (CABP2). 
4.0e-15:127:37 

RATTUS NORVEGICUS (RAT). 
P38659 

F-OVARC1 000331 

GMP REDUCTASE (EC 1.6.6.8) (GUANOSINE ^-MONOPHOSPHATE OXIDOREDUCTASE) 
2.0e-24:64:84 

HOMO SAPIENS (HUMAN). " 
P36959 

F-OVARC1 000410 

FIBRINOGEN-LIKE PROTEIN A PRECURSOR (FREP-A). 
1.9e-44:229:41 

PARASTICHOPUS PARVIMENSIS (SEA CUCUMBER) 
P19477 

F-OVARC 1000439 

SALIVARY GLUE PROTEIN SGS-7 PRECURSOR. 
0.99:41:43 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P02841 
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F-OVARC 1000467 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN (CLONE W10-1) (FRAGMENT). 
0.0061:30:63 

LYCOPERSICON ESCULENTUM (TOMATO). 
Q01157 

F-OVARC 1000529 

PROBABLE SERINE/THREONINE-PROTEIN KINASE YKL 101 W (EC 2.7.1 .-). 
1.5e-20: 127:42 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P34244 

F-OVARC 1000553 

DIPEPTIDYL PEPTIDASE IV (EC 3.4.14.5) (DPP IV) (THYMOCYTE-ACTIVATING MOLECULE) (THAM). 

7.6e-26:1 69:40 

MUS MUSCULUS (MOUSE). 

P28843 

F-OVARC 1000775 
METALLOTHIONEIN (MT). 
0.91 :31 :38 

CARASSIUS AURATUS (GOLDFISH). 
P52723 

F-OVARC1 000811 

COAGULATION FACTOR XII PRECURSOR (EC 3.4.21 .38) (HAGEMAN FACTOR) (HAF). 
2.8e-1 1:69:43 

HOMO SAPIENS (HUMAN). 
P00748 

F-OVARC 1000853 
CUTICLE COLLAGEN 40. 
0.00013:130:33 

CAENORHABDITIS ELEGANS. 
P34804 

F-OVARC 1000873 

MALE SPECIFIC SPERM PROTEIN MST84DB. 
0.00015:53:33 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q01643 

F-OVARC 100091 6 

GALACTOSYLTRANSFERASE ASSOCIATED PROTEIN KINASE P58/GTA (EC 2.7.1.-). 

2.5e-26:1 09:53 

MUS MUSCULUS (MOUSE). 

P24788 

F-OVARC 1000956 

D(4) DOPAMINE RECEPTOR (D(2C) DOPAMINE RECEPTOR). 

0.00073:115:33 

HOMO SAPIENS (HUMAN). 

P21917 

F-OVARC 1000995 

POSSIBLE GLOBAL TRANSCRIPTION ACTIVATOR SNF2L2 (SNF2-ALPHA). 

0.00031:139:25 

HOMO SAPIENS (HUMAN). 
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P51531 

F-OVARC1 001030 
5E5 ANTIGEN. 
1 .9e-09:89:41 

RATTUS NORVEGICUS (RAT). 
Q63003 

F-OVARC 1001 049 

PROCOLLAGEN ALPHA 1 (I) CHAIN PRECURSOR. 
1.5e-08:1 46:38 

GALLUS GALLUS (CHICKEN). 
P02457 

F-OVARC1001086 

VITELLOGENIN II PRECURSOR (MAJOR VITELLOGENIN) [CONTAINS: LIPOVITELLIN I (LVI); PHOSVITIN 
(PV); LIPOVITELLIN II (LVII); YGP40]. 
5.3e-08:1 82:32 

GALLUS GALLUS (CHICKEN). - 
P02845 

F-OVARC1001132 

GC-RICH SEQUENCE DNA-BINDING FACTOR (GCF) (TRANSCRIPTION FACTOR 9) (TCF-9). 

9.2e-40:229:37 

HOMO SAPIENS (HUMAN). 

P16383 

F-OVARC1001163 

HYPOTHETICAL 49!3 KD PROTEIN C30D 11.06C IN CHROMOSOME I. 
8.8e-05:38:44 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q09906 

F-OVARC1001222 

AMELOGENIN, CLASS I PRECURSOR. 
0.72:96:31 

BOS TAURUS (BOVINE). 
P02817 

F-OVARC1001260 
F-OVARC 100 1336 

RENAL SODIUM-DEPENDENT PHOSPHATE TRANSPORT PROTEIN 2 (SODIUM/PHOSPHATE COTRANS- 
PORTER 2) (NA(+)/PI COTRANSPORTER 2) (RENAL SODIUM-PHOSPHATE TRANSPORT PROTEIN 2) (RE- 
NAL NA+-DEPENDENT PHOSPHATE COTRANSPORTER 2). 
1.1e-33:1 03:71 

RATTUS NORVEGICUS (RAT). 
Q06496 

F-OVARC1001338 

SERINE/THREONINE-PROTEIN KINASE UNC-51 (EC 2.7.1 .-). 
3.8e-30:89:46 

CAENORHABDITIS ELEGANS. 
Q23023 

F-OVARC1001669 

ACROSIN PRECURSOR (EC 3.4.21 .1 0) (53 KD FUCOSE-BINDING PROTEIN). 
2.2e-06:28:64 
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SUS SCROFA (PIG). 
P08001 

F-OVARC1001570 
5 CATHEPSIN E PRECURSOR (EC 3.4.23.34). 

1.8e-09:1 21:33 

CAVIA PORCELLUS (GUINEA PIG). 
P25796 

10 F-OVARC1001596 

REGULATORY PROTEIN E2. 
0.33:77:37 

HUMAN PAPILLOMAVIRUS TYPE 14.: 
P36783 

15 

F-OVARC1001607 

ALPHA-1 ,6-MANNOSYL-GLYCO PROTEIN BETA-1 ,2-N-ACETYLGLUCOS AM I NYLTRANSFERASE (EC 
2.4.1.143) (N-GLYCOSYL-OLIGOSACCHARIDE-GLYCOPROTEIN N-ACETYLGLUCOSAM I NYLTRANS- 
FERASE II) (BETA-1 ,2-N-ACETYLGLUCOSAM I NYLTRANSFERASE II) (GNT-II) (GLCNAC-T II). 
20 1 .0e-28:69:84 

HOMO SAPIENS (HUMAN). 
Q10469 

F-OVARC1001725 

25 

F-OVARC1001727 
F-OVARC1001807 

EARLY RESPONSE PROTEIN NAK1 (TR3 ORPHAN RECEPTOR). 
30 2.4e-51:153:75 

HOMO SAPIENS (HUMAN). 
P22736 

F-OVARC1001833 
35 CIS-GOLGI MATRIX PROTEIN GM130. 

t.2e-55: 169:75 

RATTUS NORVEGICUS (RAT). 
Q62839 

40 F-OVARC1001952 

EBNA-1 NUCLEAR PROTEIN. 
3.5e-1 9:130:43 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

45 

F-OVARC1001991 

HYPOTHETICAL PROTEIN KIAA01 76 (FRAGMENT). 
3.7e-1 6:141:43 
HOMO SAPIENS (HUMAN). 
so . Q14681 

F-OVARC 1002058 

LAMININ ALPHA-5 CHAIN (FRAGMENT). 
2.8e-22:1 63:33 
55 MUS MUSCULUS (MOUSE). 

Q61001 

F-OVARC1002178 
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TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (IMMEDIATE-EARLY PROTEIN IE110) (VMW110) (AL- 

PHA-0 PROTEIN). 

0.12:73:36 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 
P08393 

F-PLACE1 000033 

VON WILLEBRAND FACTOR PRECURSOR. 

1.7e-1 9:1 90:28 

CANIS FAMILIARIS (DOG). 

Q28295 



F-PLACE1 000231 

DNA-BINDING PROTEIN MNB1A. 

0.24:60:33 

ZEA MAYS (MAIZE). 

P38564 

F-PLACE1 000258 

ZINC FINGER PROTEIN 177. 

3.6e-1 9:55:61 

HOMO SAPIENS (HUMAN). 
Q 13360 

F-PLACE1 000442 

ZINC FINGER PROTEIN 136. 

1.7er80:1 80:72 

HOMO SAPIENS (HUMAN). 

P52737 

F-PLACE1 000560 
COLON E9 (EC 3.1.21.1). 
0.015:47:44 
ESCHERICHIA COLI. 
P09883 



F-PLACE1 000740 

NEUROGENIC LOCUS NOTCH HOMOLOG PROTEIN 4 PRECURSOR (TRANSFORMING PROTEIN INT-3) 
1.6e-05:75:36 

MUS MUSCULUS (MOUSE). 
P31695 

F-PLACE1 000907 

ZINC FINGER PROTEIN 141 . 

2.8e-1 5:43:88 

HOMO SAPIENS (HUMAN). 
Q 15928 

F-PLACE1000912 

PROBABLE E4 PROTEIN (E1*E4). 

0.19:46:36 

HUMAN PAPILLOMAVIRUS TYPE 6B. 
P06459 

F- PLACE 10009 14 

MALE SPECIFIC SPERM PROTEIN MST87F. 
0.054:27:44 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
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P08175 

F-PLACE1 000927 

HYPOTHETICAL PROTEIN HI0044. 
5 3.9e-07:1 39:30 

HAEMOPHILUS INFLUENZAE. 
P44477 

F-PLACE1 000986 

10 

F-PLACE1001016 

SODIUM CHANNEL PROTEIN, BRAIN II ALPHA SUBUNIT 
2.7e-05:1 20:32 

RATTUS NORVEGICUS (RAT). 
15 P04775 

F-PLACE1001100 

F-PLACE1001114 
20 PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. 

2.5e-07:250:28 
MUS MUSCULUS (MOUSE). 
P11087 

25 F-PLACE1001123 

INTESTINAL MEMBRANE A4 PROTEIN (DIFFERENTIATION-DEPENDENT PROTEIN A4). 
6.2e-09:95:31 

HOMO SAPIENS (HUMAN). 
Q04941 

30 

F-PLACE1001183 

NONHISTONE CHROMOSOMAL PROTEIN HMG-17. 
0.31:52:34 

GALLUS GALLUS (CHICKEN). 
35 P02314 

F-PLACE1 001229 

NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1.6.5.3) (FRAGMENT). 
1.0:38:47 

40 ARTEMIA SAUNA (BRINE SHRIMP). 

P19047 

F-PLACE1 001231 

SODIUM/GLUCOSE COTRANSPORTER 1 (NA(+)/GLUCOSE COTRANSPORTER 1) (HIGH AFFINITY SODI- 
45 UM-GLUCOSE COTRANSPORTER). 

4.7e-06:1 81:27 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P11170 

50 F-PLACE1 001340 

MITOCHONDRIAL PRECURSOR PROTEINS IMPORT RECEPTOR (72 KD MITOCHONDRIAL OUTER MEM- 
BRANE PROTEIN) (MITOCHONDRIAL IMPORT RECEPTOR FOR THE ADP/ATP CARRIER) (TRANSLOCASE 
OF OUTER MEMBRANE TOM70). 
6.5e-14:136:29 

55 NEUROSPORA CRASSA. 

P23231 

F-PLACE1 001401 
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HIGH AFFINITY IMMUNOGLOBULIN EPSILON RECEPTOR BETA-SUBUNIT (FCERI) (IGE FC RECEPTOR 
BETA-SUBUNIT). - 
1.3e-11:1 03:40 

RATTUS NORVEGICUS (RAT). 
P13386 

F-PLACE1001407 

INTEGUMENTARY MUCIN C.1 (FIM-C;1) (FRAGMENT). 
0.013:121:32 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
Q05049 

F-PLACE1001464 

^-NUCLEOTIDASE PRECURSOR (EC 3.1.3.5) (ECTO-NUCLEOTIDASE) (5'-NT) (CD73 ANTIGEN) 
1.4e-1 19:246:89 '* 
HOMO SAPIENS (HUMAN). 
P21589 



F-PLACE1001500 

BLOOM'S SYNDROME PROTEIN. 

8.3e-26:203:34 

HOMO SAPIENS (HUMAN). 

P54132 



F-PLACE1001516 

GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1,3) (GLUCAN 1,4-ALPHA-GLUCOSIDASE) (1 4-ALPHA-D- 

GLUCAN GLUCOHYDROLASE). 

7.4e-07:204:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P08640 • 



F-PLACE1001536 



F-PLACE1001564 

LEUCOCYTE ANTIGEN CD97 PRECURSOR. 

2.1e-09:170:24 

HOMO SAPIENS (HUMAN). 

P48960 

F-PLACE1001655 

VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV2.1 (DRK1) 
4.0e-34:1 89:39 

RATTUS NORVEGICUS (RAT). 
P15387 

F-PLACE1001788 

HYPOTHETICAL 36.7 KD PROTEIN C2F7.02C IN CHROMOSOME I 
6.2e-21 .75:58 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q09695 

F-PLACE1001795 

HYPOTHETICAL 30.6 KD PROTEIN IN SCP160-SMC3 INTERGENIC REGION PRECURSOR 
3.8e-21:1 59:40 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P47032 

F-PLACE1001836 
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ENV POLYPROTEIN PRECURSOR (COAT POLYPROTEIN) [CONTAINS: OUTER MEMBRANE PROTEIN GP70; 
TRANSMEMBRANE PROTEIN P20E]. 
4.5e-29: 134:47 

BABOON ENDOGENOUS VIRUS (STRAIN M7). . 
5 P10269 . 

F-PLACE1001918 

ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHEROMONE ALPHA- . 
FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPONENT). 
w 1.5e-30:228:32 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P32802 

F-PLACE1001949 

15 PROBABLE CALCIUM-TRANSPORTING ATPASE 9 (EC 3.6.1 .38). 

5. le-36:2 10:46 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
Q 12697 

20 F- PLACE 1002080 

HYPOTHETICAL PROTEIN KIAA0288 (HA6116). 

3.5e-26:207:45 

HOMO SAPIENS (HUMAN). 

P56524 

25 

F- PLACE 1002095 

N - AC ETYLLACTOSAM I N E SYNTHASE (EC 2.4.1.90) (N -AC ETYLG LUCOSAM I N E (BETA 1 -^GALACTOSYL- 
TRANSFERASE) (EC 2.4.1.38) (LACTOSE SYNTHASE A PROTEIN (EC 2.4.1.22)) (GALACTOSYLTRANS- 
FERASE) (GT). 
30 0.32:50:34 

MUS MUSCULUS (MOUSE). 
P15535 

F-PLACE1002153 

35 CELL SURFACE GLYCOPROTEIN 1 PRECURSOR (OUTER LAYER PROTEIN B) (SLAYER PROTEIN 1). 

0.00021:214:26 

CLOSTRIDIUM THERMOCELLUM. 
Q06852 

40 F-PLACE1 002329 

EPIDERMAL GROWTH FACTOR RECEPTOR KINASE SUBSTRATE EPS8. 

1.1e-35:1 79:44 

MUS MUSCULUS (MOUSE). 

Q08509 

45 

F-PLACE1 002355 

COMPLEMENT C4 PRECURSOR [CONTAINS: C4A ANAPHYLATOXIN] (FRAGMENTS). 
1.0e-1 4:1 83:32 
BOS TAURUS (BOVINE). 
so P01030 

F-PLACE1 002374 

CATHEPSIN L PRECURSOR (EC 3.4.22.15) (MAJOR EXCRETED PROTEIN) (MEP). 
9.2e-1 07:225:86 
55 HOMO SAPIENS (HUMAN). 

P07711 

F-PLACE1002518 
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HYPOTHETICAL 13.2 KD PROTEIN IN ORC2-TIP1 INTERGENIC REGION. 
6.1e-05:59:44 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P38239 

F- PLACE 1002547 

MITOCHONDRIAL PRECURSOR PROTEINS IMPORT RECEPTOR (72 KD MITOCHONDRIAL OUTER MEM- 
BRANE PROTEIN) (MITOCHONDRIAL IMPORT RECEPTOR FOR THE ADP/ATP CARRIER) (TRANSLOCASE 
OF OUTER MEMBRANE TOM70). 
1.0e-22:230:31 
NEUROSPORA CRASSA. 
P23231 

F-PLACE1 002726 

COLLAGEN ALPHA 1(1) CHAIN (FRAGMENT). 
0.61:25:48 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P02456 

F-PLACE1 002905 

ENDOZEPINE-RELATED PROTEIN PRECURSOR (MEMBRANE-ASSOCIATED DIAZEPAM BINDING INHIBI- 
TOR) (MA-DBI). . 
5.0e-31:93:64 
BOS TAURUS (BOVINE). 
P07106 

F-PLACE1 002911 

T-CELL SURFACE PROTEIN TACTILE PRECURSOR (CD96 ANTIGEN). 
6.6e-06:95:35 

HOMO SAPIENS (HUMAN). 
P40200 

F-PLACE1 002967 

HIGH AFFINITY IMMUNOGLOBULIN EPSILON RECEPTOR BETA-SUBUNIT (FCERI) (IGE FC RECEPTOR 

BETA-SUBUNIT). 

9.4e-08:95:37 

MUS MUSCULUS (MOUSE). 
P20490 

F-PLACE1 003135 

SERINE/THREONINE-PROTEIN KINASE STE20 (EC 2.7.1 .-). 
1 L9e-33:99:50 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
Q03497 

F-PLACE1003163 

ENDOZEPINE-RELATED PROTEIN PRECURSOR (MEMBRANE-ASSOCIATED DIAZEPAM BINDING INHIBI- 
TOR) (MA-DBI). 
9.8e-15:105:38 
BOS TAURUS (BOVINE). 
P071 06 

F-PLACE1 003407 

CLN5 PROTEIN. 

4.2e-1 09:21 7:89 

HOMO SAPIENS (HUMAN). 

075503 
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F-PLACE1 003428 

BIOTINIDASE PRECURSOR (EC 3.5.1 .12). 
1.0e-36:1 04:46 
HOMO SAPIENS (HUMAN). 
5 P43251 

F-PLACE1 003438 

HYPOTHETICAL 104.4 KD PROTEIN C17A5.16 IN CHROMOSOME I. 
1.1e-10:148:33 

10 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 

013776 

F-PLACE1 003460 

2-HYDROXY-6-KETONONA-2.4-DIENEDIOIC ACID HYDROLASE (EC 3.7.1.-). 
15 0.00028:134:27 

ESCHERICHIA COLI. 
P77044 

F-PLACE 1003529 

20 TRANSCRIPTION REGULATORY PROTEIN SNF5 (SWl/SNF COMPLEX COMPONENT SNF5) (TRANSCRIP- 

TION FACTOR TYE4). 
0.00047:157:27 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P18480 

25 

F-PLACE1 003573 

T-CELL SURFACE GLYCOPROTEIN YE1/48 (T LYMPHOCYTE ANTIGEN A1) (LY49-A ANTIGEN). 
0.022:129:25 

MUS MUSCULUS (MOUSE). 
30 P20937 

F-PLACE1 003598 

TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (P135 PROTEIN) (IER 2.9/ER2.6). 
0.0017:102:44 

35 BOVINE HERPESVIRUS TYPE 1 (STRAIN JURA). 

P29128 

F-PLACE1 003644 
PROTEIN Q300. 
40 6.7e-05:24:70 

MUS MUSCULUS (MOUSE). 
Q02722 

F-PLACE1 003737 
45 TOLL PROTEIN PRECURSOR. 

7.3e-08:203:27 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P08953 

50 F-PLACE1 003772 

SALIVARY PROLINE-RICH PROTEIN 11-1 (FRAGMENT). 

3.7e-07:141:32 

HOMO SAPIENS (HUMAN). 

P81489 

55 

F-PLACE1 003839 

PROLINE-RICH PROTEIN MP-3 (FRAGMENT). 
1.3e-09:201:31 
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MUS MUSCULUS (MOUSE). 
P05143 

F-PLACE1 003845 

PUTATIVE UDP-GLUCOSE 4-EPIMERASE (EC 5.1.3.2) (GALACTOWALDENASE) (UDP-GALACTOSE 4-EPI 
M ERASE). 
5.0e-1 3:1 03:33 

METHANOCOCCUS JANNASCHII. 
Q57664 

F-PLACE1 003852 

CELL SURFACE GLYCOPROTEIN EMR1 PRECURSOR (EMR1 HORMONE RECEPTOR). 

2.0e-1 8:1 89:29 

HOMO SAPIENS (HUMAN). . 

Q14246 

F- PLACE 1004028 

HYPOTHETICAL 9.7 KD PROTEIN IN PURC-PURL INTERGENIC REGION. 
0.97:47:31 

BACILLUS SUBTILIS. 
P12049 

F-PLACE 1004078 

ADSEVERIN (SCINDERIN) (SC). 

5.3e-98:1 76:90 

BOS TAURUS (BOVINE). 

Q28046 

F-PLACE1004166 

CREB-BINDING PROTEIN. 

9.6e-08:1 07:34 

HOMO SAPIENS (HUMAN). 

Q92793 

F-PLACE1004168 

GENERAL NEGATIVE REGULATOR OF TRANSCRIPTION SUBUNIT 1 . 
6.8e-05:147:30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P25655 

F-PLACE1004199 

!!!! ALU SUBFAMILY J WARNING ENTRY !!!! 
4.2e-05:65:52 

HOMO SAPIENS (HUMAN). 
P39188 

F-PLACE1 004279 

HYPOTHETICAL 59.1 KD PROTEIN ZK637.1 IN CHROMOSOME III. 
3.6e-11:1 66:30 

CAENORHABDITIS ELEGANS. 
P30638 

F-PLACE1 004282 

HISTONE H1C (CLONE XLHW2). 

0.74:73:26 

XENOPUS LAEVIS (AFRICAN CLAWED FROG). 
P15866 
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F-PLACE1 004305 
RAS-RELATED PROTEIN RAC1 . 
2.3e-23:1 61:39 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
5 P40792 

F-PLACE1 004441 

PROBABLE G PROTEIN-COUPLED RECEPTOR GPR1. 
5.4e-70:1 56:89 
10 HOMO SAPIENS (HUMAN). 

P46091 

F-PLACE1 004450 

AMINOPEPTIDASE N (EC 3.4.11 .2) (MICROSOMAL AMINOPEPTIDASE). 
15 3.1 e-40:1 96:44 » 

RATTUS NORVEGICUS (RAT). 
P 15684 

F-PLACE1 004482 
20 ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L). 

0.23:26:30 

GALLUS GALLUS (CHICKEN). 
P 14093 

25 . F-PLACE1 004492 

COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS). 

1.2e-05:1 50:34 

BOS TAURUS (BOVINE). 

P02453 

30 

F-PLACE1004519 
ENL PROTEIN. 
0.68:170:30 

HOMO SAPIENS (HUMAN). 
35 Q03111 

F-PLACE1 004520 

PREGNANCY-SPECIFIC BETA-1 GLYCOPROTEIN PRECURSOR. 
3.5e-50: 150:74 
40 HOMO SAPIENS (HUMAN). 

P11462 

F-PLACE1 004630 

INTEGRIN BETA-6 SUBUNIT PRECURSOR. 
45 9.1e-31:189:39 

HOMO SAPIENS (HUMAN). 
P 18564 

F-PLACE1 004637 
50 MALE SPECIFIC SPERM PROTEIN MST84DA. 

0.47:29:44 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q01642 

55 F-PLACE1 004648 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
8.4e-05:89:40 

MUS MUSCULUS (MOUSE). 



1031 



EP1 130 094 A2 



P05142 

F-PLACE1004816 

MICROFIBRIL-ASSOCIATED GLYCOPROTEIN 4. 

1.0e-25:1 17:46 . 

HOMO SAPIENS (HUMAN). 

P55083 

F-PLACE1 004887 

SALIVARY GLUE PROTEIN SGS-3 PRECURSOR. 
8.4e-09:1 95:30 

DROSOPHILA ERECTA (FRUIT FLY). 
P13730 

F-PLACE1 005003 

PROSTASIN PRECURSOR (EC 3.4.21 .-). 

1.2e-24: 139:40 

HOMO SAPIENS (HUMAN). 

Q16651 

F-PLACE1 005005 

UBIQUITIN-CONJUGATING ENZYME E2 G2 (EC 6.3.2.19) (UBIQUITIN-PROTEIN LIGASE) (UBIQUITIN CAR- 
RIER PROTEIN). 
2.5e-28:51:84 

HOMO SAPIENS (HUMAN). 
P56554 

F-PLACE1 005031 

CHLORINE CHANNEL PROTEIN P64. 

2.7e-52:1 42:76 

BOS TAURUS (BOVINE). 

P35526 

F-PLACE1 005239 

SPLICING FACTOR, ARGININE/SERINE-RICH 6 (PRE-MRNA SPLICING FACTOR SRP55) (FRAGMENT). 
0.27:78:26 

ORYCTOLAGUS CUNICULUS (RABBIT). 
018776 

F-PLACE1 005250 

HYPOTHETICAL 9.0 KD PROTEIN IN ADH4 5'REGION. 
0.22:35:48 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53056 

F-PLACE1 005383 

FIBRILLIN 1 PRECURSOR. 

6.7e-09:1 34:32 

MUS MUSCULUS (MOUSE). 

Q61554 

F-PLACE1 005410 

PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT 
9.5e-1 05:204:1 00 

RATTUS NORVEGICUS (RAT). - 
P38378 

F-PLACE1 005426 
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PREGNANCY-SPECIFIC BETA-1 -GLYCOPROTEIN 4 PRECURSOR (PSBG-4). 

3.2e-33:1 84:46 

HOMO SAPIENS (HUMAN). 

Q00888 

F-PLACE1005519 

SERINE/THREONINE-PROTEIN KINASE NRK1.(EC 2.7.1.-) (N-RICH KINASE 1). 
1.2e-23:1 43:41 . 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P38692 

F-PLACE1 005539 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) (FRAGMENT). 
5.5e-05:94:37 

BRASSICA NAPUS (RAPE). 
P40603 

F-PLACE1 005544 

CELL SURFACE A33 ANTIGEN PRECURSOR. 

0.00015:132:31 

HOMO SAPI ENS (HUMAN). 

Q99795 

F-PLACE1 005569 

PROTEOGLYCAN LINK PROTEIN PRECURSOR (CARTILAGE LINK PROTEIN) (LP). 
0.00092:122:31 

EQUUS CABALLUS (HORSE). 
Q28381 

F-PLACE1 005601 
TOXIN S4C8. 
0.34:32:37 

DENDROASPIS JAMESONI KAIMOSAE (EASTERN JAMESON'S MAMBA). 
P25683 

F-PLACE1 005660 

SALIVARY GLUE PROTEIN SGS-7 PRECURSOR. 
0.99:41 :43 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P02841 

F-PLACE1 005669 

COLLAGEN ALPHA 1(VII) CHAIN PRECURSOR (LONG-CHAIN COLLAGEN) (LC COLLAGEN). 

0.0078:105:37 

HOMO SAPIENS (HUMAN). 

Q02388 

F-PLACE1 005682 

THYROID RECEPTOR INTERACTING PROTEIN 9 (TRIP9). 
2.7e-12:81:41 

HOMO SAPIENS (HUMAN). 
Q 15653 

F-PLACE1 005725 

HYPOTHETICAL 55.1 KD PROTEIN B0416.5 IN CHROMOSOME X. 
7.5e-08: 142:31 

CAENO RHABDITIS ELEGANS . 
Q11073 
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F- PLACE 1005736 

RAC-FAMILY SERINE/THREONINE KINASE HOMOLOG (EC 2.7.1.-). 
9.0e-11:91:37 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 
P54644 

F-PLACE1 005745 
ORM1 PROTEIN. 
2.2e-1 8:137:35 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53224 

F-PLACE1 005768 

NEUROTOXINS I AND I'PRECURSOR (AAH I AND AAH I'). 
0.63:13:69 

ANDROCTONUS AUSTRALIS HECTOR (SAHARA SCORPION). P01479 
F-PLACE1 005815 

COLORECTAL MUTANT CANCER PROTEIN (MCC PROTEIN). 
1.8e-1 2:73:50 

HOMO SAPIENS (HUMAN). 
P23508 

F-PLACE1 005878 

CHLORINE CHANNEL PROTEIN P64. 

1.6e-49:1 15:79 

BOS TAURUS (BOVINE). 

P35526 

F-PLACE1 005927 

HYPOTHETICAL 35.8 KD PROTEIN C12G12.12 IN CHROMOSOME I. 
3.2e-16:152:34 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q09875 

F-PLACE1 006071 

LAMININ BETA-1 CHAIN PRECURSOR (LAMININ B1 CHAIN). 

4.1e-08:215:26 

MUS MUSCULUS (MOUSE). 

P02469 

F-PLACE1 006073. 

SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT). 
2.1e-05:137:34 

NEPHILA CLAVIPES (ORB SPIDER). 
P46804 

F-PLACE1 006079 

HOMEOBOX PROTEIN DLX-3. 

1.5e-58:1 44:83 

HOMO SAPIENS (HUMAN). 

060479 

F- PLACE 1006093 

SYNAPSINS IA AND IB (BRAIN PROTEIN 4.1). 
3.8e-05:72:40 

HOMO SAPIENS (HUMAN). 
P17600 
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F-PLACE1 006208 

EBNA-2 NUCLEAR PROTEIN. 

3.8e-1 5:28:75 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). P12978 

5 

F-PLACE1006219 

UDP-GLUCOSE 4-EPIMERASE (EC 5.1.3.2) (GALACTOWALDENASE) (UDP-GALACTOSE 4-EPIMERASE) 
(FRAGMENT) 
2.0e-09:38:42 
10 KLEBSIELLA PNEUMONIAE. 

P45602 

F-PLACE1006277 

CELL SURFACE A33 ANTIGEN PRECURSOR. 
15 1.2e-07: 183:29 

HOMO SAPIENS (HUMAN). 
Q99795 

■F-PLACE1006290 
20 GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1.-). 

8.2e-39:1 71:43 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P43636 

25 F-PLACE1 006443 

HYPOTHETICAL 60.0 KD PROTEIN IN IMP1-HLJ1 INTERGENIC REGION. 
0.0010:155:27 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
Q03795 

30 

F-PLACE1006515 

ZINC FINGER Y-CHROMOSOMAL PROTEIN 1. 
0.046:98:28 

MUS MUSCULUS (MOUSE). 
35 P10925 

F-PLACE1006716 

30 KD ADIPOCYTE COMPLEMENT- RELATED PROTEIN PRECURSOR (ACRP30) (ADIPOCYTE SPECIFIC 
PROTEIN ADIPOQ). 
40 3.6e-25:1 77:35 

MUS MUSCULUS (MOUSE). 
Q60994 

F-PLACE1 006786 

45 PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN (LTP) (BASIC PROTEIN) (WBP) (FRAGMENT). 

1.0:19:42 

TRITICUM AESTIVUM (WHEAT). 
P26913 

50 F-PLACE1 006809 

SLS1 PROTEIN PRECURSOR. 
0.0011:37:51 

YARROWIA LIPOLYTICA (CANDIDA LIPOLYTICA). 
Q99158 

55 

F-PLACE1 006959 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
5.3e-05:96:41 
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MUS MUSCULUS (MOUSE). 
P05142 

F-PLACE1007028 

EBNA-1 NUCLEAR PROTEIN. 

5.9e-09:219:33 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03211 

F-PLACE1 007040 

SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONE CP7) [CONTAINS: BASIC PEPTIDE P-F] (FRAG- 
MENT). 
0.68:138:24 

HOMO SAPIENS (HUMAN). 
P02812 

F-PLACE1 007077 

SERINE/THREONINE-PROTEIN KINASE CLA4 (EC 2.7.1 .-). 
0.73:177:25 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P48562 

F-PLACE1 007081 

COAGULATION FACTOR V PRECURSOR (ACTIVATED PROTEIN C COFACTOR). 

3.0e-20:1 82:39 

BOS TAURUS (BOVINE). 

Q28107 

F-PLACE1 007096 

HYPOTHETICAL SYMPORTER SLL1374. 
2.8e-14:162:30 

SYNECHOCYSTIS SP. (STRAIN PCC 6803). 
P74168 

F-PLACE1 007296 

ER LUMEN PROTEIN RETAINING RECEPTOR 1 (KDEL RECEPTOR 1). 

9.4e-50:1 20:86 

HOMO SAPIENS (HUMAN). 

P24390 

F-PLACE1 007591 

MEIOTIC RECOMBINATION PROTEIN REC104. 
0.68:73:31 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P33323 

F- PLACE 1007626 

PTB-ASSOCIATED SPLICING FACTOR (PSF). 

0.00083:97:34 

HOMO SAPIENS (HUMAN). 

P23246 

F-PLACE1 007702 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR. 
1.9e-08:87:36 

ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 
P40602 
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F-PLACE1 007845 

GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1.-). 
1.3e-1 6:1 58:40 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P43636 

F-PLACE1 007881 

HYPOTHETICAL 69.4 KD PROTEIN F13H10.3 IN CHROMOSOME IV. 
1.26-11:113:37 

CAENORHABDITIS ELEGANS. 
Q19425 

F-PLACE1 007971 

METALLOTHIONEIN 20-lil ISOFORMS A AND B (MT-20-IIIA AND MT-20-IIIB). 
1 .0:32:43 

MYTILUS EDULIS (BLUE MUSSEL). 
P80253 

F-PLACE1 008282 

HEME-REGULATED EUKARYOTIC INITIATION FACTOR EIF-2-ALPHA KINASE (EC 2.7.1.-) (HRI). 
8.1e-87:178:87 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P33279 

F-PLACE1 008297 

MYOSIN HEAVY CHAIN KINASE B (EC 2.7.1 .129) (MHCK B). 
3.6e-1 7:1 87:33 

DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). 
P90648 

F-PLACE1 008359 

BEM46 PROTEIN (FRAGMENT). 

4.9e-07:1 03:33 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
P54069 

F-PLACE1 008469 

D(4) DOPAMINE RECEPTOR (D(2C) DOPAMINE RECEPTOR). 
0.0018:78:37 

HOMO SAPIENS (HUMAN). 
P21917 

F-PLACE1 008549 

FLI-1 ONCOGENE (ERGB TRANSCRIPTION FACTOR). 
0.0034:89:30 

HOMO SAPIENS (HUMAN). 
Q01543 

F-PLACE1 008657 

ADSEVERIN (SCINDERIN) (SC). 

6.7e-1 27:257:91 

BOS TAURUS (BOVINE). 

Q28046 

F-PLACE1008716 

ALPHA- 1 ,6-MANNOSYL-GLYCO PROTEIN BETA-1 ,2-N-ACETYLGLUCOSAMINYLTRANSFERASE (EC 
2.4.1.143) (N-GLYCOSYL-OLIGOSACCHARIDE-GLYCOPROTEIN N-ACETYLGLUCOSAMINYLTRANS- 
FERASE II) (BETA-1, 2-N-ACETYLGLUCOSAMINYLTRANSFERASE II) (GNT-II) (GLCNAC-T II). 
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4.5e-20:66:78 

HOMO SAPIENS (HUMAN). 
Q10469 

5 F-PLACE 1008744 

C4B-BINDING PROTEIN ALPHA CHAIN PRECURSOR (PROLINE-RICH PROTEIN) (PRP) 

3.6e-1 9:221:33 

HOMO SAPIENS (HUMAN). 

P04003 

W 

F-PLACE1 008984 

BIOTIN CARBOXYL CARRIER PROTEIN OF ACETYL-COA CARBOXYLASE PRECURSOR (EC 6 4 1 2) fBC- 
CP). ' ' v 

0.089:61:31 
15 GLYCINE MAX (SOYBEAN). 

Q42783 



F-PLACE1 008985 

SYNAPTOTAGMIN V. 

8.6e-09:123:35 

HOMO SAPIENS (HUMAN). 

000445 



F-PLACE1 009067 
25 HYPOTHETICAL 33.4 KD PROTEIN. 

4.3e-09:60:50 

HOMO SAPIENS (HUMAN). 
Q04323 

30 F-PLACE1009196 

SPERM PROTAMINE P1 (CYSTEINE-RICH PROTAMINE). 
0.050:23:34 

GORILLA GORILLA GORILLA (LOWLAND GORILLA). 
P35303 

35 

F-PLACE1 009279 

8.6 KD TRANSGLUTAMINASE SUBSTRATE. 
1 .4e-07:62:35 

TACHYPLEUS TRIDENTATUS (JAPANESE HORSESHOE CRAB) 
*o P81281 

F-PLACE 1009527 

MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2). 
0.037:71 :38 
45 HOMO SAPIENS (HUMAN). 

Q02817 

F-PLACE1 009546 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
50 5.9e-07:86:39 

MUS MUSCULUS (MOUSE). 
P05142 

F-PLACE1 009600 

55 TETRACYCLINE RESISTANCE PROTEIN, CLASS H (TETA(H)) 

1.7e-08:1 13:31 

PASTEURELLA MULTOCIDA. 
P51564 
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F-PLACE1 009735 

TARNS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (IMMEDIATE-EARLY PROTEIN IE1 10) (VMW110) (AL- 

PHA-0 PROTEIN). 

2.6e-09:182:35 

5 HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17). 

P08393 

F-PLACE1 009982 
REGULATORY PROTEIN E2. 
10 0.99:94:28 

HUMAN PAPILLOMAVIRUS TYPE 8. 
P06422 

F-PLACE1010011 

15 DIACYLGLYCEROL CHOLINEPHOSPHOTRANSFERASE (EC 2.7.8.2) (SN-1 ,2-DIACYLGLYCEROL 

CHOLINEPHOSPHOTRANSFERASE) (CHOPT). 
2.8e-20:119:42 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P17898 

20 

F-PLACE1010078 
ORM1 PROTEIN. 
3.4e-20: 137:37 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
25 P53224 

F-PLACE1010081 

SERIN E/THREONINE-PROTEIN KINASE CTR1 (EC 2.7.1 .37). 
1 .56-11:147:32 

30 ARABIDOPSIS THALIANA (MOUSE-EAR CRESS). 

Q05609 

F-PLACE1010251 

NEL-LIKE PROTEIN (FRAGMENT). 
35 l.8e-1 0:73:42 

HOMO SAPIENS (HUMAN). 
Q92832 

F-PLACE1010445 
40 HYPOTHETICAL BHLF1 PROTEIN. 

0.0042:227:33 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03181 

45 F-PLACE1010713 

PUTATIVE STEROID DEHYDROGENASE KIK-I (EC 1 .1 .1 .-). 

1.5e-77:1 77:80 

MUS MUSCULUS (MOUSE). 

070503 

so 

F-PLACE1010784 

P2Y PURINOCEPTOR 5 (P2Y5) (PURINERGIC RECEPTOR 5) (6H1). 
1.7e-1 8:1 02:40 

GALLUS GALLUS (CHICKEN). 
55 P32250 

F-PLACE1010827 

COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR (FRAGMENT). 
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2.8e-1 8:1 09:41 

CRICETULUS GRISEUS (CHINESE HAMSTER). 
P49020 

F-PLACE1010968 



2.3e-06:1 91:28 
DROSOPHILA MELANOGASTER (FRUIT FLY) 
P16621 



F-PLACE1011045 

HYPOTHETICAL 71.4 KD PROTEIN IN NMD3-EN02 INTERGENIC REGION 
6.0e-1 4:1 53:34 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P38862 



F-PLACE1011116 

2l!SI^5^S^5!S^S^ JR80f, 32 V3) (GLUCAN 1 - 4 - ALPHA - G LUCOS,DASE) (1,4-ALPHA-D- 
2.3e-06:1 95:27 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P08640 

F-PLACE1011181 

MSP1 PROTEIN HOMOLOG. 

4.3e-06:93:25 

CAENORHABDITIS ELEGANS. 
P54815 



F-PLACE1011236 

HYPOTHETICAL 59.1 KD PROTEIN ZK637.1 IN CHROMOSOME III 
4.1e-17:180:28 

CAENORHABDITIS ELEGANS. 
P30638 



F-PLACE1011364 

HYPOTHETICAL 141.2 KD PROTEIN EEED8.9 IN CHROMOSOME II 
2.1e-24:158:41 

CAENORHABDITIS ELEGANS. 
Q09298 

F-PLACE1011407 

ZINC FINGER PROTEIN 140. 

3.8e-1 0:47:74 

HOMO SAPIENS (HUMAN). 
P52738 



F-PLACE1011516 

HYPOTHETICAL 21.5 KD PROTEIN IN SEC15-SAP4 INTERGENIC REGION 
1.6e-13:1 17:34 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P53073 



F-PLACE1011708 

DORSAL-VENTRAL PATTERNING TOLLOID PROTEIN PRECURSOR (EC 3 4 24 -) 
9.9e-22:203:32 *.._./. 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
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P25723 

F-PUVCE1011824 

SERINE/THREONINE-PROTEIN KINASE PAK-BETA (EC 2.7.1.-) (BETA-PAK) (P21 -ACTIVATED KINASE 3) 
5 . (CDC42/RAC EFFECTOR KINASE PAK-B). 

1.6e-15:1 03:36 
MUS MUSCULUS (MOUSE). 
Q61036 

10 F-PLACE1011978 

ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1). 

3.3e-55:1 88:50 

HOMO SAPIENS (HUMAN). 

Q03923 

15 - 
F-PLACE2000118 

EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN). 
2.8e-23:1 69:43 

NICOTIANA TABACUM (COMMON TOBACCO). 
20 P 13983 

F-PLACE2000219 
' MALE SPECIFIC SPERM PROTEIN MST84DA. 
0.11:29:41 

25 DROSOPHILA MELANOGASTER (FRUIT FLY). 

Q01642 

F-PLACE3000181 

CADHERIN-RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN). 
30 9.5e-26:1 93:37 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P33450 

F-PLACE3000213 

35 COMPLEMENT RECEPTOR TYPE 1 PRECURSOR (C3B/C4B RECEPTOR) (CD35 ANTIGEN). 

2.3e-23:1 91:34 
HOMO SAPIENS (HUMAN). 
P17927 

40 F-PLACE4000354 

E-SELECTIN PRECURSOR (ENDOTHELIAL LEUKOCYTE ADHESION MOLECULE 1 ) (ELAM-1 ) (LEUKOCYTE- 
EN DOTH ELI AL CELL ADHESION MOLECULE 2) (LECAM2) (CD62E). 
3.2e-25:1 50:30 

ORYCTOLAGUS CUNICULUS (RABBIT). 
45 P27113 

F-PLACE4000455 

IG KAPPA CHAIN PRECURSOR V III REGION (VG) (FRAGMENT). 
0.66:52:36 
so HOMO SAPIENS (HUMAN). 

P04433 

F-SKNMC1 000004 

OPTOMOTOR-BLIND PROTEIN (LETHAL(I)OPTO MOTOR- BLIND) (L(1)OMB) (BIFID PROTEIN). 
55 0.079:88:30 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q24432 
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F-SKNMC1000014 

SCO-SPONDIN (FRAGMENT). 

0.63:60:36 N 

BOS TAURUS (BOVINE). 

P98167 

F-SKNMC1 000082 

PUTATIVE MITOCHONDRIAL CARRIER YGR096W. 
2.4e-1 0:93:34 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P53257 

F-THYR01 000036 

PROLINE-RICH PROTEIN MP-3 (FRAGMENT). 
0.72:69:36 

MUS MUSCULUS (MOUSE). 
P05143 

F-THYROI 000061 

COLLAGEN ALPHA 1 (XII) CHAIN (FRAGMENTS). 

0.0068:70:38 

BOS TAURUS (BOVINE). 

P25508 

F-THYR01 000099 

SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT). 
0.0063:207:28 

NEPHILA CLAVIPES (ORB SPIDER). . 
P46804 

F-THYRO1000196 

RETINAL-CADHERIN PRECURSOR (R-CADHERIN) (R-CAD). 
1.6e-10:134:32 

GALLUS GALLUS (CHICKEN). 
P24503 

/* 

F-THYROI 000400 

ERYTHROCYTE BAND 7 INTEGRAL MEMBRANE PROTEIN (STOMATIN) (PROTEIN 7.2B). 

3.9e-28:1 63:38 

MUS MUSCULUS (MOUSE). 

P54116 

F-THYR01 000580 

RENAL TRANSCRIPTION FACTOR K1D-1 (TRANSCRIPTION FACTOR 17). 
3.3e-15:64:62 

MUS MUSCULUS (MOUSE). 
Q61751 

F-THYROI 000584 

EPIDIDYMIS-SPECIFICALPHA-MANNOSIDASE(EC3.2.1.24) (ALPHA-D-MANNOSIDE MANNOHYDROLASE) 

(135 KD PROTEIN). 

1.5e-89:1 97:72 

SUS SCROFA (PIG). 

Q28949 

F-THYR01 000678 

GAP JUNCTION BETA-6 PROTEIN. (CONNEXIN 30) (CX30). 
7,7e-39:89:87 
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MUS MUSCULUS (MOUSE). 
P70689 

F-THYR01 000776 
5 HIGH AFFINITY SULPHATE TRANSPORTER 2. 

3.0e-25:83:50 

STYLOSANTHES HAM ATA. 
P53392 

10 F-THYR01 000795 

MITOCHONDRIAL 2-OXOGLUTARATE/MALATE CARRIER PROTEIN (OGCP). 

1.2e-33:227:37 

BOS TAURUS (BOVINE). 

P22292 

15 

F-THYR01 000846 

CUTICLE COLLAGEN 12 PRECURSOR. 
6.7e-09:1 90:33 

CAENORHABDITIS ELEGANS. 
20 P20630 

F-THYR01 000866 

HYPOTHETICAL 146.8 KD PROTEIN C34E10.5 IN CHROMOSOME III. 
0.12:85:31 

25 CAENORHABDITIS ELEGANS. 

P46580 

F-THYR01 000956 

PROBABLE G PROTEIN-COUPLEI) RECEPTOR APJ. 
30 1.3e-68:1 65:84 

HOMO SAPIENS (HUMAN). 
P35414 

F-THYR01 000964 

35 TARNS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (P135 PROTEIN) (IER 2.9/ER2.6). 

0.015:170:34 

BOVINE HERPESVIRUS TYPE 1 (STRAIN JURA). 
P29128 

40 F-THYR01 000999 

CRYPTD IN -RELATED PROTEIN 4C-2 PRECURSOR (CRS4C). 
0.28:40:45 

MUS MUSCULUS (MOUSE). 
P50715 

45 

F-THYRO1001063 

SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3, CP4 AND CP5) [CONTAINS: BASIC PEP- 
TIDE IB-6; PEPTIDE P-H]. 
3.5e-05:232:32 
50 HOMO SAPIENS (HUMAN). 

P04280 

F-THYRO1001071 

SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). 
55 0.00061:131:33 

XENOPUS LAEVIS (AFRICAN'CLAWED FROG). 
P17437 
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F-THYRO1001102 

TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAFII-135) (TAFII135) (TAFII-130) (TAFII130) 
0.25:94:38 

HOMO SAPIENS (HUMAN). 
000268 

F-THYRO1001113 
^SYNAPTOTAGMIN III (SYTIII). 
2.0e-08:102:35 
MUS MUSCULUS (MOUSE). 
035681 

F-THYRO1001128 
GLYCOPROTEIN X PRECURSOR. 
6.8e-07:1 82:31 

EQUINE HERPESVIRUS TYPE 1 (STRAIN AB4P) (EHV-1). 
■ P28968 

F-THYR0 1001 205 

NEUROGRANIN (NG) (PROTEIN KINASE C SUBSTRATE 7.5 KD PROTEIN) (RC3) 
0.91:33:42 

RATTUS NORVEGICUS (RAT). 
Q04940 

F-THYRO1001237 

HYPOTHETICAL PROTEIN IN NIFH2 3 REGION (FRAGMENT). 
4.0e-07:68:38 

METHANOCOCCUS THERMOLITHOTROPHICUS. 
P05410 

F-THYRO1001242 

SYNAPSINS IA AND IB (BRAIN PROTEIN 4.1). 
1.0:104:35 

HOMO SAPIENS (HUMAN). 
P17600 

F-THYRO1001266 

SODIUM/GLUCOSE COTRANSPORTER 1 (NA(+)/GLUCOSE COTRANSPORTER 1) (HIGH AFFINITY SODI- 
UM-GLUCOSE COTRANSPORTER). 
4.3e-09:1 19:27 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P11170 

F-THYR01001327 

HYPOTHETICAL 23.7 KD PROTEIN IN CYR1-OST1 INTERGENIC REGION 
1.7e-06:141:24 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P41544 

F-THYR01 001456 

HYPOTHETICAL 56.2 KD PROTEIN CY31 .25C. 
1.1e-11:88:48 

MYCOBACTERIUM TUBERCULOSIS. 
Q 10555 

F-THYRO1001457 

PROTEIN KINASE C, MU TYPE (EC 2.7.1.-) (NPKC-MU). 
2.1e-68:228:59 
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HOMO SAPIENS (HUMAN). 
Q15139 

F-THYRO1001471 
5 COLLAGEN 1 (X) CHAIN PRECURSOR. 

3.9e-05:204:30 

GALLUS GALLUS (CHICKEN). 
P08125 

10 F-THYRO1001478 

COLLAGEN ALPHA 1(X) CHAIN PRECURSOR. 
0.038:162:31 

HOMO SAPIENS (HUMAN). 
Q03692 

15 

F-THYRO1001495 

MM ALU SUBFAMILY SP WARNING ENTRY !!!! 
4.8e-19:50:82 

HOMO SAPIENS (HUMAN). 
20 P391 93 

F-THYRO1001523 

MM ALU SUBFAMILY SX WARNING ENTRY ! ! ! ! 
5.0e-13:66:62 
25 HOMO SAPIENS (HUMAN). 

P39195 

F-THYRO1001529 

SERINE PALMITOYLTRANSFERASE 2 (EC 2.3.1.50) (LONG CHAIN BASE BIOSYNTHESIS PROTEIN 2) (SPT 
30 2). 

1.6e-27:115:53 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
Q09925 

35 F-THYRO1001593 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE P78 (EC 2.7.1 .-)• 

3.3e-92:225:77 

HOMO SAPIENS (HUMAN). 

P27448 

40 

F-THYRO1001608 

PROLINE-RICH PROTEIN MP-2 PRECURSOR. 
1.2e-07:127:35 
MUS MUSCULUS (MOUSE). 
45 P05142 

F-THYRO1001641 
. NUC-1 NEGATIVE REGULATORY PROTEIN PREG. 
0.0039:98:31 
50 NEUROSPORA CRASSA. 

Q06712 

F-THYRO1001700 

INTERFERON-INDUCED, DOUBLE-STRANDED R N A- ACTI VATED PROTEIN KINASE (EC 2.7.1.-) (INTERFER- 
55 ON-INDUCIBLE RNA-DEPENDENT PROTEIN KINASE) (P68 KINASE) (P1/EIF-2A PROTEIN KINASE). 

3.3e-09:65:43 

HOMO SAPIENS (HUMAN). 
P19525 
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F-THYRO1001702 

MYELOID UPREGULATED PROTEIN. 

7.8e-62:1 61:78 

MUS MUSCULUS (MOUSE). 

035682 



F-THYR01 001725 

PROTEIN KINASE C SUBSTRATE 80 KD PROTEIN (FRAGMENTS) 
0.00061:82:41 

RATTUS NORVEGICUS (RAT). 
P20468 



F-THYRO1001770 

PROBABLE SERINE/THREONINE-PROTEIN KINASE YNL020C (EC 2 7 1 -) 
1.0e-20:1 65:35 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P53974 

F-THYRO1001803 

GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA-GLUCOSIDASE) (1 4-ALPHA-D- 
GLUCAN GLUCOHYDROLASE). 
3.6e-07:221 :30 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
P08640 

F-Y79AA1 000030 

TRANSCRIPTIONAL ACTIVATOR FE65. 
4.5e-09:43:46 

RATTUS NORVEGICUS (RAT). 
P46933 



F-Y79AA1000127 

FAS ANTIGEN LIGAND (APOPTOSIS ANTIGEN LIGAND) (APTL) 
1.3e-05:72:43 

HOMO SAPIENS (HUMAN). 
P48023 



F-Y79AA1 000207 

STANNIOCALCIN PRECURSOR (STC) (CORPUSCLES OF STANNIUS PROTEIN) (CS) (HYPOCALCIN) (TEL- 

EOCALCIN). 

1.0:100:27 

ANGUILLA AUSTRALIS (AUSTRALIAN EEL). 
P18301 

F-Y79AA1 000226 

HYPOTHETICAL 52.8 KD PROTEIN T05E11 .5 IN CHROMOSOME IV. 
2.6e-07:1 88:28 

CAENORHABDITIS ELEGANS. 
P49049 

F-Y79AA 1000270 

VACUOLAR ATP SYNTHASE SUBUNIT AC45 PRECURSOR (EC 3.6.1.34) (V-ATPASE AC45 SUBUNIT). 

1 .66-1 02:233:87 

BOS TAURUS (BOVINE). 

P40682 

F-Y79AA 1000426 

INHIBIN BETA C CHAIN PRECURSOR (ACTIVIN BETA-C CHAIN). 
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1.1e-1 4:1 49:38 

HOMO SAPIENS (HUMAN). 

P55103 

5 F-Y79AA 1000521 

MALE SPECIFIC SPERM PROTEIN MST84DD. 
0.00079:60:36 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q01645 

w 

F-Y79AA1 000750 

EBNA-1 NUCLEAR PROTEIN. 

2.0e-09:131:38 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
15 P03211 

F-Y79AA1 000776 

CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-I) (SMALL PROLINE-RICH SQUAMOUS CELL MARKER) 
(SPRP). 
20 0.080:44:40 

SUS SCROFA (PIG). 
P35323 

F-Y79AA 1000777 

25 PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-). 

4.2e-33:204:39 

THERMOMONOSPORA CURVATA. 
P49695 

30 F-Y79AA 1000876 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) (EC 5.3.4.1) (PROLYL 4-HYDROXYLASE BETA SUB- 
UNIT) (CELLULAR THYROID HORMONE BINDING PROTEIN) (P55). 
4.6e-16:1 15:38 
BOS TAURUS (BOVINE). 

35 P05307 

F-Y79AA1 000888 

TRNA PSEUDOURIDINE SYNTHASE A (EC 4.2.1 .70) (PSEUDOURIDYLATE SYNTHASE I) (PSEUDOURIDINE 
SYNTHASE I) (URACIL HYDROLYASE). 
40 2.0e-09:1 59:35 

TREPONEMA PALLIDUM. 
083802 

F-Y79AA1 000959 
45 HOMEOBOX PROTEIN HOX-B3 (HOX-2.7) (MH-23). 

8.8e-08:72:38 

MUS MUSCULUS (MOUSE). 
P09026 

50 F-Y79AA1 000967 . 

CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE TYPE I (EC 2.7.1 .123) (CAM KINASE I). 
1.1e-37:202:42 

RATTUS NORVEGICUS (RAT). 
Q63450 

55 

F-Y79AA1001013 

SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS : PEPTIDE P-D] (FRAGMENT). 
0.038:128:28 
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HOMO SAPIENS (HUMAN). 
P10162 

F-Y79AA1001056 

HYPOTHETICAL 7.1 KD PROTEIN INTK-VS INTERGENIC REGION 
0.41:42:30 

BACTERIOPHAGE T4. 
P13307 

F-Y79AA1001062 

I^?JlffiS 0SIS FACTOR ' ALPHA -' NDUCED PR0TE ^ 1- ENDOTHELIAL (B12 PROTEIN). 

HOMO SAPIENS (HUMAN). 
Q 13829 

,F-Y79AA1001090 

ANKYRIN HOMOLOG PRECURSOR. 
4.0e-1 9: 176:34 
CHROMATIUM VINOSUM. 
Q06527 



F-Y79AA1001212 

HYPOTHETICAL PROTEIN MJ0110. 
0.095:55:34 

METHANOCOCCUS JANNASCHII. 
Q57574 



F-Y79AA1001264 

HYPOTHETICAL 39.9 KD PROTEIN T15H9.1 IN CHROMOSOME II PRECURSOR. 
3.3e-53:1 77:55 

CAENORHABDITIS ELEGANS. 
Q 10005 

F-Y79AA 1001 272 

ACROSIN PRECURSOR (EC 3.4.21.10). 
6.3e-08:78:46 

ORYCTOLAGUS CUNICULUS (RABBIT). 
P48038 

F-Y79AA1001328 

DELTA-LIKE PROTEIN 1 PRECURSOR (DELTA1) 
1.3e-08:1 18:39 

RATTUS NORVEGICUS (RAT). 
P97677 



F-Y79AA1001426 

BAND 3 ANION TRANSPORT PROTEIN. 
1.7e-1 8:1 56:32 

GALLUS GALLUS (CHICKEN). - 
P15575 



F-Y79AA1001427 

INDUCIBLE NITRATE REDUCTASE 2 (EC 1 .6 6 1) (NR) 

1.1e-49:1 31:51 

GLYCINE MAX (SOYBEAN). 

P39870 



F-Y79AA1001430 
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RING CANAL PROTEIN (KELCH PROTEIN). 
2.5e-24:157:40 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
Q04652 

5 

F-Y79AA1001523 

TRANSCRIPTION INTERMEDIARY FACTOR 1-BETA (NUCLEAR COREPRESSOR KAP-1) (KRAB- ASSOCIAT- 
ED PROTEIN 1). 
6.2e-15:141~:39 
io HOMO SAPIENS (HUMAN). 

Q13263 

F-Y79AA1001530 
TUBULIN BETA-5 CHAIN. 
15 8.0e-76:204:76 

HOMO SAPIENS (HUMAN). 
P04350 

F-Y79AA1001592 
20 PTB-ASSOCIATED SPLICING FACTOR (PSF). 

0.42:104:33 

HOMO SAPIENS (HUMAN). 
P23246 

25 F-Y79AA1001727 

AMALGAM PROTEIN PRECURSOR. 
1.9e-09:1 85:28 

DROSOPHILA MELANOGASTER (FRUIT FLY). 
P15364 

30 

F-Y79AA1001787 

PROBABLE CALCIUM-TRANSPORTING ATPASE 9 (EC 3.6.1.38). 
7.6e-43:210:45 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
35 Q12697 

F-Y79AA1001793 

CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-I) (SMALL PROLINE-RICH SQUAMOUS CELL MARKER) 
(SPRP). 
40 0.077:44:40 

SUS SCROFA(PIG). 
P35323 

F-Y79AA1001795 
45 HYPOTHETICAL BHLF1 PROTEIN. 

0.00014:210:31 

EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). 
P03181 

50 F-Y79AA1001799 

MITOCHONDRIAL RNA SPLICING PROTEIN MSR4. 
2. 8e-1 8:107:44 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 
P23500 

55 

F-Y79AA1001803 

SECRETOGRANIN III PRECURSOR (SGIII). 
1.3e-68:1 82:76 
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MUS MUSCULUS (MOUSE). 
P47867 



F-Y79AA1001863 
GLYCOPROTEIN J. 
0.030:61:32 

HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17) 
P06480 



F-Y79AA1 002022 

WISKOTT-ALDRICH SYNDROME PROTEIN (WASP) 

9.8e-08.i 27:37 

HOMO SAPIENS (HUMAN). 

P42768 



F-Y79AA 1002058 

£b A ^A) NHANCER B,ND,NG PR0TE,N DELTA (C/EBP DELTA) (NUCLEAR FACTOR NF-IL6.BETA) 
0.28:56:42 

HOMO.SAPIENS (HUMAN). 
P49716 



F-Y79AA1002121 

D-BINDING PROTEIN (DBP) (ALBUMIN D BOX-BINDING PROTEIN) 
0.71:57:36 

MUS MUSCULUS (MOUSE). 
Q60925 

F-Y79AA1 002129 

I R 9^SS PT,0NAL REGULAT ° RY PR0TE,N ALGP (ALGINATE REGULATORY PROTEIN ALGR3). 

PSEUDOMONAS AERUGINOSA. 
P15276 

F-Y79AA1002213 

HYPOTHETICAL 52.7 KD PROTEIN C38C10.2 IN CHROMOSOME III 
4.7e.39:218:41 

CAENORHABDITIS ELEGANS. 
Q03567 

F-Y79AA1 002334 

HYPOTHETICAL PROTEIN MJ1345. 
1.8e-08:1 64:26 

METHANOCOCCUS JANNASCHII. 
Q58741 



F-Y79AA1 002373 

!fpRP) RN (SMALL PROUNE - RICH PR0TEIN » ( SPR -') (SMALL PROLINE-RICH SQUAMOUS CELL MARKER) 

0.083:44:40 

SUS SCROFA (PIG). 

P35323 

F.Y79AA1 002376 

DYNEIN INTERMEDIATE CHAIN 2, CYTOSOLIC (DH IC-2) 
3.0e-91:214:83 

RATTUS NORVEGICUS (RAT). 
Q62871 
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F-Y79AA1 002378 

ZINC FINGER PROTEIN 38 (ZFP-38) (CTFIN51) (TRANSCRIPTION FACTOR RU49). 
1.0e-59:1 63:74 
MUS MUSCULUS (MOUSE). 
5 Q07231 

F-Y79AA1 002381 

CELL DIVISION CONTROL PROTEIN 28 (EC 2.7.1 .-). 
9.5e-41:1 79:38 

10 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

P00546 

Homology search result 6 

15 [0296] The result of the homology search in the GenBank(http://www.ncbi. nlm.nlh.gov/web/GenBank/) using the 
clone sequences of the 5'-ends. except EST and STS sequences 

Indicated are from the top, 
the name of the clone sequence, 
20 definition of the top hit data, 

the P-value: the length of the sequence used for comparison (nucleotide):similarity (%), 
the Accession No. of the top hit data. 

[0297] Data were not shown for the clones in which the P-value was higher than 1 . 

25 

F-BNGH41 000020 

H. sapiens mitochondrial DNA, complete genome. 
6.0e-188:913:97 

X93334 

30 

F-BNGH41 000087 

Human DNA sequence from clone 1049G16 on chromosome 20q12-13.2 Contains gene similar to GLU- 
COSAMINE-6-SULFATASE, a nuclear receptor coactivator gene, ESTs, STSs, GSSs, complete sequence. 
7.1 e-32:1 76:99 
35 AL034418 

F-BNGH41 000091 

Homo sapiens potassium channel h-eag. 

I . 6e-79:687:76 
40 AJ001366 

F-HEMBA1 000006 . 

S.erythraea second and third ORF's of eryA gene, complete cds. 
0.95:243:64 
45 M63677 

F-HEMBA1000121 

Human DNA sequence •"'SEQUENCING IN PROGRESS *** from clone 796F18, WORKING DRAFT SE- 
QUENCE. 
50 5.9e-70:450:89 
AL031291 

F-HEMBA1 000128 

Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 3-14, complete sequence. 
55 1.0:274:59 
Z98549 

F-HEMBA1 000275 
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Herpes simplex virus type 2 (strain HG52), complete genome 

0.036:625:55 

286099 



F-HEMBA1 000300 

Homo sapiens chromosome 17, clone hRPK.178_C_3, complete sequence 

1.4e-40:343:80 

AC005702 



F-H EM BA 1000349 

Homo sapiens chromosome 17, clone hRPK.235_l_10, complete sequence 

7.5e-65:451:72 

AC005922 

F-H EM BA1 000443 

Human DNA sequence *** SEQUENCING iN PROGRESS *** from clone 222E13, WORKING DRAFT SE- 

QU ENCE. 

8.1e-77:216:95 

Z93241 

F-HEMBA1 000462 

Caenorhabditis elegans cosmid C49H3. 

3.7e-06:98:82 

U42436 



F-HEMBA1 000477 

Mus musculus BALB/c putative growth factor GDF7 (Gdf7) gene, partial cds 

9.1e-05:190:65 

U08339 



F-H EMBA1 000590 

Human DNA sequence from clone 453C12 on chromosome 20q12-13.12 Contains SDC4 (syndecan 4 (amphig- 
lycan, ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilin-4) STS GSS CdG 
island, complete sequence. ' 
3.0e-102:209:99 
AL021578 



F-HEMBA1 000634 

~ SEQUENCING IN PROGRESS — Homo sapiens chromosome 4, BAC clone C0539L10- HTGS phase 1 

WORKING DRAFT SEQUENCE, 15 unordered pieces. 

2.0e-95:460:99 

AC004480 

F-HEMBA1 000671 

Homo sapiens chromosome 19, BAC CIT-B-393M5 (BC301323), complete sequence 

1.5e-28:259:69 

AC006116 



F-HEMBA1 000713 

Homo sapiens 10kD protein (BC10) mRNA, complete cds 

6.5e-126:442:97 

AF053470 



F-H EM BA1 000732 

Homo sapiens clone IMAGE Consortium 302831 latent transforming growth factor-beta binding protein 4 mRNA 
partial cds. ' 

1.7e-45:258:94 

AF054502 
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F-HEMBA1 000745 

Streptomyces coelicolor cosmid 3F9. 

3.5e-06:360:61 

AL023862 

5 

F-HEMBA1 000835 

Homo sapiens fibrillin'mRNA, complete cds. 

1.3e-07:15t:69 

L13923 

10 

F-HEMBA1 000875 

Human Krueppel-type zinc finger protein (ZNF169) gene, partial cds. 

2.6e-28:249:81 

U28322 

15 

F-HEMBA1 000907 

Spermatozopsis similis mRNA for 95 kD basal apparatus-protein. 

3.4e-09:599:60 

AJ001438 

20 

F-HEMBA1 000940 

Homo sapiens connexin46.6 (Cx46.6) gene, complete cds. 

1.7e-1 6:307:66 

AF014643 

25 

F-HEMBA1 000962 

Homo sapiens Chromosome 11 q1 2.2 PAC clone pDJ51 9o1 3 containing human gene for ferritin heavy chain (FTH), 
complete sequence. 
0.00040:497:59 
30 AC004228 

F-HEMBA1001184 

Homo sapiens SH3 domain binding glutamic acid-rich-like protein (SH3BGRL) mRNA, complete cds. 
8.8e-23:404:67 
35 AF042081 . 

F-HEMBA1001221 

Human transmembrane protein mRNA, complete cds. 
2.4e-42:858:63 
40 U 19878 

F-HEMBA1001228 

Human germline oligomeric matrix protein (COMP) mRNA, complete cds. 
1.9e-82:470:91 
45 L32137 

F-HEMBA1001272 

Human Ig gamma-2 heavy chain switch region. 
0.032:549:60 
50 U39934 

F-HEMBA1001296 
H. sapiens mRNA for PQ-rich protein. 
6.9e-07:73:98 
55 Z50194 

F-HEMBA1001297 

Homo sapiens putative transcription factor CA150 mRNA, complete cds. 
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9.3e-14:143:81 
AF017789 

F-HEMBA1001390 

Mus musculus polymerase l-transcript release factor mRNA, complete cds 

2.5e-56:464:81 

AF036249 

F-HEMBA1001563 

Human DNA sequence from clone 71L16 on chromosome Xp11 . Contains a probable Zinc Fingerproteln (pseudo) 
gene an unknown putafve gene, a pseudogene with high similarity to part of antigen KI-67, a JutL^hSS 
, ? T/^T UKE 9ene 3 K,AA0267 UKE > utative Na W /H W e ^nger protein S * 
3 P "e 06 I! ^68 ^ ™ **** ^ ° XS1 °° 3 ™* DXS1 ° 55 ' coiW^i 

AL022165 

F-HEMBA1001621 

Human G protein-coupled receptor APJ gene, complete cds 

2.0e-98:516:95 

U03642 

F-HEMBA1001878 

Homo sapiens U6 snRNP-specific 40 kDa protein mRNA, complete cds 

1.0e-1 70:81 0:98 

AF090988 

F-HEMBA1001886 

Human repressor transcriptional factor (ZNF85) mRNA, complete cds 

3.3e-1 14:849:80 

U35376 

F-HEMBA1 002048 

oou^ How=B, genomic survey sequence. 
3.8e-1 1:244:66 
AQ 103440 

F-HEMBA1002131 

Homo sapiens mRNA for KIAA0584 protein, partial cds 

3.5e-44:709:66 

AB011156 

F-HEMBA1002163 

2 3T28Sr7 S 1 Chr ° mOSOme X ' Cl ° ne 592 ' W0RK,NG DRAFT SEQUENCE, 8 unordered pieces. 
AC002489 f 

F-HEMBA1002164 

Human^DNA sequence ~ SEQUENCING IN PROGRESS - from clone 167A19, WORKING DRAFT SE- 

1.3e-1 27:493:99 
AL031427 

F-HEMBA1002167 

Rattus norvegicus neuroligin I mRNA, complete cds 

8. 1e-155:850:91 

U22952 
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F-HEMBA1002178 

Homo sapiens mRNA for KIAA0584 protein, partial cds. 

2.6e-46:794:65 

AB011156 

5 

F-HEMBA1002195 

Human lysosomal alpha-mannosidase (manB) gene, 5' flanking region and exon 1 . 

7.7e-35:255:86 

U60885 

10 

F-HEMBA1 002227 

Homo sapiens mRNA for 80K-L protein, complete cds. 

3.8e-1 37:382:95 

D10522 

15 

F-HEMBA1 002239 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-485G10, complete sequence. 

4.5e-43:452:74 . 

AC003049 

20 

F-HEMBA1002316 

Homo sapiens DNA sequence from PAC 29C1 8 on chromosome 22. 

3.0e-22:609:67 

Z97192 

25 

F-HEMBA1 002420 

Homo sapiens clone RG031N19, WORKING DRAFT SEQUENCE, 1 unordered pieces. 

4.2e-1 42:322:98 

AC005632 

30 

F-HEMBA1 002421 

Human heparan sulfate proteoglycan (HSPG) core protein, 3' end. 

1.3e-1 65:778:98 

J04621 

35 

F-HEMBA1 002524 

Homo sapiens clone UWGC:y55c025 from 6p21 , complete sequence. 

1.3e-1 53:31 3:96 

AC004209 

40 

F-HEMBA1 002551 

Human potential CENP-C binding target sequence, 0.7 kb clone, partial sequence 2. 

6.1e-16:108:97 

U57994 

45 

F-HEMBA1002767 

Homo sapiens chromosome 1 p33-p34 beta-1 ,4-galactosyltransf erase mRNA, complete cds. 

1.4e-1 68:798:98 

AF038660 

50 

F-H EM BA1 002985 

HS_3165_A2_C08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 
Plate=3165 Col=16 Row=E, genomic survey sequence. 
1.7e-08:1 27:76 
55 AQ1 42051 

F-HEMBA1 002992 

RPCI11-67B15.TJ RPCI11 Homo sapiens genomic clone R-67815, genomic survey sequence. 
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2.7e-11:119:86 
AQ201833 

F-HEMBA1003047 

Homo sapiens intrinsic factor-B12 receptor precursor, mRNA, complete cds 

4.5e-1 87:873:99 

AF034611 



F-HEMBA1 003072 

Gallus gallus single-strand DNA-binding protein csdp mRNA, partial cds 

4.1e-50:515:73 

U68380 



F-HEMBA1003101 

Homo sapiens tyrosylprotein sulfotransferase-2 mRNA, complete cds 

5.3e-139:671:98 

AF049891 

F-HEMBA1003120 

Homo sapiens chromosome 19, BAC CIT-B-393M5 (BC301323), complete sequence 

3.3e-44:213:73 

AC006116 



F-HEMBA1 003230 

Homo sapiens UP50 mRNA, complete cds. 

5.5e-1 83:856:98 

AF093118 



F-H EM BA1 003294 

Human DNA sequence ~ SEQUENCING IN PROGRESS ~ from clone 495010, WORKING DRAFT SE- 
vJUtNC c. 

4.2e-38:558:69 

AL031121 

F-HEMBA1003315 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: K9I9, complete sequence 
1.2e-61 .737:68 J 
AB013390 

F-HEMBA1 003392 

Homo sapiens LDL receptor- related protein 6 (LRP6) mRNA, complete cds 
. 2.9e-1 83:851:99 
AF074264 

F-HEMBA1 003399 

Homo sapiens clone DJ0826E1 8, WORKING DRAFT SEQUENCE, 4 unordered pieces 
8.7e-1 6:21 5:74 H 
AC005282 



F-HEMBA1 003487 
H.sapiens DNA sequence. 
0.0075:158:67 
222340 



F-HEMBA1 003497 
Human Dh 
1.1e-109:£ 
AL033529 



^rTo^S^^ SEQUENC,NG ,N PROGR ESS - from clone 2705, WORKING DRAFT SEQUENCE. 
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F-HEMBA1 003530 

S.scrofa mRNA for BM88 antigen. 

2.8e-47:644:69 . 

X82027 

5 

F-HEMBA1 003602 

Human (lambda) DNA for immunoglobulin light chain. 

2.5e-94:551 :91 

D86997 

10 

F-HEMBA1 003732 

Homo sapiens clone DJ0935K16, complete sequence. 

6.1e-151:777:96 

AC006011 

15 

F-HEMBA1 003945 

Homo sapiens clone 638 unknown mRNA, complete sequence. 

1.8e-76:310:93 

AF091085 

20 

F-HEMBA1 004007 
F-HEMBA1 004067 

Human DNA sequence from clone 612B18 on chromosome 1q24-25.3 Contains exon from gene similar to 40S 
25 ribosomal protein, first coding exon of dynamin 2 (DYNII). ESTs, STS, GSS, CpG Island, complete sequence. 

8.7e-1 33:71 8:94 
AL031864 

F-HEMBA1 004085 
30 Homo sapiens, clone hRPK.2_A_1 , complete sequence. 

2.7e-58:256:80 
AC006197 

F-HEMBA1004110 
35 Homo sapiens intersectin short form mRNA, complete cds. 

3.8e-159:779:96 
AF064243 

F-HEMBA1 004250 

40 Homo sapiens chromosome 5, BAC clone 1 82a8 (LBNL H1 61 ), complete sequence. 

1.2e-1 83:863:99 
AC005752 

F-HEMBA1 004391 
45 H. sapiens gene for neural cell adhesion molecule L1 . 

0.51:426:59 
Z29373 

F-HEMBA1004444 

so Homo sapiens clone DJ0971 C03, WORKING DRAFT SEQUENCE, 1 8 unordered pieces. 

3.3e-1 47:463:93 ' 
AC004938 

F-HEMBA1 004454 
55 Homo sapiens tetraspan NET-4 mRNA, complete cds. 

0.00036:230:62 
AF065389 
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F-HEMBA1 004505 ' 

D.melanogaster mRNA for alpha 1 ,2 mannosidase. 

5.5e-1 7:663:58 

X82640 

F-HEMBA1 004785 

Gallus gallus mRNA for chromobox protein (CHCB3), complete cds 

6.6e-1 9:322:68 

AB005619 

F-HEMBA1 004797 

Haemonchus contortus GT microsatellite DNA sequence. 

3.0e-08:1 75:71 

U84474 



F-HEMBA1 004952 

Mus musculus recombinant quaking gene sequence. 

4.8e-1 5:398:65 

U44942 



,F-HEMBA1 004971 



F-HEMBA1 004982 



F-HEMBA1 005070 

Human mRNA for KIAA0310 gene, complete cds. 

2.5e-65:370:93 - 

AB002308 

F-HEMBA1 005084 

Mouse transcriptional control element. 

0.0024:189:63 

M 17284 

F-HEMBA1005145 

Pseudorabies virus glycoprotein gp50 gene, complete cds. 

0.00022:395:60 

AF092447 

F-HEMBA1 005230 

Homo sapiens chromosome 19, BAC CIT-B-393M5 (BC301323), complete sequence 

2.8e-1 02:302:94 

AC006116 



F-HEMBA1 005246 

Homo sapiens CAGH44 mRNA, partial cds. 

5 0*>-?Qvl9Q fiR 



5.0e-29:429:66 
U80741 

F-HEMBA1 005267 

Homo sapiens chromosome 3, olfactory receptor pseudogene cluster 1, complete sequence, and myosin light 

chain kinase (MLCK) pseudogene, partial sequence. 

1.0e-43:320:87 

AF042089 



F-HEMBA1 005337 

Plasmodium falciparum MAL3P6, complete sequence. 
4.1e-08:84:89 
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298551 

F-HEMBA1 005430 
F-HEMBA1 005449 

T.aestivum mRNA for a proline-rich protein. 

0.00097:385:61 

X52472 

F-HEMBA1 005489 

Homo sapiens Xq28 genomic DNA in the region of the ALD locus containing the genes for creatine transporter 
(SLC6A8), CDM, adre no leukodystrophy (ALD), Na+-isocitrate dehydrogenase gamma subunit (IDH), and trans- 
locon-associated protein delta (TRAP) genes, complete cds, plexin related protein (PLEXR) and serine kinase 
(SK) genes, partial cds, Xq281u1 gene and cytochrome C (CCp) pseudogene. 
7.8e-1 6:405:62 
U52111 

F-HEMBA1 005522 

O.cuniculus rACNG mRNA for aorta CNG channel. 

5.9e-47:344:85 

X59668 

F-HEMBA1 005545 

Human m3 muscarinic acetylcholine receptor (CHRM3) gene, complete cds. 

5.1 e-1 73:81 0:98 

U29589 

F-HEMBA1005698 
F-HEMBA1005913 

HS_2249_B1_E01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2249 

Col=1 Row=J, genomic survey sequence. 

0.17:215:61 

AQ072649 

F-HEMBA1 005929 

Homo sapiens chromosome 1 9, cosmid R31237, complete sequence. 

7.0e-1 07:285:93 

AC005581 

F-H EM BA1 005945 

Oryctolagus cuniculus peroxisomal Ca-dependent solute carrier mRNA, complete cds. 

1.8e-46:670:65 

AF004161 

F-HEMBA1006016 

CIT-HSP-2334L16TF CIT-HSP Homo Sapiens genomic clone 2334L16, genomic survey sequence. 

2.1e-13:246:69 

AQ038406 

F-HEMBA1006171 

F-HEMBA1 006276 

Homo sapiens chromosome 19, CIT-HSP-444n24, complete sequence. 

1.4e-1 44:41 6:93 

AC005261 

F-HEMBA1 006299 
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F- H EM BA 1006311 
F-HEMBA1 006335 

Human DNA sequence from clone 496H19 on chromosome 6q24 Contains ESTs, complete sequence 

9.6e-61 :370:91 

AL023582 

F-HEMBA1 006357 

Homo sapiens secretory carrier membrane protein (SCAMP2) mRNA, complete cds. 

2.3e-26:389:67 

AF005038 

F-HEMBA1 006430 

Caenorhabditis elegans cosmid T12A2. 

4.6e-23:283:72 

U13019 

F-HEMBA1 006482 

Homo sapiens h-sco1 (SC01) mRNA, nuclear gene encoding mitochondria! protein, complete cds. 

1;9e-144:575:98 

AF026852 

F-HEMBA1006517 

F-HEMBA1 006544 

Homo sapiens suppressor of white-apricot homolog 2 (SWAP2) gene, exons 12 and 13. 

2.3e-1 51:732:97 

AF042809 

F-HEMBA1 006572 

HS_3058_B2_A11_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3058 
Col=22 Row=B, genomic survey sequence. 
1.9e-45:245:96 
AQ 103440 

F-HEMBA1 006658 

Homo sapiens mRNA for KIAA0687 protein, partial cds. 

3.6e-1 27:646:95 

AB014587 

F-HEMBA1 006707 

Human DNA sequence from clone 453C12 on chromosome 20q12-13.12 Contains SDC4 (syndecan 4 (amphig- 
lycan, ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilin-4) STS, GSS, CpG 
island, complete sequence. 
1.7e-1 18:397:98 
AL021578 

F-H EM BA1 006724 

H. sapiens CpG island DNA genomic Mse1 fragment, clone 40c2, forward read cpg40c2.ft1 k. 

I. 4e-53:282:97 
Z55440 

F-HEMBA1006749 

Human DNA sequence from clone 453C12 on chromosome 20q12-13.12 Contains SDC4 (syndecan 4 (amphig- 
lycan, ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilin-4) STS, GSS, CpG 
island, complete sequence. 
3.9e-1 16:457:98 
AL021578 
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F-HEMBA1 006770 

Xenopus laevis elav-type ribonucleoprotein (etr-1) mRNA, complete cds. 

1.6e-53:280:81 

U16800 

5 

F-HEMBA1 006902 

Human DNA sequence from clone 453C12 on chromosome 20q12-13.12 Contains SDC4 (syndecan 4 (amphig- 
lycan, ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilin-4) STS, GSS, CpG 
island, complete sequence. 
10 4.9e-122:462:98 
AL021578 

F-HEMBA1006912 

15 F-HEMBA1006916 

Homo sapiens Grb14 mRNA, complete cds. 

1.6e-118:651:92 

L76687 

20 F-HEMBA1 006960 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 11 0F11 , WORKING DRAFT SEQUENCE . 

0.20:298:60 

AL033526 

25 F-HEMBA1007013 

Rattus norvegicus repeat element associated with the Rasgrfl gene. 

8.0e-07:531:59 

AF056927 

30 F-HEMBA1 007057 

Human DNA sequence from clone 522J7 on chromosome 22q1 3.3. Contains part of a60S Ribosomal protein L5 

pseudogene and a Peregrin (BR140) LIKE gene downstream of a putative CpG island. Contains ESTs, STSs and 

GSSs, complete sequence. 

0.27:277:64 
35 Z98885 

F-HEMBA1 007063 

F-HEMBA1 007226 

40 Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 310013, WORKING DRAFT SE- 

QUENCE. 
0.00033:488:63 
AL031658 

45 F-H EM BA1 007241 

Caenorhabditis elegans cosmid T1 5B7. 

0.068:304:59 

AF022985 

so F-HEMBA1 007291 

Homo sapiens chromosome 19, fosmid 37502, complete sequence. 

6.2e-1 23:587:98 

AC004755 

55 F-HEMBA1 007332 

Human HeLa mRNA isolated as a false positive in a two-hybrid-screen. 

1.3e-30:1 72:97 

U56430 
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F-HEMBB1000106 

Human DNA sequence from clone 1170D6 on chromosome Xq22.3-23. Contains a pseudogene similar to U- 
SNRNP_associated Cyclophilin (USA-CYP, EC 5.2.1 .8), ESTs, an STS and a GSS, complete sequence. 
0.033:332:61 
AL030995 

F-HEMBB1 000276 

Dictyostelium discoideum gene encoding a novel glycoprotein. 

0.00070:440:60 

AJ005262 

F-HEMBB1 000309 

Homo sapiens zinc finger protein (MBLL) mRNA, complete cds. 

7.6e-34:180:100 

AF061261 

F-HEMBB1 000407 

Human Chromosome 11 pac pDJ393o15, WORKING DRAFT SEQUENCE, 8 unordered pieces. 0.16:228:64 
AC000384 

F-H EM BB1 000447 

Homo sapiens JWA protein mRNA, complete cds. 

1.4e-1 58:750:98 

AF070523 

F-HEMBB1000542 

Human DNA sequence from PAC 509L4 on chromosome 6q22.1 -6q22.33. Contains SSX3 like pseudogene, EST, 
STS. 

4.3e-1 41:874:89 
Z99496 

F-HEMBB1 000567 

Human DNA for insulin-like growth factor II (IGF-2); exon 7 and additional ORF. 

9.7e-1 22:572:99 

X07868 

F-H EM BB1 000642 
F-HEMBB1 000668 

Caenorhabditis elegans cosmid K06A5. 

0.00041:174:64 

AF039038 

F-HEMBB1 000679 

C.familiaris mRNA for TRAM-protein. 

6.1 e-1 00:756:80 

X63678 

F-HEMBB1 000881 

Danio rerio mRNA for MINDIN2, complete cds. 

6.2e-40:581:66 

AB006085 

F-HEMBB1 000905 

Homo sapiens clone RG315H11 , WORKING DRAFT SEQUENCE, 5 unordered pieces. 

4.9e-91:209:94 

AC005089 
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F-HEMBB1001026 

Human p76 mRNA, complete cds. 

1.9e-06:410:61 

U81006 

r 

F-HEMBB1001048 

Human Hpast (HPAST) mRNA, complete cds. 

6.8e-55:524:75 

AF001434 

F-HEMBB1001200 

Plasmodium falciparum 3D7 chromosome 12 PFYAC293 genomic sequence, WORKING DRAFT SEQUENCE, 9 
unordered pieces. 
4.4e-1 2:794:59 
AC004157 

F-HEMBB1 001407 

Homo sapiens chromosome 17, clone hRPC.971_F_3, WORKING DRAFT SEQUENCE, 1 
ordered pieces. 
2.7e-43:281 :91 
AC004150 

F-HEMBB1 001530 

HS_2255_B1_F05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens 
genomic clone Plate=2255 Col=9 Row=L, genomic survey sequence. 
2. 1e-1 4:95:97 
AQ131814 

F-HEMBB1 001547 

S.cerevisiae chromosome VII reading frame ORF YGL236C. 

1.1 e-1 9:550:61 

Z72758 

F-HEMBB1 001573 

Homo sapiens 12p13.3 PAC RPCI5-951N9 (Roswel! Park Cancer Institute Human PAC library) complete se- 
quence. 
2.7e-07:467:60 
AC004672 

F-HEMBB1001847 

H. sapiens CpG island DNA genomic Mse1 fragment, clone 13d12, reverse read cpg13d12.rt1c. 

I. 1e-14:94:100 
Z64565 

F-HEMBB1 001959 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 537K23, WORKING DRAFT SE- 
QUENCE. 
1.2e-82:492:90 
AL034405 

F-HEMBB1001978 

Homo sapiens chromosome 10 clone CIT987SK-1057L21 map 10q25, complete sequence. 

7.0e-23:239:76 

AC005386 

F-HEMBB1 002039 

Human DNA sequence from cosmid 315B1 7, between markers DXS366 and DXS87 on chromosome X contains 
ESTs. 
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3.5e-49:605:71 
Z73967 

F-HEMBB1 002041 

R.norvegicus mRNA for leucocyte common antigen-related protein (3941 bp). 

3.5e-09:501 :60 

X83546 

F-H EM BB1 002051 

Homo sapiens E74-like factor 5 (ELF5) mRNA, complete cds. 

3.1e-95:454:99 

AF049703 

F-HEMBB1002120 

F-HEMBB1002162 

Homo sapiens genethonin 1 mRNA, complete cds. 

7.0e-67:328:99 

AF062534 

F-HEMBB1 002228 

Homo sapiens unknown mRNA, complete cds. 

1.6e-39.208:98 

AF047439 

F-HEMBB1 002245 

Rattus norvegicus prostaglandin F2a receptor regulatory protein precursor, mRNA, complete cds 

3.7e-68:424:87 

U26595 

F-H EM BB1 002302 

RPCI11-18E11.TVB RPCI-11 Homo sapiens genomic clone RPCI-11-18E11 , genomic survey sequence 

2.7e-1 5:1 01:98 

B88081 

F-HEMBB1 002427 

Homo sapiens chromosome 9q34, clone 70C11 , complete sequence. 

2. 9e-1 23:249:90 

AC002319 

F-HEMBB1 002465 

Mouse short chain acyl-CoA dehydrogenase mRNA, complete cds. 

7.9e-1 8:545:61 

L11163 

F-HEMBB1 002661 

Drosophila melanogaster; Chromosome 2R; Region 44A1-44A2; P1 clone DS07435, WORKING DRAFT SE- 
QUENCE, 2 unordered pieces. 
1.9e-07:1 87:67 
AC005445 

F-HEMBB1002663 

F-HEMBB1 002693 

Homo sapiens full length insert cDNA, clone ZD85G07. 

2.1e-20:136:93 

AF086462 
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F-MAMMA1 000046 

CIT-HSP-2166017.TF CIT-HSP Homo sapiens genomic clone 2166017, genomic survey sequence. 

2.0e-60:345:92 

B92334 

5 

F-MAMMA1000102 

Human DNA sequence from cosrriid B33F2 on chromosome 22 Contains ESTs. 

3.0e-1 61:766:98 

Z79996 

10 

F-MAMMA1000106 

Rat gene for alpha 1 B adrenergic receptor, promoter region and partial cds. 

0.0025:247:64 

D32045 

75 

F-MAMMA1000118 

Can is familiaris betal adrenergic receptor (dogbetal) gene, complete cds. 

6.1e-06:545:60 

U73207 

20 

F-MAMMA1000141 

Homo sapiens 12q24.2 PAC RPCI1-128M12 (Roswell Park Cancer Institute Human PAC library) complete se- 
quence. 
1.5e-1 0:151:78 
25 AC004024 

F-MAMMA1 000204 

Homo Sapiens mRNA for LGMD2B protein. 
2. le-1 66:781:98 
30 AJ007670 

F-MAMMA1 000226 

*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone B331 08; HTGS phase 1 , WORK- 
ING DRAFT SEQUENCE, 10 unordered pieces. 
35 2.9e-35:188:100 
AC004064 

F-MAMMA1 000403 

Human vascular addressin MAdCAM-1 mRNA, complete cds. 
40 0.00043:538:59 
U82483 

F-MAMMA1 000449 

Human DNA sequence*** SEQUENCING IN PROGRESS *** from clone 31 7C6, WORKING DRAFT SEQUENCE. 
45 0.090:514:60 
Z97651 

F-MAMMA1 000457 s 
H.sapiens mRNA for NADH -cytochrome b5 reductase. 
50 5.5e-36:469:68 
Y09501 

F-MAMMA1 000473 

Caenorhabditis elegans cosmid B0491 , complete sequence. 
55 0.0052:187:64 
249907 

F-MAM MA 1000496 
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Homo sapiens PAC clone DJ130H16 from 22q12.1-qter, complete sequence. 

1.2e-81:318:92 

AC004997 

F-MAMMA1 000528 

P.falciparum complete gene map of plastid-like DNA (IR-B). 

0.016:343:58 

X95276 

F-MAMMA1 000591 

Mus musculus UDP-GalNAc:polypeptide N-acetylgalactosaminyltransferase-T3 mRNA, complete cds. 

1 .2e-24:493:63 

U70538 

F-MAMMA1000614 

*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0190L06; HTGS phase 1, 
WORKING DRAFT SEQUENCE, 21 unordered pieces. 
7.5e-1 3:61 5:60 
AC004670 

F-MAMMA1 000652 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-116A10, complete sequence. 

1.6e-59:451:82 

AC004638 

F-MAMMA1 000681 

Homo sapiens mRNA for putative G-protein coupled receptor, EDG6. 

1.2e-32:636:65 

AJ000479 

F-MAMMA1 000706 

*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0110D16; HTGS phase 1 

WORKING DRAFT SEQUENCE, 7 unordered pieces. 

6.8e-06:428:62 

AC004578 

F-MAMMA1 000788 

HS_3080_A2_B03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3080 
Col=6 Row=C, genomic survey sequence. 
4.9e-35:204:94 
AQ 128409 

F-MAMMA1 000810 

Homo sapiens DNA sequence from PAC 510L9 on chromosome 6p24.1-p25.3. 

5.8e-06:246:65 

AL022098 

F-MAMMA1 000814 

Anadara trapezia (alpha 3.15L) hemoglobin alpha-chain (HBA) gene, exons 2 and 3, intron 2, including hypervar- 
iable microsatellite polymorphic repeat regions. 
1.0e-1 2:1 76:75 
L25098 

F-M AM MA 1000881 

Rattus norvegicus serum and glucocorticoid-regulated kinase (sgk) mRNA, complete cds. 

2.8e-07:283:63 

L01624 
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F-MAMMA1 000986 

Homo sapiens chromosome 16 BAC clone CIT987SK-334D11 complete sequence. 

1.8e-1 66:306:99 

AF001550 

5 

F-MAMMA1 000994 

Mycobacterium tuberculosis H37Rv complete genome; segment 48/1 62. 

0.75:260:61 

AL021897 

10 

F-MAMMA1001043 

H. sapiens mRNA for latent transforming growth factor-beta binding protein (LTBP-2). 
0.038:376:60 

Z37976 

15 

F-MAMMA1001066 

Homo sapiens DNA from chromosome 19-cosmid f24590 containing CAPNS and POL2RI, genomic sequence. 

4.4e-1 5:1 62:72 

AD001527 

20 

F-MAMMA1001094 

Homo sapiens clone 243 unknown mRNA, complete sequence. 

6.2e-1 81:844:99 

AF091094 

25 

F-MAMMA1001141 

Cams familiaris betal adrenergic receptor (dogbetal) gene, complete cds. 

I. 3e-1 0:602:59 
U73207 

30 

F-MAMMA1001150 

M.musculus (Balb/c) mRNA for serine/threonine protein kinase. 

7.7e-57:447:67 

234524 

35 

F-MAMMA1001237 

Rattus norvegicus monocarboxylate transporter MCT3 mRNA, complete cds. 

1.5e-08:306:65 

AF059258 

40 

F-MAMMA1001284 

HS_3076_A1_F08_MFCIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3076 
Col=15 Row=K, genomic survey sequence. 
5.2e-53:307:93 
45 AQ 120674 

F-MAMMA1001310 

1 (2)09851 Drosophila melanogaster P lethal line Drosophila melanogaster genomic Sequence recovered from 3' 
end of P element, genomic survey sequence. 
50 0.00072:209:66 
AQ025672 

F-MAMMA1001344 

Fugu rubripes neural cell adhesion molecule L1 homolog (L1 -CAM) gene, complete cds; putative protein 1 (PUT1 ) 
55 gene, partial cds; mitosis-specific chromosome segregation protein SMC1 homolog (SMC1) gene, complete cds; 

and calcium channel alpha-1 subunit homolog (CCA1 ) and putative protein 2 (PUT2) genes, partial cds, complete 

sequence. 

5.2e-05:1 64:67 
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AF026198 
F-MAMMA1001418 

Human Na+/nucleoside cotransporter (hCNTIa) mRNA, complete cds. 

6.0e-35:622:63 

U62966 

F-MAMMA1001532 

Homo sapiens PAC clone DJ0728D04, complete sequence. 

5.2e-46:538:74 

AC004865 

F-MAMMA1001609 

Homo sapiens chromosome 10 clone CIT-HSP-1240G16 map 10q25.1 , complete sequence. 0.00031:592:57 
AC005886 

F-MAMMA1001615 

H. sapiens CpG island DNA genomic Mse1 fragment, clone 71 h9, reverse read cpg71h9.rt1a. 

I. 2e-25:146:99 
Z62710 

F-MAMMA1001623 

Homo sapiens 12q24.2 BAC RPCI11-407A16 (Roswell Park Cancer Institute Human BAC Library) complete se- 
quence. 
3.9e-69:471 :85 
AC006065 

F-MAMMA1001634 

Human DNA sequence from PAC 93C23 on chromosome X. Contains steroid 5-alpha-reductase pseudogene 

ESTsandSTS. 

2.2e-22:228:79 

AL008713 

F-MAMMA1001893 

HSJ3067_B2_H09_MF CIT Approved Human Genomic Sperm Library D Homo sapiens 
genomic clone Plate=3067 Col=18 Row=P, genomic survey sequence. 
2. 5e-29: 188:93 
AQ 138065 

F-MAMMA1001901 

Human DNA sequence from clone 354J5 on chromosome 6q21 -22. Contains pseudogene similar - 

to zinc finger protein (ZPR1), EST, STS, GSS, complete sequence. 

2.0e-23:287:71 

Z95118 

F-MAMMA1001957 

Drosophila melanogaster, chromosome 2L, region 21 C5-21 D1 , P1 clone DS0761 0, complete sequence. 

1.5e-1 4:1 92:66 

AC004573 

F-MAMMA1001978 

Human immunoglobulin S(u) like sequence. 

0.60:150:66 

X15517 

F-MAMMA1 002070 

Human PAC clone DJ515N1 from 22q11 .2-q22, complete sequence. 
3.9e-1 16:250:93 
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AC002073 
F-MAMMA1 002080 

Mus musculus chromosome 11 , clone mCIT.268_P_23, complete sequence. 

1.1e-59:493:78 

AC004807 

F-MAMMA1 002087 

HS-1047-B2-A09-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone Plate=CT 830 

Col=1 8 Row=B, genomic survey sequence. 

2.1e-31:174:98 

B38457 

F-MAMMA1 002091 

Homo sapiens CD39L2 (CD39L2) mRNA, complete cds. 

1.6e-1 56:743:98 

AF039916 

F-MAMMA1 002095 

Rat alternatively spliced mRNA. 

4.9e-126:691:91 

M93017 

F-MAMMA1002128 

Mus musculus C2C12 unknown mRNA, partial cds. 

5.0e-41 :353:77 

U31629 

F-MAMMA1002142 
F-MAMMA1002165 

Homo sapiens connective tissue growth factor related protein WISP-2 (WISP2) mRNA, complete cds. 

1.2e-34:219:90 

AF1 00780 

F-MAMMA1 002205 

Homo Sapiens Chromosome X clone bWXD691 , complete sequence. 

8.1e-33:535:67 

AC004386 

F-MAMMA1 002224 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 229A8, WORKING DRAFT SEQUENCE. 

1 .2e-31 :274:82 

Z86090 

F-MAMMA1 002234 

Canine mRNA for 68kDA subunit of signal recognition particle (SRP68). 

9.8e-145:736:91 

X53744 

F-MAMMA1 002586 

Drosophila melanogaster cosmid clone 86E4. 

0.0071 :306:58 

AL021086- 

F-MAMMA1 002633 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 850H21, WORKING DRAFT SE- 
QUENCE. 
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3.9e-33:297:79 
AL031680 

F-MAMMA1003126 

Human Hpast (HPAST) mRNA, complete cds. 

1.7e-82:801:74 

AF001434 

F-NT2RM 1000407 

Cloning vector pUC-GM-INT, complete sequence. 

9.4e-1 41:673:98 

AF025392 

F-NT2RM 1000462 
, complete sequence. 
1.5e-86:232:82 
AC005300 

F-NT2RM1 000542 

Mouse beta-galactosidase (BGAL) gene, complete cds. 

4.4e-1 7:468:62 

M57734 

F-NT2RM1 000580 

Caenorhabditis elegans cosmid F09E5. 

1.6e-08:352:61 

U37429 

F-NT2RM1 000789 

Homo sapiens mRNA for hTCF-4. 

1.1e-94:299:92 

Y11306 

F-NT2RM1 000855 

Canis familiaris sec61 homologue mRNA, complete cds. 
6.6e-1 10:671:87 
M 96629 

F-NT2RM1 000858 

tricarboxylate carrier [rats, liver, mRNA Partial, 2986 nt]. 

2.0e-65:716:70 

S70011 

F-NT2RM1 000899 

S.pombe chromosome I cosmid c8C9. 

0.0010:300:59 

Z99168 

F-NT2RM2000241 

Homo sapiens chromosome 1 2p1 3.3 clone RPC1 1 1 -350L7, WORKING DRAFT S EQUENCE, 72 unordered pieces 

0.99:201:65 

AC005844 

F-NT2RM2000306 

Homo sapiens DNA sequence from PAC 257I20 on chromosome 22q1 3.1 -13.2. Contains cytochrome P450 pseu- 
dogenes CYP2D7P, CYP2D8P, CYP2D6(D),TCF20, NADH ubiquinone oxidoreductase B14 subunit, ESTs, CA 
repeat, STS, GSS. 
1.1 e-1 42:595:97 
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AL021878 

F-NT2RM2000410 
S.gregaria Abd-B gene. 
5 0.076:172:66 
X69161 

F-NT2RM2000423 

Arthrobacter sp. beta-galactosidase gene, complete cds. 
10 4.2e-06:606:57 
U78028 

F-NT2RM2000497 

Homo sapiens chromosome 17, clone hRPK.215_P_18, complete sequence. 
15 1.2e-55:285:81 
AC005969 

F-NT2RM2000514 

20 F-NT2RM2000565 

Caenorhabdltis elegans cosmid F28C5, complete sequence. 

4.2e-1 8:539:62 

Z68315 

25 F-NT2RM2000582 

P.zebra microsatellite locus DNA, 429bp. 

0.00015:160:69 

X99784 

30 F-NT2RM2000589 

Bos taurus myosin X, complete cds. 

3.4e-1 39:81 7:88 

U55042 

35 F-NT2RM2000622 

H. sapiens MFH-1 gene. 
0.0010:466:57 
Y08223 

40 F-NT2RM2000632 

Homo sapiens mRNA for TBP-associated factor 170 (TAFII170). 

0.0052:331:59 

AJ001017 

45 F-NT2RM2000773 

Oryctolagus cuniculus serum amyloid A-activating factor SAF-8 mRNA, partial cds. 

2.9e-91:496:93 

AF076786 

50 F-NT2RM2001126 . 

Homo sapiens multi PDZ domain protein MUPP1 (MUPP1) mRNA, complete cds. 

I. 6e-1 61:663:99 
AF093419 

55 F-NT2RM2001558 

Homo sapiens protein kinase A binding protein AKAP1 1 0 mRNA, complete cds. 

1.2e-1 64:770:98 

AF093408 
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F-NT2RM2001626 

F.rubripes GSS sequence, clone 060E22bA4, genomic survey sequence 

4.5e-46:606:68 

Z88651 

F-NT2RM2001643 

HS-1053-B2-E09-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone Plate=CT775 
Col=18 Row=J, genomic survey sequence. 
2.5e-06:1 81:66 
B41504 

F-NT2RM2001738 

S.capreolus ard2 gene and orf2, orf4 and orf5. 

0.41:273:63 

Y11036 

F-NT2RM2001767 

Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 50O24, WORKING DRAFT SEQUENCE 

8.0e-18:130:92 

AL034380 

F-NT2RM2001792 

Homo sapiens mRNA for serum lectin P35, complete cds. 

2.5e-1 2:244:67 

D49353 

F-NT2RM2001818 
F-NT2RM2001902 

Drosophila melanogaster mRNA for p21 activated kinase related protein 

7.2e-74:683:75 

AJ011578 

F-NT2RM2001939 

Human G protein-coupled receptor GPR-NGA gene, complete cds. 

1.4e-1 40:702:96 

U55312 

F-NT2RM2001941 

Human gene for muscarinic acetylcholine receptor HM1 . 

6.3e-20:488:62 

X15263 

F-NT2RM4000100 

Homo sapiens PAC clone DJ044L15 from Xq23, complete sequence. 

7.7e-25:1 62:74 

AC004827 

F-NT2RM4000115 

F-NT2RM4000198 

F-NT2RM4000284 

Human IgG Fc receptor hFcRn mRNA, complete cds. 

7.3e-37:1 94:98 

U12255 

F-NT2RM4000295 
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Streptomyces chrysomallus actinomycin synthetase II (acmB) gene, complete cds. 

1.6e-05:642:59 

AF047717 

F-NT2RM4000326 

Homo sapiens complete genomic sequence between D16S3070 and D16S3275, containing Familial Mediterra- 
nean Fever gene disease. 
1.0e-1 27:340:92 
AJ003147 

F-NT2RM4000417 

Oncorhynchus kisutch microsatellite OKi20 DNA. 

0.44:144:66 

AF055444 

F-NT2RM4000444 

S.salar mRNA for transport-associated protein Tap2A. 

1 .7e-27:577:62 

Z83328 

F-NT2RM4000587 

Homo sapines chromosome 19, cosmid R28058, complete sequence. 

7.7e-1 6:388:64 

AC005615 

F-NT2RM4000593 

F-NT2RM4000648 

M.musculus mRNA for K-glypican. 

1.4e-50:610:70 

X83577 

F-NT2RM4000761 

Human mitochondrial DNA, fragment M1 , encoding transfer RNAs, cytochrome oxidase I, and 2 URFs. 
4.8e-1 67:787:98 
M 10546 

F-NT2RM4000965 

S.scrofa mRNA for calcium release channel (CRC). 

0.044:356:60 

X62880 

F-NT2RM4000997 
F-NT2RM4001321 

HS-1053-B2-E09-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone Plate=CT 775 
Col=18 Row=J, genomic survey sequence. 
1 .3e-06:181:67 
B41504 

F-NT2RM4001325 

Homo sapiens mRNA for chondroitin 6-sulfotransferase, complete cds. 

6. 6e-1 2:384:64 

AB012192 

F-NT2RM4001377 

Homo sapiens mRNA for KIAA0638 protein, partial cds. 
9.7e-1 55:71 9:99 
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AB014538 
F-NT2RM4001735 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 483K16, WORKING DRAFT SE- 
QUENCE. 
1.3e-1 62:679:96 
AL034374 

F-NT2RM4001768 

Human HepG2 partial cDNA, clone hmd3a07m5. 

2.7e-52:271:98 

D17020 

F-NT2RM4001843 
F-NT2RM4002352 

Homo sapiens hl_Rp105 mRNA for LDL receptor related protein 105, complete cds. 

1.4e-1 55:761:97 

AB009462 

F-NT2RP1 000002 

Mouse cAMP-dependent protein kinase beta subunit gene, exon 1. 

1 .7e-06:252:65 

M21096 

F-NT2RP1 000050 

Human HepG2 partial cDNA, clone hmd3g02m5. 

7.1e-18:115:97 

D 17047 

F-NT2RP1000181 

Homo sapiens Chromosome 1 1 q 1 2.2 PAC clone pDJ51 9o1 3 containing human gene for ferritin heavy chain (FTH), 
complete sequence. 
4.2e-1 39:427:98 
AC004228 

F-NT2RP1 000239 

Homo sapiens clone DT1 P1 E11 mRNA, CAG repeat region. 

1.4e-90:524:91 

U92989 

F-NT2RP1 000261 

Homo sapiens hPMS1 gene, promoter region and exon 1 . 

2.5e-1 4:1 32:85 

AB006462 

F-NT2RP1 000271 

Homo sapiens DNA-binding protein mRNA, complete cds. 

4.3e-1 39:678:97 

AF038951 

F-NT2RP1 000300 

Homo sapiens, complete sequence. 

0.012:146:69 

AC005854 

F-NT2RP1 000325 

H. sapiens gene for phosphate carrier. 
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4.2e-1 10:438:98 
X77337 

F-NT2RP1 000448 
5 Streptomyces coelicolor cosmid 1 A6 . 

0.79:209:61 
AL023496 

F-NT2RP1 000465 
10 Mus musculus nuclear protein NIP45 mRNA, complete cds. 

2.2e-29:489:68 
U76759 

F-NT2RP 1000468 

15 Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 537K23, WORKING DRAFT SE- 

QUENCE. 
1.6e-49:306:91 
AL034405 

20 F-NT2RP1 000551 

Homo sapiens putative interferon-related protein (SM15) mRNA, partial cds. 

7.5e-1 39:742:93 

U09585 

25 F-NT2RP1 000579 

Human succinate dehydrogenase flavoprotein subunit (SDH) mRNA, complete cds. 

3.6e-140:798:91 

L21936 

30 F-NT2RP1000613 

Sequence 1 from patent US 5589579. 

8.1e-10:468:58 

I32995 

35 F-NT2RP1 000679 

Homo sapiens chromosome 17, clone hRPC.4_G_17, complete sequence. 

1.3e-11 2:448:89 

AC003688 

40 F-NT2RP1 000740 

H.sapiens CpG island DNA genomic Mse1 fragment, clone 34a2, reverse read cpg34a2.rt1 a. 

9.3e-1 4:21 1:73 

Z60772 

45 F-NT2RP1 000903 

HS_2256_B1 _E 1 0_M F CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2256 
Col=19 Row=J, genomic survey sequence. 
9.0e-21:1 97:84 
AQ084622 

50 

F-NT2RP1 000981 
F-NT2RP1001004 

Danio rerio mRNA for MINDIN2, cemplete cds. 
4.1e-22:472:63 
55 AB006085 

F-NT2RP1001020 

Mus musculus clone OST66, genomic survey sequence. 
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1 .5e-47:352:81 
AF046696 



F-NT2RP1001031 
CIT-HSP-2 
8.0e-26:14 
AQ035969 



CIT-HSP-2330P23.TR CIT-HSP Homo sapiens genomic clone 2330P23, genomic survey sequence 
8.0e-26:1 45:99 



F-NT2RP1 001563 

Homo sapiens clone DJ1125K23, WORKING DRAFT SEQUENCE, 21 unordered pieces. 0.096-405-59 
AC004971 



F-NT2RP2000092 

Human zinc finger protein ZNF136. 

1.8e-54:652:70 

U09367 



F-NT2RP2000178 

Streptomyces coelicolor cosmid 3F9. 

0.92:217:64 

AL023862 

F-NT2RP2000240 

Homo sapiens chromosome 16 BAC clone CIT987SK-334D11 complete sequence 

2.9e-96:534:90 

AF001550 

F-NT2RP2000394 

Gallus gallus p52 pro-apototic protein mRNA, complete cds. 

2.9e-1 9:380:65 

AF029071 

F-NT2RP2000447 

Homo sapiens clone DJ1129D05, complete sequence. 

1.3e-1 09:289:98 

AC005630 



F-NT2RP2000479 

Human DNA sequence from PAC 130G2 on chromosome 6p22.2-22.3. Contains ribosomal protein L29 pseudo- 
gene, ESTs and STSs. 
0.0039:219:63 
AL008627 



F-NT2RP2000514 

Homo sapiens roundabout 2 (robo2) mRNA, partial cds. 

3.7e-89:461 :95 

AF040991 

F-NT2RP2000533 

Mus musculus cornichon mRNA, complete cds. 

1.4e-1 13:677:89 

AF022811 



F-NT2RP2000610 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 537K23, WORKING DRAFT SE- 
QUENCE. 
4.3e-25:1 77:89 
AL034405 
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F-NT2RP2000616 

RPCI11-75J11.TK MCI11 Homo sapiens genomic clone R-75J11, genomic survey sequence. 

8.4e-34:1 35:91 

AQ268877 

5 

F-NT2RP2000649 

Homo sapiens CAAX prenyl protease (STE24) mRNA, complete cds. 

1.2e-1 65:802:97 

AF064867 

10 

F-NT2RP2000663 

Human DNA sequence from cosmid U61 B11 , between markers DXS366 and DXS87 on chromosome X contains 
ESTs. 

1.6e-1 06:365:97 
15 Z73913 

F-NT2RP2000694 

Homo sapiens 5T4 oncofetal trophoblast glycoprotein gene. 
4.2e-112:561:96 
20 AJ012159 

F-NT2RP2000712 

HS_3071_A2_D05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 
Plate=3071 Col=10 Row=G, genomic survey sequence. 
25 7.6e-78:389:97 
AQ1 66085 

F-NT2RP2000739 

Human mRNA for KIAA0326 gene, partial cds. 
30 6.4e-24:574:62 
AB002324 

. F-NT2RP2000818 

Drosophila melanogaster, chromosome 2R, region 38A5-38B4, BAC clone BACR48M05, complete sequence. 
35 0.00047:304:61 
AC005719 

F-NT2RP2000903 

Homo sapiens 5T4 oncofetal trophoblast glycoprotein gene. 
40 2.6e-11 0:541:97 

AJ012159 

F-NT2RP2001200 

Homo sapiens mRNA for KIAA0676 protein, partial cds. 
45 3.3e-1 10:540:96 

AB014576 

F-NT2RP2001223 

HS-1054-B2-C02-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone Plate=CT 776 
50 Col=4 Row=F, genomic survey sequence. 

7.2e-1 0:128:77 
B41982 

F-NT2RP2001276 
55 Mouse regulatory protein (npdc-1 ) mRNA, complete cds. 

1.2e-38:296:81 
L03814 
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F-NT2RP2001388 

RPCI11-30G23.TV RPCI-11 Homo sapiens genomic clone RPCI-11-30G23, genomic survey sequence 

0.32:53:94 

B87787 

F-NT2RP2001469 

M.musculus tex292 mRNA (5'region). 

4.2e-1 0:120:83 

X80434 

F-NT2RP2001480 

Homo sapiens thrombospondin 3 (THBS3) gene, complete cds. 

9.0e-1 40:686:96 

L38969 

F-NT2RP2001495 

Human transporter protein (g17) mRNA, complete cds. 

1.9e-35:581:64 

U49082 

F-NT2RP2001514 

Drosophila melanogaster DNA sequence (P1 DS06882 (D310)), complete sequence 

3.7e-22:475:62 

AC005115 

F-NT2RP2001529 

Homo sapiens mRNA for ZIP-kinase, complete cds. 

4.6e-1 52:757:96 

AB007144 

F-NT2RP200153S 

Sequence 11 from patent US 5624818. 

1.4e-88:528:88 

141141 

F-NT2RP2001562 

Homo sapiens GLE1 (GLE1) mRNA, complete cds. 

2.3e-1 17:572:97 

AF058922 

F-NT2RP2001662 

Human DNA sequence — SEQUENCING IN PROGRESS ~ from clone 460J8, WORKING DRAFT SEQUENCE 

6.1 e-1 07:365:91 

AL031662 

F-NT2RP2001755 

Sequence 9 from patent US 5750502. 

1.5e-53:518:75 

AR007441 

F-NT2RP2001769 
A.sativa Aspk11 mRNA. 
4.7e-1 7:537:60 
X79992 

F-NT2RP2001817 

Candida albicans SIR2 (SIR2) gene, complete cds. 
4.6e-1 0:285:61 
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AF045774 
F-NT2RP2001878 

Mus musculus repeat element upstream of the Rasgrf1/Cdc25Mm gene. 

5.0e-06:554:60 

AF021791 

F-NT2RP2001903 

M. musculus mRNA for m-calpain. 

3.1e-06:337:60 

Y10139 

F-NT2RP2001915 

Homo sapiens chromosome 17, clone hRPK.63_A_1 , complete sequence. 

6.8e-28:488:65 

AC005670 

F-NT2RP2001921 

Homo sapiens clone NH0332L11, complete sequence. 

1.1e-77:148:99 

AC005538 

F-NT2RP2001948 

Sequence 2 from patent US 5541311 . 

0.59:284:57 

124091 

F-NT2RP2001956 

Feline c-sis proto-oncogene, segment 4. 

0.99:101:69 

M25356 

F-NT2RP2002015 

HS-1053-B2-E09-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone Plate=CT 775 

Col=18 Row=J, genomic survey sequence. 

3.0e-06:181:65 

B41504 

F-NT2RP2002063 

Homo sapiens chromosome 4 clone B207D4 map 4q25, complete sequence. 

1.3e-1 08:41 8:94 

AC004050 

F-NT2RP2002188 

Rattus norvegicus neuroligin 3 mRNA, complete cds. 

1.0e-1 25:700:90 

U41663 

F-NT2RP2002232 

F-NT2RP2002304 

Human FMR1 gene, 5' end. 

0.12:93:67 

L19476 

F-NT2RP2002409 

Myxococcus xanthus response regulator FrzZ (frzZ) gene, partial cds; alanine dehydrogenase (aldA), putative 
ECF sigma factor RpoE1 (rpoE1), and response regulator homolog (frzS) genes, complete cds; and unknown 
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genes. 

9.0e-1 0:553:59 
AF049107 



F-NT2RP2002510 

Mus musculus (129SV) DNA, unmapped BAC 10817, complete sequence 

4.2e-27:573:62 

AC004093 

F-NT2RP2002527 

Homo sapiens Chromosome 1 1 q12.2 PAC clone pDJ51 9o1 3 containing human geneforferritin heavy chain (FTH) 
complete sequence. x 
3.2e-1 10:439:99 
AC004228 

F-NT2RP2002533 

Homo sapiens putative tumor suppressor gene 26 protein alpha 2 delta calcium channel subunit mRNA, complete 

6.4e-1 41:726:95 
AF040709 

F-NT2RP2002564 

Homo sapiens PAC clone DJ0979P20 from 7q33-q35, complete sequence 

2.6e-1 12:403:98 

AC004941 



F-NT2RP2002674 

^ S - 3 ^2_B2_A02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomicclone Plate=31 22 
Col=4 Row=B, genomic survey sequence. 
4.8e-13:86:100 
AQ 182907 

F-NT2RP2002721 



F-NT2RP2002824 

Arabidopsis thaliana BAC T19D1 6 genomic sequence. 

1.3e-12:135:69 

U95973 

F-NT2RP2002942 

Homo sapiens mRNA for KIAA0806 protein, complete cds 

6.1e-145:758:94 

AB018349 

F-NT2RP2002974 

Mus musculus mRNA for Six5, partial cds. 

8.0e-84:588:82 

D83146 

F-NT2RP2002976 

H.sapiens gene for phospholipase C beta 3, exon 14 

0.93:210:61 

Z37557 



F-NT2RP2003042 

G.gallus mRNA for lecithin-cholesterol acy (transferase 

9.1e-26:462:65 

X91011 
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F-NT2RP2003138 

Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 460J8, WORKING DRAFT SEQUENCE. 

3.9e-142:702:96 

AL031662 

5 

F-NT2RP2003179 

Homo sapiens mRNA for KIAA0537 protein, complete cds. 

3.3e-42:587:70 

AB011109 

10 

F-NT2RP2003210 

Mus musculus fatty acid transport protein 4 mRNA, partial cds. 

2.6e-1 12:726:85 

AF072759 

15 

F-NT2RP2003302 

Human zinc finger protein ZNF136. 

5.5e-63:691:69 

U09367 

20 

F-NT2RP2003369 

Homo sapiens chromosome 7q22 sequence, complete sequence. 

2.0e-49:249:95 

AF053356 

25 

F-NT2RP2003383 

Homo sapiens chromosome 1 atrophin-1 related protein (DRPLA) mRNA, complete cds. 

1.5e-159:817:95 

AF016005 

30 

F-NT2RP2003390 

Homo sapiens SEC63 (SEC63) mRNA, complete cds. 

7.0e-1 15:554:98 

AF100141 

35 

F-NT2RP2003469 

Genomic sequence from Human 9q34 r complete sequence. 

5.6e-38:210:97 

AC001644 

40 

F-NT2RP2003545 

Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds. 

2.2e-48:579:71 

AF024636 

45 

F-NT2RP2003593 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 971N18, WORKING DRAFT SE- 
QUENCE. 
1.8e-90:326:99 
50 AL021396 

F-NT2RP2003599 

F-NT2RP2003655 
55 M.musculus tex261 mRNA. 

5.3e-77:513:85 
X81058 
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F-NT2RP2003664 

Homo sapiens mRNA for leptin receptor gene-related protein 

1.7e-1 32:630:98 

Y12670 



F-NT2RP2003931 

^Tu!T,ZT r0mOSOme 19> 0veria PP ln 9 cosmids R27918 and R33775, complete sequence. 



1.3e-1 14:41 1:97 
AC004447 

F-NT2RP2003940 
Human ZNF43 mRNA. 
1.4e-97:693:82 
X59244 



F-NT2RP2003950 

Sequence 1 from patent US 5648238. 

6.9e-13:143:79 

I55887 



F-NT2RP2004069 



F-NT2RP2004108 

Human zinc finger protein ZNF136. 

1.5e-67:548:78 

U09367 

F-NT2RP2004141 

8?3f S ' eUk0Cyte C ° mm0n ami9en reCSPt0r MR) 9enS ' trans - s P ,jced Native untranslated 
U87960 



F-NT2RP2004179 

Homo sapiens chromosome 11 from 11p1 5.5 region, complete sequence 

0.56:600:57 

AF015416 

F-NT2RP2004205 

Homo sapiens chromosome 16, cosmid clone RT81 (LANL), complete sequence. 

0.32:431 :55 

AC005356 

F-NT2RP2004447 

JS^OT anWWBOme 11q13 C, ° ne 18h3 ' W ° RK,NG DRAFT SEQUEN CE, 7 ordered pieces. 
AC000353 



F-NT2RP2004495 

Human transporter protein (g17) mRNA, complete cds 

3.6e-25:497:61 

U49082 

F-NT2RP2004524 

Genomic sequence from Human 9q34, complete sequence 

5.9e-60:203:98 

AC001644 



F-NT2RP2004556 
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HS_3022_A1_A11_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3022 

Col=21 Row=A, genomic survey sequence. 

1.3e-51:419:79 

AQ119143 

5 

F-NT2RP2004606 

cDNA encoding NIC(Natural Inhibitor of Collagenase). 

1.2e-11 3:61 7:92 

E00985 

10 

F-NT2RP2004648 

Felis catus lysosomal beta-galactosiclase (Bgal) mRNA, complete cds. 

1.5e-1 5:403:64 

AF006749 

15 

F-NT2RP2004670 

Rattus norvegicus vesic la- associate calmodulin-binding protein mRNA, complete cds. 

1.1e-73:493:85 

L22557 

20 

F-NT2RP2004794 

Mus musculus mRNA for B-IND1 protein. 

5.6e-12:109:86 

Z97207 

25 

F-NT2RP2004837 

Homo sapiens clone NH0001 P09, WORKING DRAFT SEQUENCE, 1 unordered pieces. 

2.8e-39:352:78 

AC006030 

30 

F-NT2RP2004847 

CIT-HSP-2357D24.TR CIT-HSP Homo sapiens genomic clone 2357D24, genomic survey sequence. 
2.5e-35:1 96:96 
AQ074738 
35 . . 

F-NT2RP2005027 

Human glucose transporter-like protein-Ill (GLUT3), complete cds. 

2.2e-1 45:71 3:96 

M20681 

40 

F-NT2RP2005069 

Rat vacuolar protein sorting homolog r-vps33b mRNA, complete cds. 

9.4e-51:200:90 

U35245 

45 

F-NT2RP2005163 

Mouse DNA fragment that hybridizes to HSV-1 Smal A fragment. : 

1 .4e-08:231 :67 

M11041 

50 

F-NT2RP2005181 

Mus musculus cationic amino acid trmsporter (CAT3) mRNA, complete cds. 

1.6e-96:575:85 

U70859 

55 

F-NT2RP2005247 

Mus musculus ret finger protein mRNA, complete cds. 
1.8e-1 3:31 0:66 
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L46855 

F-NT2RP2005378 

RPCI11-21D23.TP RPCI-11 Homo sapiens genomic clone RPCI-11-21D23, genomic survey sequence 

3.0e-1 2:131:80 

B85846 

F-NT2RP2005391 

S.muris mRNA for microneme antigen. 

2.5e-1 0:345:61 

Z26947 

F-NT2RP2005425 

Homo sapiens mRNA for KIAA0803 protein, partial cds'. 

1.0e-1 16:566:97 

AB018346 

F-NT2RP2005463 

F-NT2RP2005514 

F-NT2RP2005535 

Homo sapiens DNA-binding protein mRNA, complete cds. 

2.3e-125:726:90 

AF038951 

F-NT2RP2005541 

CIT-HSP-2386E2.TF.1 CIT-HSP Homo sapiens genomic clone 2386E2, genomic survey sequence 
6.2e-20:1 52:88 r 
AQ240341 

F-NT2RP2005597 

D.melanogaster mRNA for rotated abdomen protein. 

0.088:270:57 

X95956 

F-NT2RP2005632 

Gallus gallus chicken brain factor-2 (CBF-2) mRNA, complete cds 

2.0e-07:207:67 

U47276 

F-NT2RP2005666 

Homo sapiens chromosome 11 clone CIT-HSP-1337H24, WORKING DRAFT SEQUENCE, 9 unordered pieces 

1.0:328:57 

AC005849 

F-NT2RP2005774 

Human zinc finger protein ZNF136. 

4.0e-44:451 :74 

U09367 

F-NT2RP2005878 

Mus musculus putative steroid dehydrogenase (KIK-I) mRNA, complete cds 

5.1 e-1 6:382:63 

AF064635 

F-NT2RP2005883 

Human DNA sequence from clone 248E1 on chromosome 6q23.1-23.3 Contains DOPAM IN E-BETA-MONOOXY- 
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GENASE PRECURSOR, EF-1-ALPHA-2 pseudogene EST GSS and CA repeat, complete sequence. 

1.5e-30:191:95 

AL023578 

5 F-NT2RP2005887 

Homo sapiens clone NH0001P09, WORKING DRAFT SEQUENCE, 1 unordered pieces. 

1.8e-50:394:79 

AC006030 

10 F-NT2RP2005941 

Human DNA sequence from cosmid CFAT5, chromosome region 11p1 3 contains PAX6 exons 1-4, EST and CpG 
Islands. 

9.5e-93:468:96 
Z95332 

15 

F-NT2RP2005994 

Homo sapiens chromosome 4 clone B207D4 map 4q25, complete sequence. 

1.6e-1 39:692:96 

AC004050 

20 

F-NT2RP2006004 

CIT-HSP-2366J21 TF CIT-HSP Homo sapiens genomic clone 2366J21 , genomic survey sequence. 

6.6e-39:206:98 

AQ080257 

25 

F-NT2RP2006042 

Human mRNA for KIAA0144 gene, complete cds. 

1.7e-1 0:220:69 

D63478 

30 

F-NT2RP2006092 

Homo sapiens chromosome 5, BAC clone 319C17 (LBNL H159), complete sequence. 

3.6e-1 21:562:82 

AC005214 

35 

F-NT2RP2006099 

Human Chromosome 11 pac pDJ392a17, complete sequence. 

8.7e-76:383:92 

AC000385 

40 

F-NT2RP2006134 

Homo sapiens Chromosome 22q11.2 Cosmid Clone 91c In DGCR Region, complete sequence. 0.055:125:71 
AC000091 

45 F-NT2RP2006269 

D.melanogaster mRNA for rotated abdomen protein. 

5.4e-05:357:58 

X95956 

50 F-NT2RP2006512 

Sequence 1 from Patent EP 0285405. 

3.7e-1 02:659:85 

I05465 

55 F-NT2RP3000011 

RPCI11-43E12.TJ RPCI11 Homo sapiens genomic clone R-43E12, genomic survey sequence. 

1.8e-10:113:84 

AQ 195722 
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F-NT2RP3000022 

Human DNA sequence from clone 341E18 on chromosome 6p11.2-12.3. Contains a Serine/Threonine Protein 

STIct* (pr f^ 0 ptive iso, °9 of a Rat 9 ene > and a novel alternatively spliced gene. Contains a putative CpG 
island, ESTs and GSSs, complete sequence. K 
6.7e-1 16:284:99 
AL031178 

F-NT2RP3000059 

R.norvegicus mRNA for leucocyte common antigen -related protein (3941 dd) 

0.0031:511:59 

X83546 



F-NT2RP3000063 

Homo sapiens chromosome 19, fosmid 37502, complete sequence 

0.20:544:57 

AC004755 



F-NT2RP3000125 

r^lT f- A1 - D11 ~ MR CITA PP roved Human GenomicSperm Library D Homosapiens genomicclone Plate=3025 
Col=21 Row=G, genomic survey sequence. 
1.0e-21:1 61:88 
AQ1 01452 

F-NT2RP3000148 

Human Chromosome 16 BAC clone CIT987SK-A-635H12, complete sequence 
5.2e-40:257:77 H 
AC002310 

F-NT2RP3000169 

Homo sapiens MRS1 mRNA, complete cds. 

3.4e-1 06:501:99 

AF093239 



F-NT2RP3000171 ' 

Mus musculus mRNA for B-IND1 protein. 

1.8e-97:571:89 

297207 

F-NT2RP3000172 

Ranus norvegicus vesicla-associate calmodulin-binding protein mRNA, complete cds 

2.0e-1 23:702:86 

L22557 

F-NT2RP3000201 

Homo sapiens mRNA for KIAA0687 protein, partial cds. 

9.2e-1 70:792:98 

AB014587 



F-NT2RP3000232 

P^^^S^£ R i?' T APPr0VGd HUman Gen ° miC Sperm Ubrary D Ho ™ saplens 9 enomic c| one 
Kiate=3238 Col=8 Row=H, genomic survey sequence. 

9.2e-24:1 74:88 

AQ219879 

F-NT2RP3000304 

Homo sapiens LDL receptor- related protein 6 (LRP6) mRNA, complete cds 

3.3e-1 71 .797:98 

AF074264 
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F-NT2RP3000378 

Mus musculus (clone pVZmSin3A9) mSin3A9 mRNA, complete cds. 

5.8e-1 37:774:89 

L38621 

5 

F-NT2RP3000427 

Mouse cAMP-dependent protein kinase beta subunit gene, exon 1 . 

1.5e-1 8:390:65 

M21096 

10 

F-NT2RP3000436 

cDNA encoding a human novel protein disulfide isomerase like enzyme, EP52. 

4.5e-05:353:59 

E13330 

15 

F-NT2RP3000444 

Human DNAsequence *** SEQUENCING IN PROGRESS *** from clone 1 1 77I5, WORKING DRAFT SEQUENCE. 

9.7e-75:203:97 

AL022315 

20 

F-NT2RP3000460 

Canis familiaris sec61 homologue mRNA, complete cds. 

7.1e-131:643:88 

M96629 

25 

F-NT2RP3000481 

Homo sapiens RanBP7/importin 7 mRNA, complete cds. 

1.7e-1 62:770:98 

AF098799 

30 

F-NT2RP3000616 

Homo sapiens KIAA0405 mRNA, complete cds. 

4.7e-31:579:62 

AB007865 

35 

F-NT2RP3000645 

Human chromosome 12p13 sequence, complete sequence. 

5.9e-07:484:61 

U47924 

40 

F-NT2RP3000652 
Human 2NF43 mRNA. 
4.4e-1 31:853:84 
X59244 

45 

F-NT2RP3000676 

Homo sapiens mRNA for KIAA0446 protein, complete cds. 

2.7e-86:420:98 

AB007915 

50 

F-NT2RP3000677 

Human estrogen receptor-related protein (variant ER from breast cancer) mRNA, complete cds. 

2.9e-21:125:100 

M69296 

55 

F-NT2RP3000721 

HS_2221 _A2_C01 JvlF CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2221 
Col=2 Row^E, genomic survey sequence. 
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0.94:254:60 
AQ253443 



F-NT2RP3000789 

Mus musculus coding region determinant binding protein mRNA, complete cds 

5.4e-1 39:827:87 

AF061569 



F-NT2RP3000818 

Human DNAsequence *** SEQUENCING IN PROGRESS — from clone 94M1 6, WORKING DRAFT SEQUENCE 

3.0e-28:218:86 

Z97201 



F-NT2RP3000820 

Mus musculus WSB-1 mRNA, complete cds. 

1.1e-77:477:87 

AF033186 



F-NT2RP3000838 

Homo sapiens mRNA for KIAA0638 protein, partial cds. 

2.6e-77:682:79 

ABO 14538 



F-NT2RP3000871 

Homo sapiens retinoblastoma-interacting protein (RBBP8) mRNA, complete cds 

5.8e-07:350:60 

AF043431 



F-NT2RP3000907 

Drosophila melanogaster DNA sequence (P1 DS06882 (D310)), complete sequence 

1.7e-1 3:330:62 

AC005115 

F-NT2RP3000921 

cDN A GA3-43 encoding novel polypeptide which appear when differentiate from embryo-tumor cell P1 9 to nerve 
cell. 

6.8e-68:812:69 
E12950 

F-NT2RP3001012 

cDNA encoding novel rat protein TIP120 which is formed of complex with TBP (TATA bindinq protein) 
2.4e-1 29:692:92 ■ 
E12829 



F-NT2RP3001044 

Homo sapiens clone NH0001 P09, WORKING DRAFT SEQUENCE, 1 unordered pieces 

3.7e-60:393:79 

AC006030 



F-NT2RP3001061 

Rrubripes GSS sequence, clone 154E17aC12, genomic survey sequence 

1.8e-07:239:62 

AL018519 



F-NT2RP3001159 

Homo sapiens chromosome 11, BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 gene, complete se- 
quence. 
4.4e-24:1 56:72 
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AC004770 
F-NT2RP3001170 

Homo sapiens mRNA for KIAA0784 protein, partial cds. 
5 2.3e-1 81:859:98 

AB018327 

F-NT2RP3001195 

Genomic sequence from Human 9q34, complete sequence. 
10 3.8e-53:253:92 
AC001644 

F-NT2RP3001240 

Canis familiaris sec61 homologue mRNA, complete cds. 
15 1.4e-1 33:740:87 

M96629 

P-NT2RP3001271 

Homo sapiens chromosome 19, cosmid F20237, complete sequence. 
20 0.082:370:60 
AC005775 

F-NT2RP3001322 

Homo sapiens mRNA for KIAA0566 protein, partial cds. 
25 1.9e-38:728:63 
AB011138 

F-NT2RP3001388 
> Rattus norvegicus synaptotagmin XI mRNA, complete cds. 
30 1.2e-103:701:83 
AF000423 

F-NT2RP3001542 

Human Chromosome 11 Cosmid cSRL34e5, complete sequence. 
35 8.6e-1 7:293:65 

U73643 

F-NT2RP3001560 

Mouse mRNA for thymic epithelial cell surface antigen, complete cds. 
40 7.8e-1 35:742:91 

D67067 

F-NT2RP3001592 

Human Cdk-inhibitor p57KIP2 (KIP2) mRNA, complete cds. 
45 7.2e-12:188:71 
U22398 

F-NT2RP3001650 

Homo sapiens PAC clone DJ0722F20 from 7q31 .1-q31 .3, complete sequence. 
50 1.9e-26:374:72 
AC0052B1 

F-NT2RP3001685 

Homo sapiens 12q13.1 Cosmid C174F5 (Lawrence Livermore LL12NC01 or LL12NC02 human cosmid libraries) 
55 complete sequence. 

4.6e-73:284:98 
AC004550 
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F-NT2RP3001738 

Homo sapiens chromosome 11, BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 gene, complete se- 
quence. 
1.8e-21:1 86:67 
5 AC004770 

F-NT2RP3001754 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 50024, WORKING DRAFT SEQUENCE. 
5.0e-21:131:96 
io AL034380 

F-NT2RP3001858 
. Homo sapiens mRNA for KIAA0584 protein, partial cds. 
5.9e-39:770:63 
15 AB011156 

F-NT2RP3001976 

M.domesticus (C57B1/6J) mRNA for zinc finger protein 30. 
2.0e-37:536:70 
20 Z30174 

F-NT2RP3002015 

Homo sapiens huntingtin gene, partial exon. 
0.024:175:65 
25 L49359 

F-NT2RP3002160 

Homo sapiens chromosome 9q34, clone 70C11 , complete sequence. 
1.6e-95:249:91 
30 AC002319 

F-NT2RP3002281 

Homo sapiens mRNA for KIAA0765 protein, partial cds. 
1.6e-1 49:71 3:98 
35 AB018308 

F-NT2RP3002286 

Mus musculus EGF repeat transmembrane protein mRNA, complete cds. 
2.0e-1 36:756:92 
40 U57368 

F-NT2RP3002311 

Mouse beta-galactosidase (BGAL) gene, complete cds. 
1.0e-29:624:63 
45 M57734 

F-NT2RP3002324 

Human DNA sequence from cosmid RJ14 from a contig from the tip of the short arm of chromosome 1 6, spanning 
2Mb of 16p13.3. Contains ESTs arid CpG island. 
50 5. 7e-1 22:655:93 

Z69890 

F-NT2RP3002342 

Human transporter protein (g1 7) mRNA, complete cds. 
55 9.8e-36:565:65 ' 

U49082 

F-NT2RP3002353 
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Streptomyces phaeochromogenes plasmid pJV1, complete sequence. 

0.15:466:60 

U23762 

5 F-NT2RP3002409 

Homo sapiens mRNA for KIAA0719 protein, complete cds. 

2.0e-1 89:897:98 

AB018262 

10 F-NT2RP3002411 

Mus musculus putative steroid dehydrogenase (KIK-I) mRNA, complete cds. 

7.8e-1 22:796:84 

AF064635 



15 F-NT2RP3002448 

R.norvegicus mRNA for leucocyte common antigen-related protein (3941 bp). 

4.0e-1 1:403:64 

X83546 



20 F-NT2RP3002571 

Bos taurus mRNA for lyhcein. 

8.7e-1 14:652:90 

Y17923 



25 F-NT2RP3002664 

Hsapiens CpG island DNA genomic Mse1 fragment, clone 34a2, reverse read Cpg34a2.rt1a. 

6.1e-14:211:72 

Z60772 



30 F-NT2RP3002721 

Homo sapiens citrate synthase mRNA, complete cds. 

7.5e-1 79:873:96 

AF047042 

35 F-NT2RP3002737 

Homo sapiens mRNA for HNSPC, complete cds. 

1.4e-42:409:75 

D82346 



40 F-NT2RP3002738 

Rattus norvegicus mRNA for Crk-associated substrate, p1 30, complete cds. 

8.9e-1 22:81 2:83 

D29766 

45 F-NT2RP3002790 

Human Cdk-inhibitor p57KIP2 (KIP2) mRNA, complete cds. 

2.2e-1 5:626:62 

U22398 

50 F-NT2RP3002836 

Homo sapiens mRNA for KIAA0463 protein, partial cds. 

6.8e-1 52:71 7:99 

AB007932 



55 F-NT2RP3002887 

R.norvegicus mRNA for leucocyte common antigen-related protein (3941 bp). 

2.0e-05:491 :59 

X83546 
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F-NT2RP3002900 

Cricetulus griseus COP-coated vesicle membrane protein CHOp24 mRNA, partial cds 

7.3e-13:327:66 

U26264 

F-NT2RP3002958 

Mus musculus IgK chain (6S) intron with insertion/deletion mutations 

5.6e-22:403:66 

L12153 



F-NT2RP3002983 
Homo sapi 
1.2e-118:3 
AP000047 



Homo sapiens genomic DNA, chromosome 21 q1 1 .1 , segment 18/28, WORKING DRAFT SEQUENCE 
1.2e-1 18:339:99 



F-NT2RP3003000 

Homo sapiens T-type calcium channel alpha-1 subunit mRNA,' complete cds 

7.9e-88:555:88 

AF051946 



F-NT2RP3003076 

Streptomyces coelicolor cosmid 2A11 . 

0.15:505:59 

AL031184 



F-NT2RP3003354 

Homo sapiens secretory carrier membrane protein (SCAMP2) mRNA, complete cds 

1 .2e-34:625:64 

AF005038 



F-NT2RP3003448 

CIT-HSP-721 P7.TV CIT-HSP Homo sapiens genomic clone 721 P7, genomic survey sequence 

1.2e-16:126:89 

B50017 



F-NT2RP3003469 

Homo sapiens chromosome 19, cosmid F23990, complete sequence 

2.0e-18:126:94 

AC005262 



F-NT2RP3003473 

Homo sapiens chromosome 17, clone hRPK.1003_J_3, complete sequence 

7. 1e-68:474:71 

AC005181 

F-NT2RP3003527 

Homo sapiens mRNA for protein kinase Dyrkl B. 

1.4e-1 60:769:98 

Y17999 

F-NT2RP3003532 

Mus musculus cell surface molecule OX-2 mRNA, complete cds. 

1.3e-96:712:80 

AF004023 

F-NT2RP3003535 

Drosophila melanogaster (P1 DS02368 (D205)) DNA sequence, complete sequence 0 027-155-65 
AC004313 
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F-NT2RP3003559 

H. sapiens CpG island DNA genomic Mse1 fragment, clone 171 h5, reverse read cpg171 h5.rt1a. 
3.9e-50:261:97 

Z59762 

5 

F-NT2RP3003614 

Mus musculus semaphorin Via mRNA, complete cds. 

I. 7e-131:811:86 
AF030430 

10 

F-NT2RP3003729 

Homo sapiens chromosome 1 0 clone LA1 0NC01 _1 5_E_1 1 map 1 0q26.3, WORKING DRAFT SEQUENCE, 3 un- 
ordered pieces. 
1.4e-97:259:91 
15 AC006171 

F-NT2RP3003849 

F-NT2RP3003874 
20 M. musculus mRNA for myosin I heavy chain. 

2.9e-1 51:863:89 
X69987 

F-NT2RP3003939 

25 T24C19TF TAMU Arabidopsis thaliana genomic clone T24C1 9, genomic survey sequence. 

1.4e-1 9:293:68 
B29025 

F-NT2RP3003963 

30 CIT-HSP-2050C1 9.TF CIT-HSP Homo sapiens genomic clone 2050C1 9, genomic survey sequence. 

1.38-16:111:95 
B80539 

F-NT2RP3004000 
35 Homo sapiens klotho gene, exon 1 . 

0.042:430:60 
AB009666 

F-NT2RP3004025 

40 Human DNA sequence from Fosmid 49D8 on chromosome 22, complete sequence. 

0.062:197:65 
282186 

F-NT2RP3004067 
45 Human mRNA for KIAA0375 gene, complete cds. 

1.7e-33:556:66 
AB002373 

F-NT2RP3004075 

50 jd1 87 Trypanosome Shotgun M13 genomic Trypanosoma brucei brucei genomic clone 5H9, genomic survey se- 

quence. 
1.5e-12:438:61 
B13419 

55 F-NT2RP3004083 

F-NT2RP3004090 

Dog alpha-L-iduronidase (IDUA) gene, exons 7-12. 
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1.4e-06:469:60 
L01060 



F-NT2RP30041 19 

Human mRNA for KIAA0215 gene, complete cds. 

1.3e-72:640:75 

D86969 



F-NT2RP3004130 



F-NT2RP3004133 

Pseudomonas aeruginosa phage phi CTX DNA, complete genome 

0.0018:421:60 

Y13918 



F-NT2RP3004202 



F-NT2RP3004294 

Xenopus laevis ER1 mRNA, complete cds. 

5.0e-77:335:78 

AF015454 

F-NT2RP3004309 

que m nce SaPienS Chr ° m0S ° me 11 ' BAC C,T " HSp - 311 e8 (BC269730) containing the hFEN1 gene, complete 

9.6e-25:231 :65 
AC004770 

F-NT2RP3004321 

Homo sapiens chromosome 11 from 11p15.5 region, complete sequence 

3.7e-80:279:95 

AF015416 



F-NT2RP3004345 

Human Cdk-inhibitor p57KIP2 (KIP2) mRNA, complete cds 

7.2e-12:1 88:71 

U22398 



F-NT2RP3004355 

pt! 2 lto^°^ R C J T Appr0V9d Human Gen ° miC Sperm Library D Homo sa P jens 9 en °™ clone 
Kiate=3212 Col=15 Row=E, genomic survey sequence. 

0.061:266:65 
AQ 176625 

F-NT2RP3004374 

^ S ( " 1 H° o 5 ^ B2 ' E09 ' MR abi CIT HUman Genomic s P erm Librar Y C Homo sapiens genomic clone Plate=CT 775 
uol=1 8 Row=J, genomic survey sequence. 
1.3e-06:1 81:67 
B41504 

F-NT2RP3004406 

CIT-HSP-2340N18.TF CIT-HSP Homo sapiens genomic clone 2340N18, genomic survey sequence 

9.9e-74:359:99 

AQ058326 



F-NT2RP3004481 

Mus musculus bassoon gene, exon 6 to 11 . 
0.0060:528:59 
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Y17038 

F-NT2RP3004552 

Mouse mRNA for seizure -related gene product 6 type 2 precursor, complete cds. 
5 7.6e-40:731:64 
D64009 

F-NT2RP3004557 

Human Ki nuclear autoantigen mRNA, complete cds. 
10 8.1e-120:626:94 
U11292 

F-NT2RP3004625 

Homo sapiens 1-1 receptor candidate protein mRNA, complete cds. 
15 9.8e-151:710:98 
AF082516 

F-NT2RP3004640 

Bos taurus tuftelin mRNA, complete cds. 
20 8.2e-1 04:565:87 

AF1 05228 

F-NT2RP3004647 

Homo sapiens mRNA for KIAA0446 protein, complete cds. 
25 2, 1e-1 09:524:98 

AB007915 

F-NT2RP4000108 

Human gene for neurofilament subunit NF-L. 
30 7.0e-1 58:862:93 

X05608 

F-NT2RP4000634 

Sequence 11 from patent US 5753446. 
35 2.9e-1 55:828:92 

AR008281 

F-NT2RP4000962 

Mus musculus clone OST66, genomic survey sequence. 
40 6.0e-48:352:81 
AF046696 

F-NT2RP4001001 

Homo sapiens chromosome 5, Bac clone 58g14 (LBNL H76), complete sequence. 
45 4.8e-47:360:84 
-AC005915 

F-NT2RP4001009 

Homo sapiens CAAX prenyl protease (STE24) mRNA, complete cds. 
50 5.9e-1 75:828:98 

AF064867 

F-NT2RP4001467 

Human placental cDNA coding for 5'nucleotidase (EC 3.1 .3.5). 
55 3.3e-1 59:742:98 

X55740 

F-NT2RP4001877 
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1.7e-27:401:69 
AC005637 



F-NT2RP4001879 
F-NT2RP4002187 

Mus musculus putative steroid dehydrogenase (KIK-I) mRNA, complete cds 

4.2e-1 15:777:83 

AF064635 



F-NT2RP4002451 

Human DNA sequence *** SEQUENCING IN PROGRESS 

6.1e-86:452:96 

Z98200 

F-NT2RP4002715 

Homo sapiens clone NH0523H20, complete sequence. 

3.6e-59:410:77 

AC005041 



from clone 1 1 1 B22, WORKING DRAFT SEQUENCE. 



F-NT2RP4002750 

Mus musculus cationic amino acid transporter (CAT3) mRNA, complete cds 

3.4e-1 05:586:87 

U70859 

F-OVARC 1000003 

B.taurus mRNA for sodium dependent phosphate transporter 

9.0e-1 25:823:83 

X81699 



F-OVARC1 000090 

?o C nl"f 5 , E14TP RPCM1 H ° m ° Sapiens genomic c,one Rp CI-11-25E14, genomic survey sequence. 
1 .9e-06:151 :74 ' 

B86784 

F-OVARC 10001 05 
S.cerevisiae UBC6 gene. 
4.6e-25:525:64 
X73234 



F-OVARC 1000137 

Human SNARE protein Ykt6 (YKT6) mRNA, complete cds. 

1.2e-33: 184:98 

U95735 



F-OVARC 1000208 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-761 H5, complete sequence 

1.7e-79:362:91 

AC002544 

F-OVARC 1000255 

Porcine protein-tyrosine kinase (syk) mRNA, complete cds 

4.9e-116:424:88 

M 73237 



F-OVARC1 000275 

Sm 3 ^ 6 " 8 Chr0m0S ° me 21 q22 ' 3 ' PAC c,ones 314N7 ' 225L15 > BAC clone 7B7, complete sequence bases 1 . 
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0.32:314:61 
AJ011930 

F-OVARC1 000298 

5 Homo sapiens clone RG031N19, WORKING DRAFT SEQUENCE, 1 unordered pieces. 

2.5e-1 21:306:98 
AC005632 

F-OVARC1 000307 
10 Bovine herpesvirus type 1 genes for UL[27,28,29,30,31 J. 

0.017:162:67 
X94677 

F-OVARC1000313 
is Homo sapiens mRNA for KIAA0573 protein, partial cds. 

1.7e-1 19:585:97 
AB011145 

F-OVARC 1000331 
20 Sequence 2 from patent US 5756332. 

1.9e-48:290:91 
AR009648 

F-OVARC 1000410 
25 Homo sapiens mRNA for angiopoietin-like factor. 

4.6e-26:538:62 
Y16132 

F-OVARC 1000439 

30 

F-OVARC 1000467 

HS_3008_A2_D12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 
Plate=3008 Col=24 Row=G, genomic survey sequence. 
2.0e-11:132:82 
35 AQ1 16995 

F-OVARC1 000529 

HS_3092_B2_C11_MF CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3092 
Col=22 Row=R genomic survey sequence. 
40 8.2e-12:115:84 
AQ1 27947 

F-OVARC1 000553 

Homo sapiens chromosome 19, cosmid R26894, complete sequence. 
45 6.5e-92:221:96 
AC005594 

F-OVARC1 000775 

Human chromosome 3p21 .1 gene sequence. 
50 6.9e-69:380:95 
L13435 

F-OVARC1 000811 

Homo sapiens chromosome 16, cosmid clone 432A1 (LANL), complete sequence. 
55 6.7e-77:500:86 
AC004235 

F-OVARC 1000853 
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HS_3234_A1 _F05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomicclone Plate=3234 

Col=9 Row=K, genomic survey sequence. 

4.6e-05:111:71 

AQ191345 

F-QVARC1 000873 

Human DNA sequence from clone 1049G16 on chromosome 20q12-13.2 Contains gene similar to GLU- 
COSAMINE-6-SULFATASE, a nuclear receptor coactivator gene, ESTs. STSs, GSSs, complete sequence 
8.2e-42:234:96 
AL034418 



F-OVARC 100091 6 

Sequence 3 from patent US 5674748. 

2.0e-55:422:84 

168139 



F-OVARC1 000956 

Human DNA sequence from cosmid L241 B9, Huntington's Disease Region, chromosome 4p1 6.3 contains poly- 
morphic VNTR pYNZ32. 
1.2e-1 07:540:97 
269708 



F-OVARC 1000995 

H. sapiens genomic DNA (chromosome 3; clone NL1106D). 

4.3e-28:1 66:95 

X87478 

F-OVARC1001030 

Human mRNA for KIAA0339 gene, complete cds. 

2. 1e-1 0:334:64 

AB002337 



F-OVARC1001049 

*** SEQUENCING IN PROGRESS ™ Homo sapiens chromosome 4, BAC clone C0190L06- HTGS phase 1 
WORKING DRAFT SEQUENCE, 21 unordered pieces. ' 
5.4e-1 2:420:62 
AC004670 



F-OVARC1001086 

Homo sapiens cyclin T2a mRNA, complete cds. 

1.9e-1 64:761:99 

AF048731 



F-OVARC 100 11 32 

Homo sapiens genomic DNA, chromosome 21q11 .1 , segment 9/28, WORKING DRAFT SEQUENCE 

1 .5e-89:328:75 

AP000038 



F-OVARC 100 11 63 

Caenorhabditis elegans cosmid F40E10, complete sequence. 

3.8e-26:337:71 

269792 



F-OVARC 100 1222 

CIT-HSP-2010I15.TR CIT-HSP Horno sapiens genomic clone 2010115, genomic survey sequence 

1.2e-08: 171:70 

B57734 
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F-OVARC1001260 
F-OVARC1001336 

B.taurus mRNA for sodium dependent phosphate transporter. 

5.4e-83:622:80 

X81699 

F-OVARC1001338 

HS_21 81 _B2_E 1 1 _MF CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=21 81 

Col-22 Row=J, genomic survey sequence. 

2.3e-17:144:86 

AQ022764 

F-OVARC1001569 

Mus musculus bone morphogenetic factor 11 (Bmp11) gene, exon 1. 
2.9e-06:241 :63 
AF1 00904 

F-OVARC1001570 

Homo sapiens *** SEQUENCING IN PROGRESS WORKING DRAFT SEQUENCE. 

1.6e-1 0:235:64 

AJ011929 

F-OVARC1001596 

Homo sapiens chromosome 17, clone hRPK.372_K_20, complete sequence. 

2.2e-45:498:73 

AC005951 

F-OVARC1001607 

Human beta-1 ,2-N-acetylglucosaminyltransferase II (MGAT2) gene, complete cds. 

1.7e-38:323:80 

U15128 

F-OVARC 100 1725 

Homo sapiens patched related protein TRC8 (TRC8) gene, exon 1 and partial cds. 

3.5e-1 72:821:98 

AF064800 

F-OVARC1001727 

Human DNA sequence from clone 48A11 on chromosome 20p12 Contains EST, STS, GSS, complete sequence. 

2.2e-1 32:633:98 

AL031132 

F-OVARC1001807 

Human TR3 orphan receptor mRNA, complete cds. 

7. le-90:566:87 

L13740 

F-OVARC 1001833 

Rattus norvegicus cis-Golgi matrix protein GM130 mRNA, complete cds. 

5.2e-46:364:79 

U35022 

F-OVARC1001952 

Homo sapiens FGFR-4 gene. 

1.7e-1 4:392:62 

Y13901 
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F-OVARC1001991 

Human Chromosome 11 Cosmid cSRL34e5, complete sequence 

2.3e-06:298:64 

U73643 

5 

, F-OVARC 1002058 
, complete sequence. 
1.3e-1 08:61 7:92 
AC005500 

10 

F-OVARC1002178 

Herpes simplex virus type 2 (strain HG52), complete genome. 

0.43:234:63 

Z86099 

15 

F-PLACE1 000033 

Mus musculus otogelin mRNA, complete cds. 

5.9e-18:579:59 

U96411 

20 

F-PLACE1 000231 

Rattus norvegicus WAP four-disulfide core domain protein (ps20) mRNA, complete cds 

1.1e-18:273:68 

AF037272 

25 

F-PLACE1 000258 

Human KRAB zinc finger protein (ZNP1 77) mRNA, complete cds 

1.2e-1 3:241:70 

U37263 

30 

F-PLACE1 000442 

Human zinc finger protein ZNF136. 

2.3e-87:774:76 

U09367 

35 

F-PLACE 1000560 

Homo sapiens chromosome 5, BAC clone 1 94j1 8 (LBNL H1 58), complete sequence 

4. 1e-1 07:31 8:96 

AC005368 

40 

F-PLACE1 000740 
Rat notch 2 mRNA. 
1.1e-37:399:74 
M93661 

45 

F-PLACE1 000907 

RPCI11-73M20.TJ RPCI11 Homo sapiens genomic clone R-73M20, genomic survey sequence 

3.5e-21:147:92 

AQ269030 

50 

F-PLACE1000912 
F-PLACE1000914 

Homo sapiens chromosome 17, clone HCIT145P4, WORKING DRAFT SEQUENCE 8 unordered 
55 1.8e-74:206:93 
AC002093 

F-PLACE 1000927 
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Cowpox virus strain GRI-90 DNA (49 kb fragment). 

6.8e-75:683:74 

Y15035 

5 F- PLACE 1000986 

RPCI11-75H23TK RPCI11 Homo sapiens genomic clone R-75H23, genomic survey sequence. 

1.0:316:57 

AQ268409 

10 F-PLACE1001016 

Human dihydropyridine-sensitive L-type calcium channel alpha- 1 subunit (CACNL1 A3) mRNA, complete cds. 

0.28:432:59 

L33798 

15 F-PLACE1001100 

RPCI11-32N5.TK RPCI-11 Homo sapiens genomic clone RPCI-11-32N5, genomic survey sequence. 

0.48:145:64 

AQ047336 

20 F-PLACE1001114 

Lysobacter enzymogenes beta-lactamase gene sequence. 

0.033:349:60 

M97392 

25 F-PLACE1001123 

F.rubripes GSS sequence, clone 084A20aC12, genomic survey sequence. 

9.7e-05:138:64 

AL015804 

30 F-PLACE1001183 

Homo sapiens BAC clone RG318C11 from 7p14-p15, complete sequence. 

0.15:576:59 

AC005091 

35 F-PLACE1 001229 

F.rubripes GSS sequence, clone 144D13aC10, genomic survey sequence. 

2.2e-21 :271 :70 

AL017986 

40 F-PLACE1 001231 

Rattus norvegicus sodium-dependent multi-vitamin transporter (SMVT) mRNA, complete cds. 

6.4e-1 02:677:84 

AF026554 

45 F-PLACE1001340 

Homo sapiens mRNA for KIAA071 9 protein, complete cds. 

1.3e-1 30:636:97 

AB018262 

so F-PLACE1001401 

CIT-HSP-2323H22.TR CIT-HSP Homo sapiens genomic clone 2323H22, genomic survey sequence. 

6.4e-13:1 65:76 

AQ028562 

55 F-PLACE1001407 

Human DNA sequence from clone 496H19 on chromosome 6q24 Contains ESTs, complete sequence. 

2.4e-28:228:85 

AL023582 
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F-PLACE1001464 

Human placental cDNA coding for 5 nucleotidase (EC 3.1 .3.5). 

5.0e-1 51:742:96 

X55740 

5 

F-PLACE1001500 

CIT-HSP-2368L1 6TR CIT-HSP Homo sapiens genomic clone 2368L1 6, genomic survey sequence. 

1.1e-25:150:97 

AQ078655 

10 

F-PLACE1001516 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-575C2, complete sequence. 

1.2e-1 39:676:98 

AC002425 

15 

F-PLACE1001536 

Human Chromosome X clone bWXD173, WORKING DRAFT SEQUENCE, 2 ordered pieces. 

1.7e-1 42:51 3:97 

AC004387 

20 

F-PLACE1001564 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 287G14, WORKING DRAFT SE- 
QUENCE. 
2.9e-1 04:373:89 
25 AL033377 

F-PLACE1001655 

Homo sapiens Shab-related delayed-rectifier K+ channel alpha subunit (KCNS3) mRNA, complete cds. 
1.3e-1 23:585:98 
30 AF043472 

F-PLACE1001788 

Homo sapiens mRNA for HYA22, complete cds. 
9.9e-21 :234:75 
35 D88153 

F-PLACE1001795 

Drosophila melanogaster; Chromosome 3L; Region 83F1-83F2; P1 clone DS07437, WORKING DRAFT SE- 
QUENCE, 3 unordered pieces. 
40 1.4e-05:218:64 
AC005985 

F-PLACE1001836 

Homo sapiens BAC clone GS155M11 from 7q21-q22, complete sequence. 
45 4.9e-79:577:82 
AC004022 

F-PLACE1001918 

Arabidopsis thaliana BAC T19D1 6 genomic sequence. 
50 3.7e-24:417:63 
U95973 

F-PLACE1001949 

S.cerevisiae chromosome XV reading frame ORF YOR291w. 
55 3.6e-1 6:255:70 

Z75199 

F-PLACE1 002080 
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Homo sapiens antigen NY-CO-9 (NY-CO-9) mRNA, partial cds. 

7.5e-1 29:622:98 

AF039691 

5 F-PLACE1 002095 

Homo sapiens chromosome 5, P1 clone 1130f1 (LBNL H40), complete sequence. 

2.3e-48:551:71 

AC004219 

10 F-PLACE1002153 

Homo sapiens TACC2 protein (TACC2) mRNA, partial cds. 

8.3e-1 61:764:98 

AF095791 

15 F-PLACE 1002329 

Sequence 12 from Patent WO 9000403. 

6.9e-O5:380:63 

I09634 

20 F-PLACE 1002355 

Homo sapiens protease-activated receptor 4 mRNA, complete cds. 

2.8e-1 7:190:77 

AF055917 

25 F-PLACE1 002374 

Human mRNA for pro-cathepsin L(major excreted protein MEP). 

6.2e-1 62:71 6:94 

X12451 

30 F-PLACE 1002518 

HS_3091_A1_F08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3091 
Col=1 5 Row=K, genomic survey sequence. 
3.2e-74:316:94 
AQ1 23005 

35 

F-PLACE 1002547 

Homo sapiens mRNA for KJAA071 9 protein, complete cds. 

2.6e-1 71:81 9:98 

AB018262 

40 

F-PLACE1 002726 

CIT-HSP-2369G10.TR CIT-HSP Homo sapiens genomic clone 2369G10, genomic survey sequence. 

4.8e-18:135:88 

AQ075115 

45 

F-PLACE1 002905 

Drosophila melanogaster DNA sequence (P1 DS00906 (D99)), complete sequence. 

3.7e-06:235:66 

AC004154 

50 

F-PLACE1 002911 

Bovine herpesvirus 1 complete genome. 

0.93:264:63 

AJ004801 

55 

F-PLACE1 002967 

Homo sapiens IgE receptor beta chain (HTm4) mRNA, complete cds. 
0.0041:302:60 
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L35848 

F-PLACE1 003135 

Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds. 
5 4.7e-49:450:75 
AF024636 

F-PLACE1003163 

Homo sapiens DBI-related protein mRNA, complete cds. 
10 4.7e-1 52:722:98 

AF069301 

F-PLACE1 003407 

Homo sapiens putative transmembrane protein (CLN5) mRNA, complete cds. 
15 6.3e-141:682:97 
AF068227 

F-PLACE1 003428 

Human DNA sequence from clone 55C23 on chromosome 6q22.3-23.3 contains vanin-like genes VNN1 and VNN2, 
20 ESTs, GSSs„ complete sequence. 

1.2e-116:286:100 
AL032821 

F-PLACE1 003438 

25 Pseudomonas alcaligenes outer membrane Xcp-secretion system gene cluster. 

0.13:468:60 
AF092918 

F-PLACE1 003460 

30 HS_3234_A1_F05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3234 

Col=9 Row=K, genomic survey sequence. 
5.8e-05:1 11:71 • 
AQ191345 

35 F-PLACE1 003529 

Homo sapiens clone DJ0981O07, complete sequence. 

5.8e-1 34:457:97 

AC006017 

40 F-PLACE1 003573 

Sequence 2 from patent US 5792648. 

0.93:186:62 

AR022348 

45 F-PLACE1 003598 

Mus musculus mismatch repair protein (MSH6) gene, exon 1 . 

3.3e-07:311:63 

AF031085 

50 F-PLACE1 003644 

Homo sapiens Chromosome 1 1 q23 PAC clone pDJ1 49k2 containing PL2F gene encoding kruppel-like zinc finger 

protein, complete sequence. 

1.8e-06:138:74 

AC001234 

55 

F-PLACE1 003737 

Homo sapiens Xp22-83 BAC GSHB-324M7 (Genome Systems Human BAC Library) complete sequence. 
1.4e-1 65:791:98 
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AC005859 
F-PLACE1 003772 

Human p300/CBP-associated factor (P/CAF) mRNA, complete cds. 
5 2.2e-07:448:61 
U57317 

F-PLACE1 003839 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-69G12, complete sequence. 
10 2.0e-1 06:525:97 

AC004131 

F-PLACE1 003845 

Caenorhabditis elegans cosmid D2096. 
15 9.8e-26:386:69 
U40800 

F-PLACE1 003852 

Homo sapiens mRNA for KIAA0758 protein, partial cds. 
20 7.4e-1 71:81 4:98 

AB018301 

F-PLACE1 004028 

25 F-PLACE1 004078 

Homo sapiens PAC clone DJ0722F20 from 7q31 .1 -q31 .3, complete sequence. 

2.0e-11 6:274:98 

AC005281 

30 F-PLACE1004166 

HS_3223_A1_H09_T7CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3223 
Col=1 7 Row=0, genomic survey sequence. 
0.77:304:58 
AQ 193346 

35 

F-PLACE1004168 
F-PLACE1004199 

CIT-HSP-2328F14.TR CIT-HSP Homo sapiens genomic clone 2328F14, genomic survey sequence. 
40 9.4e-1 6:1 86:76 

AQ042262 

F-PLACE 1004279 

Homo sapiens putative renal organic anion transporter 1 (hROATI) mRNA, complete cds. 
45 l.2e-1 8:456:62 

AF057039 

F-PLACE 1004282 

50 F-PLACE 1004305 

Homo sapiens mRNA for KIAA0740 protein, complete cds. 

2.7e-121:612:96 

ABO 18283 

55 F-PLACE1 004441 

Human G protein-coupled receptor (GPR1) gene, complete cds. 

2.4e- 104:537:95 

U13666 
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F-PLACE1 004450 

Pleuronectes americanus aminopeptidase N (ampN) mRNA, complete cds. 

3.1e-20:601:60 

AF012465 

5 

F-PLACE1 004482 

HS_3032_B1_C03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 
Plate=3032 Col=5 Row=F, genomic survey sequence. 
1.1e-86:423:98 
10 AQ129106 

F-PLACE1 004492 

Human DNA sequence from PAC 434P1 on chromosome 22. Contains inward rectifier potassium channel 4, (po- 
tassium channel, inwardly rectifying, subfamily J, member 4) (hippocampal inward rectifier) (HIR) (HRK1) (HIRK2) 
15 (KIR2.3), ESTs similar to lumen protein retaining receptor 2 (KDEL receptor 2), DEAD-box protein P72, ESTs, CpG 

islands. 
0.17:180:67 
Z97056 

20 F-PLACE1004519 

Human DNA sequence from clone 24o1 8 on chromosome 6p21 .31-22.2 Contains zinc finger protein pseudogene, 

VNO-type olfactory receptor pseudogene, nuclear envelope pore membrane protein, EST, STS, GSS, complete 

sequence. 

1.1e-75:432:84 
25 AL021808 

F-PLACE1 004520 

Human pregnancy-specific beta- 1 -glycoprotein mRNA PSG95, complete cds. 
4.1 e-1 09:606:92 
30 M34715 

F-PLACE1004630 

Homo sapiens mRNA for osteoblast specific cysteine-rich protein, complete cds. 
6.2e-1 38:749:92 
35 AB008375 

F-PLACE1 004637 

HS-1061-B1-E10-MF.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone Plate=CT 783 
Col=19 Row=J, genomic survey sequence. 
40 0.013:92:75 
B45487 

F-PLACE1 004648 

45 F-PLACE1004816 

Homo sapiens mRNA for Hakata antigen, complete cds. 

3.8e-98:590:90 

D88587 

50 F-PLACE1 004887 

Dog alpha-L-iduronidase (IDUA) gene, exons 7-12. 

1.2e-06:469:60 

L01060 

55 F- PLACE 1005003 

Human SNC19 mRNA sequence. 

4.8e-20:472:63 

U20428 
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F-PLACE1 005005 

Homo sapiens chromosome 21 q22.3, PAC clones 31 4N7, 225L1 5, BAC clone 7B7, complete sequence bases 1 
333303. 

7.8e-1 43:650:97 
5 AJ011930 

F-PLACE1 005031 

Bovine chlorine channel protein (p64) mRNA, complete cds. 
7.1e-62:463:83 
10 L16547 

F-PLACE1 005239 

Homo sapiens mRNA for HIRIP3 protein, clone pH4-31 . 
2.2e-1 4:11 5:85 
15 AJ223349 

F-PLACE1 005250 

Mus musculus maternal transcript Maid (Maid) mRNA, complete cds. 
3.3e-40:370:77 
20 U50734 

F-PLACE1 005383 

Homo sapiens UP50 mRNA, complete cds. 
2.7e-1 26:633:96 
25 AF093118 

F-PLACE1 005410 

Rattus rattus sec61 homologue mRNA, complete cds. 
1.96-115:771:85 
30 M96630 

F-PLACE1 005426 

Homo sapiens chromosome 19, CIT-HSP BAC 490g23 (BC338531), complete sequence. 
7.2e-113:391:96 
35 AC005392 

F-PLACE1005519 

Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds. 
1.0e-53:521:74 
40 AF024636 

F-PLACE1 005539 

c-erbB=proto-oncogene {exon 1 , promoter} [chickens, Genomic, 700 nt]. 
3.6e-05:434:62 
45 S66408 

F-PLACE1 005544 

Mus musculus junctional adhesion molecule (Jam) mRNA, complete cds. 
3.3e-56:575:74 
so U89915 

F-PLACE1 005569 

Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 1 59A1 , WORKING DRAFT SEQUENCE. 
1.1e-118:381:96 
55 AL034397 

F-PLACE1 005601 

Human PAC clone DJ515N1 from 22q11.2-q22, complete sequence. 
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3.9e-1 43:697:98 
AC002073 

F- PLACE 1005660 

F-PLACE1 005669 

Fruit fly (D.melanogaster) Glued mRNA, complete cds. 

3.4e-1 4:275:66 

J02932 

F-PLACE1 005682 

Mus musculus Ankhzn mRNA, complete cds. 

0.75:347:57 

AB011370 

F-PLACE1 005725 

Homo sapiens huntingtin (HD) gene, exon 1 . 

1.4e-06:425:62 

L27350 

F-PLACE1 005736 
F-PLACE1 005745 

HS_3039_B1 _F1 2_MF CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3039 
Col=23 Row=L, genomic survey sequence. 
1.0:283:59 
AQ1 55068 

F-PLACE1 005768 

Human DNA sequence from Fosmid 24E5 on chromosome 22q11 .2-qter contains paralbumin ESTs STS 

1.5e-1 41:71 9:96 

Z82185 

F-PLACE1005815 

Sequence 1 from patent US 5571 905. 

0.088:199:62 

I28535 

F-PLACE 1005878 

Bovine chlorine channel protein (p64) mRNA, complete cds. 

2.5e-54:394:84 

L16547 

F-PLACE1 005927 

HS_31 38_B2_B03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=31 38 
Col=6 Row=D, genomic survey sequence. 
8.0e-32:162:95 
AQ 183333 

F-PLACE1 006071 
1.6e-1 80:877:96 
AF028816 

F-PLACE1 006073 

Homolsapieris mRNA for glucuronyltransferase I, complete cds. 

1.7e-94:464:98 

AB009598 
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F-PLACE1 006079 

Homo sapiens distal-less homeobox protein (DLX3) gene, complete cds. 

5.2e-1 07:423:96 

AF028233 

F-PLACE1 006093 

jd187Trypanosome Shotgun M13 genomic Trypanosoma brucei brucei genomic clone 5H9, genomic survey se- 
quence. 
0.00018:316:60 
B13419 

F-PLACE 1006208 

Bovine herpesvirus type 1 early-intermediate transcription control protein (BICP4) gene, complete cds. 

1.4e-12:421:64 

L14320 

F-PLACE1006219 

Caenomabditis elegans cosmid D2096. 

6.4e-25:386:69 

U40800 

F-PLACE1 006277 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 59A1 , WORKING DRAFT SEQUENCE. 

7.2e-1 35:381:97 

AL034397 

F-PLACE1 006290 

Caenorhabditis elegans cosmid F09E5. 

1 .4e-08:354:61 

U37429 

F-PLACE1 006443 

Homo sapiens chromosome 17, clone HCIT145P4, WORKING DRAFT SEQUENCE, 8 unordered pieces. 

2.9e-80:1 68:95 

AC002093 

F-PLACE1006515 

Homo sapiens mRNA for KIAA0576 protein, partial cds. 

4.2e-1 40:655:99 

AB011148 

F-PLACE1006716 

Human DNA sequence from PAC 151B14on chromosome 22q 1 2- qter contains somatostatin receptor subtype 3 
(SSTR3), tRNA, ESTs, CpG island and STS. 
2.2e-51 :621 :70 
286000 

F-PLACE1 006786 

CITBI-E1-2502A9TR CITB1-E1 Homo sapiens genomic clone 2502A9, genomic survey sequence. 

0.43:237:64 

AQ264473 

F-PLACE1 006809 

HS_2255_B1_F05_MRC IT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2255 

Col=9 Row=L, genomic survey sequence. 

2.1e-14:95:97 

AQ131814 
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F- PLACE 1006959 

HS_3247_B1_E03_MRCITApprovedHuman Genomic Sperm Library DHomosapiens genomic clone Plate=3247 
Col=5 Row=J, genomic survey sequence. 
1.1e-09:1 99:70 
AQ220414 

F-PLACE1 007028 

Homo sapiens Chromsome 11p15.5 PAC done P DJ754h15 containing cdk-inhibitor p57/KIP2 (CDKN1C) gene 

complete sequence. 

2.0e-24:658:62 

AC005950 

F- PLACE 1007040 

Mus musculus neuronal intermediate filament protein (alpha-internexin) gene, complete cds 

8.8e-09:585:62 

L27220 

F-PLACE1 007077 
F-PLACE1007081 

RPC111-31D7.TJ RPCI-11 Homo sapiens genomic clone RPCI-11-31D7, genomic survey sequence 

2.3e-42:228:97 

AQ016433 

F-PLACE1 007096 

F-PLACE1 007296 

Human mRNA for a presumptive KDEL receptor. 

1.3e-71:542:83 

X55885 

F-PLACE1 007591 

Homo sapiens full length insert cDNA clone YP44A02. 

1.1e-18:141:90 

AF085890 

F-PLACE1 007626 

Homo sapiens unknown mRNA, complete cds. 

7.8e-1 04:51 6:97 

AF047439 

F-PLACE 1007702 

Homo sapiens chromosome 17, clone 363G12, WORKING DRAFT SEQUENCE, 11 unordered pieces 

7.5e-50:439:77 

AC002348 

F-PLACE 1007845 

Caenorhabditis elegans cosmid F09E5. 

4.4e-08:355:62 

U37429 

F-PLACE1 007881 

CITBI-E1-2517N6.TF CITBI-E1 Homo sapiens genomic clone 251 7N6, genomic survey sequence 

1.4e-1 4:1 04:95 

AQ279407 

F-PLACE1 007971 

HS_3237_B2_F09_MRCIT Approved Human Genomic Sperm Library DHomosapiens genomic clone. Plate=3237 
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Col=18 Row=L, genomic survey sequence. 

1.2e-12:169:76 

AQ206052 

F-PLACE1 008282 

Homo sapiens clone DJ0042M02, WORKING DRAFT SEQUENCE, 20 unordered pieces. 

4.5e-1 01:1 92:1 00 

AC005995 

F-PLACE1 008297 

Mycoplasma genitalium random genomic clone hg1 , partial cds. 

0.099:193:60 

U02109 

F-PLACE1 008359 

Homo sapiens DNA for (CGG)n trinucleotide repeat region, isolate CL1 6-1 (Chr.16). 

0.53:185:65 

AJ001218 

F-PLACE1 008469 

Homo sapiens chromosome 17, clone HCIT145P4, WORKING DRAFT SEQUENCE, 8 unordered pieces. 

1.2e-93:213:98 

AC002093 

F-PLACE1 008549 

Homo sapiens E74-like factor 5 (ELF5) mRNA, complete cds. 

5.7e-1 44:693:98 

AF049703 

F-PLACE1 008657 

Bovine mRNA for adseverin, complete cds. 

5.6e-140:782:90 

D26549 

F-PLACE1008716 

Human beta-1 ,2- N- acetyl glucosam in yltransf erase II (MGAT2) gene, complete cds. 

1.1 e-1 33:648:97 

U15128 

F-PLACE1 008744 

Sequence 1 from patent US 5691147. 

8.4e-91:475:95 

176197 

F-PLACE1 008984 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 167A19, WORKING DRAFT SE- 
QUENCE. 
4.2e-1 03:493:99 
AL031427 

F-PLACE1 008985 

Mus musculus synaptotagmin VIII mRNA, partial cds. 

1.1e-23:289:72 - 

U20107 

F-PLACE1 009067 

H. sapiens CpG island DNA genomic Mse1 fragment, clone 52e12, forward read cpg52e12.ft1a. 

I. 2e-28:1 64:96 
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261442 

F-PLACE1009196 
F-PLACE1 009279 

H. sapiens mRNA for serine protease. 

6.0e-1 0:327:64 

Y07921 

F-PLACE 1009527 

Human DNA-binding protein ABP/ZF mRNA, complete cds 

2.0e-1 9:1 25:96 

U82613 

F-PLACE1 009546 

S.lividans mercury resistance operon. 

0.56:358:59 

X65467 

F-PLACE1 009600 

Mouse mRNA for tetracycline transporter-like protein, complete cds 

2.1e-128:718:91 

D88315 

F-PLACE1 009735 

Homo sapiens clone NH0523H20, complete sequence. 

2.9e-1 28:61 3:99 

AC005041 

F-PLACE 1009982 

F-PLACE1010011 
, complete sequence. 
2.1e-26:234:83 
AC005409 

F-PLACE1010078 

Saccharomyces cerevisiae chromosome XII cosmid 8300. 

0.066:273:58 

U 19028 

F-PLACE1010081 

Homo sapiens serine/threonine kinase RICK (RICK) mRNA, complete cds 

7.0e-1 50:733:97 

AF027706 

F-PLACE1010251 

Sequence 1 from patent US 5665588. 

0.0012:309:62 

I64695 

F-PLACE1010445 

-Herpes simplex virus type 2 (strain HG52), complete genome 
9.4e-07:511:58 
Z86099 

F-PLACE1010713 

Mus musculus putative steroid dehydrogenase (KIK-I) mRNA, complete cds. 
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2.1e-89:612:83 
AF064635 

F-PLACE1010784 
5 Sequence 1 from patent US 5686597. 

2.5e-1 03:505:98 
I73723 

F-PLACE1 010827 

10 Cricetulus griseus COP-coated vesicle membrane protein CHOp24 mRNA, partial cds. 

7.3e-1 3:327:66 
U26264 

F-PLACE1010968 
15 O.cuniculus mRNA for titin. 

0.44:165:64 
X64696 

F-PLACE1011045 
20 Homo sapiens E1-like protein mRNA, complete cds. 

1.8e-1 27:595:99 
AF094516 

F-PLACE1011116 

25 HS_2033_A2_E05_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2033 

Col=1 0 Row=l, genomic survey sequence. 
8.3e-29:1 92:92 
AQ229784 

30 F-PLACE1011181 

H. sapiens CpG island DNA genomic Mse1 fragment, clone 99f2, reverse read cpg99f2.rt1a. 
4.8e-35:200:95 

Z64239 

35 F-PLACE1011236 

Mus musculus mRNA for RST, complete cds. 

4.5e-54:717:66 

AB005451 

40 F-PLACE1011364 

Homo sapiens protein kinase/endoribonulcease (IRE1 ) mRNA, complete cds. 

0.13:502:57 

AF059198 

45 F-PLACE1011407 

M.domesticus (C57B1/6J) mRNA for zinc finger protein 30. 

7.2e-15:313:68 

Z30174 

so F-PLACE1011516 

Drosophita melanogaster; Chromosome 3L; Region 79F1 -80A2; BAC clone BACR48E05, WORKING DRAFT SE- 
QUENCE, 4 unordered pieces. 

I. 8e-16:317:66 
AC005720 

55 

F-PLACE1011708 

Homo sapiens intrinsic factor-B12 receptor precursor, mRNA, complete cds. 
1.8e-1 43:722:96 
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AF034611 
F-PLACE1011824 

Human Ste20-like kinase (MST2) mRNA, complete cds. 
5 5.0e-1 00:561:92 

U26424 

F-PLACE 101 1978 

Figure 2. Nucleotide and translated protein sequences of HPF1 -2 and -9 
10 9.6e-76:722:74 
M27877 

F-PLACE2000118 

Homo sapiens DNA sequence from PAC 393P12 on chromosome Xp11.21. Contains a hypothetical protein 
KIAA0413 (KIAA0412, KIAA0065, KIAA0569) LIKE Zinc Finger protein pseudogene, a hypothetical Proline-rich 
protein KIAA0269 LIKE gene and a 60S Ribosomal Protein L7 LIKE pseudogene. Contains ESTs, an STS and a 
GSS (BAC end sequence), complete sequence. 
5.2e-1 12:568:95 
AL022578 



15 



20 



25 



30 



F-PLACE2000219 

Homo sapiens Down Syndrome critical region, partial sequence 
0.0059:144:71 
AF015262 

F-PLACE3000181 

Sequence 102 from patent US 5643781 . 
4. 1e-1 27:745:90 
151041 

F-PLACE3000213 
F-PLACE4000354 

HS_3071_A2_B06_MF CIT Approved Human Genomic Sperm Library D Homo sapiens genomicclone Plate=3071 
3 $ Col=1 2 Row=C, genomic survey sequence. 

4.4e-1 2:335:64 
AQ1 37396 



40 



45 



50 



55 



F-PLACE4000455 

Homo sapiens transcriptional enhancer factor (TEF1) DNA, complete CDS 

9.5e-1 18:563:98 

M63896 

F-SKNMC1 000004 

Homo sapiens clone RG031N19, WORKING DRAFT SEQUENCE, 1 unordered pieces 

2.9e-1 41:292:98 

AC005632 

F-SKNMC1000014 

CIT-HSP-2359K11.TR CIT-HSP Homo sapiens genomic clone 2359K11 , genomic survey sequence 

0.89:136:67 

AQ075724 

F-SKNMC1 000082 

H.sapiens CpG island DNA genomic Msel fragment, clone 26g3, reverse read cpq26q3 rt1b 

5.6e-06:60:98 

265216 
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F-THYR01 000036 
F-THYR01 000061 

Homo sapiens chromosome 19, cosmid R28991 , complete sequence. 
5 2.4e-1 05:425:94 

AC004623 

F-THYR01 000099 

Rattus norvegicus leukocyte common antigen receptor (LAR) gene, trans-spliced alternative untranslated exon. 
10 0.35:609:57 
U87960 

F-THYRO1000196 

Homo sapiens Ksp-cadherin (CDH16) mRNA, complete cds. 
15 5.1e-125:475:98 
AF016272 

F-THYR01 000400 

Mycobacterium tuberculosis sequence from clone y423. 
20 1 .0:264:59 

AD000014 

F-THYR01 000580 

HSJ321 6_A1 JH09JT7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=321 6 
25 Col=1 7 Row=0, genomic survey sequence. 

2.8e-25:157:96 
AQ 184086 

F-THYR01 000584 
30 Boar mRNA for 135kDa protein, complete cds. 

2.0e-1 04:787:80 
D28521 

F-THYR01 000678 
35 M.musculus Cx30 gene. 

6.9e-41 :285:85 
Z70023 

F-THYR01 000776 

40 Drosophila melanogaster DNA sequence (P1 DS08948 (D168)), complete sequence. 

2.7e-1 0:389:59 
AC004288 

F-THYR01 000795 

45 Rattus norvegicus mRNA for mitochondrial dicarboxylate carrier. 

1.2e-1 07:736:83 
AJ223355 

F-THYR0 1000846 

so CITBI-E1 -2505H6.TR CITBI-E1 Homo sapiens genomic clone 2505H6, genomic survey sequence. 

0.00025:351:61 
AQ260270 

F-THYR01 000866 
55 Homo sapiens SKB1 Hs mRNA, complete cds. 

3.3e-91:529:89 
AF015913 
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F-THYR01 000956 

Human G protein-coupled receptor APJ gene, complete cds 

3.8e-1 48:724:97 

U03642 

F-THYR01 000964 

Drosophila melanogaster Pelle associated protein Pellino (Pli) mRNA, complete cds 

5.0e-37:714:64 

AF091624 

F-THYR01 000999 

CITBI-E1-2508B3TF CITBI-E1 Homo sapiens genomic clone 2508B3, genomic survey sequence 

1.2e-06:280:62 

AQ261426 

F-THYRO1001063 

H. sapiens (xs174) mRNA, 300bp. 

I. 6e-41:298:85 
Z36825 

F-THYRO1001071 

Human mRNA for KIAA0154 gene, partial cds. 

7.4e-1 6:1 97:73 

D63876 

F-THYRO1001102 

Homo sapiens PAC clone DJ130H16 from 22q12.1-qter, complete sequence 

3.5e-1 0:1 28:83 

AC004997 

F-THYRO1001113 

Homo sapiens mRNA for LGMD2B protein. 

8.8e-52:684:68 

AJ007670 

F-THYRO1001128 

Homo sapiens chromosome 9q34, clone 63G10, complete sequence 

1.2e-1 41:227:97 

AC002096 

F-THYRO1001205 

F-THYRO1001237 

Mus musculus interleukin-2 (II-2) gene, 5'end. 

0.77:78:74 

L07576 

F-THYRO1001242 

Mouse mRNA for thymic epithelial cell surface antigen, complete cds 

5.1e-127:721:90 

D67067 

F-THYRO1001266 

Human sodium iodide symporter mRNA, complete cds. 

2.7e-41:806:62 

U66088 

F-THYR01 00-1 327 
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Human DNA sequence from clone 453C12 on chromosome 20q12-13.12 Contains SDC4 (syndecan 4 (amphig- 
lycan, ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilin-4) STS, GSS, CpG 
island, complete sequence. 
3.1 e-11 7:374:96 
5 AL021578 

F-THYRO1001456 

F-THYRO1001457 
10 M.musculus (Balb/c) mRNA for serine/threonine protein kinase. 

1.8e-57:491:69 
Z34524 

F-THYRO1001471 
is Sequence 52 from Patent W0971 2992. 

0.00019:546:58 
A62364 

F-THYRO1001478 

20 

F-THYRO1001495 

Homo sapiens clone DJ1163L11, complete sequence. 

4.4e-20:222:76 

AC005230 

25 

F-THYRO1001523 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 407F17, WORKING DRAFT SE- 
QUENCE. 
8.8e-21:538:62 
30 ZB3845 

F-THYRO1001529 

M.musculus mRNA for serine palmitoyltransferase subunit B. 
5.8e-32:448:66 
35 X95642 

F-THYRO1001593 

Homo sapiens chromosome 19, cosmid R31237, complete sequence. 
5.8e-91:213:98 
40 AC005581 

F-THYRO1001608 

Homo sapiens T-cell receptor alpha delta locus from bases 1000498 to 1071650 (section 5 of 5) of the Complete 
Nucleotide Sequence. 
45 0.0028:335:65 
AE000662 

F-THYRO1001641 

Leishmania major chromosome 3 clone L6290 strain Friedlin, WORKING DRAFT SEQUENCE, 2 ordered pieces. 
50 0.92:378:61 
AC005928 

F-THYRO1001700 

HS_3220_A1_B08_MRC IT Approved Human Genomic Sperm Library D Homo sapiens genomicclone Plate=3220 
55 Col=15 Row=C, genomic survey sequence. 

1.0e-49:265:96 
AQ 184388 
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F-THYRO1001702 

Mus musculus mRNA for myeloid associated differentiation protein 

1.4e-70:502:82 

AJ001616 

F-THYRO1001725 

Rrubripes GSS sequence, clone 133B16aE1 , genomic survey sequence 

3.8e-06:249:65 

AL004967 

F-THYRO1001770 

S.cerevisiae chromosome II reading frame ORF YBR059c. 

1 .5e-07:320:62 

235928 

F-THYRO1001803 

Homo sapiens chromosome 10 clone CRI-JC2019 map 10q22.1-10q22.2, WORKING DRAFT SEQUENCE 1 

ordered pieces. 

1.2e-38:234:94 

AC006108 

F-Y79AA 1000030 

Homo sapiens chromosome 5, BAC clone 319C17 (LBNL H159), complete sequence 

9.9e-92:389:98 

AC005214 

F-Y79AA1000127 

Homo sapiens genomic DNA, chromosome 21q11 .1 , segment 5/28, WORKING DRAFT SEQUENCE 

9.2e-131:359:100 

AP000034 

F-Y79AA1 000207 

Homo sapiens chromosome 1 7, clone hRPK.271 J<_11 , complete sequence 

2.2e-1 51:302:98 

AC005562 

F-Y79AA1 000226 

Drosophila melanogaster, chromosome 2L, region 21C5-21D1, P1 clone DS07610, complete sequence 

1.1e-50:549:67 

AC004573 

F-Y79AA1 000270 

Bos taurus vacuolar H+ ATPase subunit Ac45 mRNA, complete cds 

6.4e-111:771:83 

U 10039 

F-Y79AA1 000426 

Mus musculus activin beta E subunit mRNA, complete cds. 

2.4e-87:703:76 

U96386 

F-Y79AA1 000521 

Homo sapiens LERK-6 (EPLG6) gene, exon 1. 

0.0092:148:68 

U92893 

F-Y79AA 1000750 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-761 H5, complete sequence. 
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9.0e-07:1 43:74 
AC002544 

F-Y79AA1 000776 

F-Y79AA1 000777 

Podospora anserina beta transducin-like protein (het-e1) gene, complete cds. 

6.6e-1 7:760:59 . 

L28125 

F-Y79AA1 000876 

Homo sapiens long form transcription factor C-MAF (c-maf) mRNA, complete cds. 

3.3e-1 0:323:66 

AF055377 

F-Y79AA1 000888 

Streptomyces coelicolor cosmid 8A6. 

3.1e-06:665:59 

AL031013 

F-Y79AA1 000959 

Homo sapiens Hsp70 binding protein HspBPI mRNA, complete cds. 

1 .6e-52:277:96 

AF093420 

F-Y79AA1 000967 

Rattus norvegicus vesicla-associate calmodulin-binding protein mRNA, complete cds. 

2.9e-1 31:752:86 

L22557 

F-Y79AA1001013 
F-Y79AA1001056 

Mus musculus maternal transcript Maid (Maid) mRNA, complete cds. 

1.2e-85:676:79 

U50734 

F-Y79AA1001062 

Human Chromosome 11 Cosmid cSRL34e5, complete sequence. 

8. 6e-1 7:293:65 

U73643 

F-Y79AA1001090 

Homo sapiens chromosome 17, clone hCIT.175_E_5, complete sequence. 

1.9e-05:223:63 

AC004596 

F-Y79AA1001212 

Homo sapiens SL1 5 protein mRNA, complete cds. 

4.7e-1 62:763:98 

AF038961 

F-Y79AA1001264 

Drosophila melanogaster DNA sequence (P1s DS00764 (D273) and DS00501 (D274)), complete sequence. 

1.2e-32:599:63 

AC005269 

F-Y79AA1001272 
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Homo sapiens ~ SEQUENCING IN PROGRESS ~ from cosmid 5L5, WORKING DRAFT SEQUENCE 

1.2e-11:356:67 

AJ009613 

F-Y79AA 1001 328 

Rattus norvegicus Delta 3 mRNA, complete cds. 

2.1e-51:443:76 

AF084576 

F-Y79AA1001426 

HS_31 46.A1 _A1 0_T7 CJT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3146 

Col=1 9 Row=A, genomic survey sequence. 

9.0e-23:106:91 

AQ141090 

F-Y79AA1 001427 

Bovine cytochrome b5 reductase mRNA, partial cds. 

1.4e-55:670:70 

M83104 

F-Y79AA1001430 

Homo sapiens mRNA for KIAA0469 protein, complete cds. 

8.6e-1 23:577:99 

AB007938 

F-Y79AA1001523 

Homo sapiens transcription intermediary factor 1 (TIF1) mRNA, complete cds 

3.3e-91:496:93 

AF009353 

F-Y79AA 1001 530 

Human DNA sequence from clone 1189B24 on chromosome Xq25-26.3. Contains NADH-Ubiquinone Oxidore- 
ductase MLRQ subunit (EC 1 .6.5.3, EC 1 .6.99.3, CI-MLRQ), Tubulin Beta and Proto-oncogene Tyrosine-protein 
Kinase FER (EC 2.7.1 .112, P94-FER, C-FER, TYK3) pseudogenes, and part of a novel gene similar to hypothetical 
proteins S. pombe C22F3.14C and C. elegans C16A3.8. Contains ESTs, an STS and GSSs, complete sequence. 
1 .8e-1 26:764:89 
AL030996 

F-Y79AA1001592 

HS_321 9_A2_E1 2_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomicclone Plate=321 9 
Col=24 Row=l, genomic survey sequence. 
5.2e-36:234:89 
AQ 180547 ' 

F-Y79AA1001727 

F-Y79AA 100 1787 

S. pombe chromosome III cosmid c1672. 

8.8e-1 1:409:58 

AL031324 

F-Y79AA1001793 

Fugu rubripes GSS sequence, clone 027L23aG3, genomic survey sequence 

0.12:131:70 

AL025355 

F-Y79AA1001795 

Human DNA sequence from clone 1033B10 on chromosome 6p21 .2-21 .31 . Contains the BINGS gene, exons 11 
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to 15 of the BING4 gene, the gene for GalT3 (beta3-Galactosy [transferase), the RPS18 (40S ribosomal protein 
S18) gene, the SACM2L (suppressor of actin mutation 2, yeast, homolog) gene, a pseudogene similar to TAT- 
SF1 , a Pseudogene similar to zinc finger genes, the RING1 gene, the gene for HKE6 (RING2), the gene for HKE4 
(RINGS), the RXRB (Retinoid X receptor beta) gene, the COL11 A2 (collagen, type XI, alpha 2) gene, the HLA- 
5 DPB2 pseudogene and part of the HLA-DPA3 pseudogene. Contains predicted CpG islands, ESTs, STSs, and 

GSSs, complete sequence. 
1.2e-1 40:672:98 
AL031228 

10 F-Y79AA1001799 

S.pombe chromosome I cosmid c8C9. 

0.00031:300:60 

Z99168 

15 F-Y79AA1001803 

Mus musculus secretogranin III (Sglll) mRNA, complete cds. 

4.6e-1 01:51 6:82 

U02982 

20 F-Y79AA1001863 

Homo sapiens DNA, anonymous heat-stable fragment RP5-6A. 

5.2e-85:410:99 

AB012170 

25 F-Y79AA1 002022 

CIT-HSP-2053H1 TF CIT-HSP Homo sapiens genomic clone 2053H1 , genomic survey sequence. 

4.3e-20:1 30:95 

B68526 

30 F-Y79AA1 002058 

Homo sapiens clone 24733 mRNA sequence. 

5.3e-1 53:740:98 

AF052149 

35 F-Y79AA1002121 

F-Y79AA1002129 

Bovine herpesvirus type 1 early-intermediate transcription control protein (BICP4) gene, complete cds. 
5.5e-12:565:61 
40 L14320 

F-Y79AA1002213 

Rattus norvegicus brain specific Na+dependent inorganic phosphate cotransporter mRNA, complete cds. 
4.0e-1 2:434:60 
45 U07609 

F-Y79AA1 002334 

F.rubripes GSS sequence, clone 174E24aB10, genomic survey sequence. 
3.0e-10:171:72 
50 AL01 9366 

F-Y79AA1 002373 

Rattus norvegicus Smad8 mRNA, complete cds. 
0.96:420:61 
55 AF0 12347 

F-Y79AA1 002376 

Rattus norvegicus cytoplasmic dynein intermediate chain 2B mRNA, complete cds. 
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1.1 e-1 32:805:88 
U39045 



F-Y79AA 1002378 

Mus musculus mRNA for zinc finger protein, complete cds, clone:CTfin51 

1 .9e-64:521 :78 

D10630 



F-Y79AA1 002381 

O.sativa mRNA for cdc2+/CDC28-related protein kinase. 

3.3e-21:431:60 

X58194 



Homology search result 7 



[0298] The result of the homology search in the GenBank(http://www.ncbi.nlm.nih.gov/web/GenBankO usinq the 
clone sequences of the 3'-ends. except EST and STS sequences. 

Indicated are from the top, 

the name of the clone sequence, 

definition of the top hit data, 

the P-value: the length of the sequence used for comparison (nucleotide) similarity (%), 
the Accession No. of the top hit data. 

[0299] Blank indicates that the 3'-end sequence corresponding to the 5'-end was not determined in the clone Data 
were not shown for the clones in which the P-value was higher than 1 . 

R-HEMBA1 000006 

R-HEMBA1 000121 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 796F18, WORKING DRAFT SE- 
QUENCE. 
2.2e-43:355:80 
AL031291 



R-HEMBA1 000128 

Homo sapiens chromosome X, PAC 671 D9, complete sequence 

0.99:389:60 

AF031078 

R-HEMBA1 000275 

Homo sapiens DNA sequence from PAC 958B3 on chromosome Xp22.11-Xp22.22. Contains ESTs STS and CdG 
island. K 
3.4e-10:212:66 
Z93023 



R-HEMBA1 000300 

{Alu RNA transcript, clone NE461} [human, embryonal carcinoma cells, NTera2D1 pluripotential cells, Other RNA, 
282 nt]. 

4.6e-42:246:89 
S42653 



R-nnnnnnnnnnnn 

Homo sapiens chromosome 17, clone hRPK.235J_10, complete sequence 

1.0e-71:1 92:95 

AC005922 



R-HEMBA1 000462 
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Homo sapiens clone 243 unknown mRNA, complete sequence. 

8.3e-90:313:94 

AF091094 

5 R-HEMBA1 000477 

Homo sapiens genomic DNA of 8p21.3-p22 anti-oncogene of hepatocellular colorectal and non-small cell lung 

cancer, segment 8/11. 

0.22:377:60 

AB020865 

w 

R-HEMBA1 000590 

Homo sapiens mRNA for matrilin-4, partial. 

8.0e-1 01:547:93 

AJ007581 

15 

R-HEMBA1 000634 

*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0539L10; HTGS phase 1, 
• WORKING DRAFT SEQUENCE, 15 unordered pieces. 
0.95:186:62 
20 AC004480 

. R-HEMBA1 000671 

RPCI11-65E1.TJ RPCI11 Homo sapiens genomic clone R-65E1, genomic survey sequence. 
2.1e-09:165:73 
25 AQ237194 

R-HEMBA1 000713 

Homo sapiens 10kD protein (BC10) mRNA, complete cds. 
1.2e-1 17:575:97 
30 AF053470 

R-HEMBA1 000732 

Homo sapiens mRNA for latent transforming growth factor-beta binding protein-4. 
1.4e-1 08:581:93 
35 Y13622 

R-nnnnnnnnnnnn 

R-HEMBA1 000875 

40 Homo sapiens chromosome 1 7, clone hRPK.1090_M_7, complete sequence. 

0^044:253:64 
AC005274 

R-HEMBA1 000940 

45 ***ALU WARNING: Human Alu-J subfamily consensus sequence. 

1.9e-33:222:82 
U14567 

R-HEMBA1 000962 

50 

R-HEMBA1001184 

Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING DRAFT SEQUENCE, 4 
unordered pieces. 
0.00044:466:58 
55 AC004688 

R-HEMBA1 001221 

Sequence 1 from patent US 5633147. 
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7.1e-11:232:65 
143819 

R-HEMBA1 001228 

Human germline oligomeric matrix protein (COMP) mRNA, complete cds. 

7.8e-89:358:96 

L32137 

R-HEMBA1001272 

nbxb0003bDO1 r CUGI Rice BAC Library Oryza sativa genomic clone nbxb0003GO0r, genomic survey sequence 

0.00014:201:64 

AQ050116 

R-HEMBA1 001296 

Homo sapiens PAC clone DJ1168D11 from 7p21-p22, complete sequence. 

0.13:440:58 

AC004614 

R-HEMBA1 001297 

Homo sapiens putative transcription factor CA150 mRNA, complete cds. 

5.0e-92:466:96 

AFO 17789 

R-HEMBA1 001390 

CIT-HSP-2314K10.TR CIT-HSP Homo sapiens genomic clone 2314K10, genomic survey sequence 

3.4e-43:1 96:85 

AQ027191 

R-HEMBA1 001563 

H. sapiens villin gene, exon 1. 
2.1e-43:342:81 

X71058 

R-HEMBA1 001621 

Human G protein-coupled receptor APJ gene, complete cds. 

I. 2e-41:288:87 
U03642 

R-HEMBA1 001878 

Homo sapiens U5 snRNP-specific 40 kDa protein mRNA, complete cds. 

2.0e-79:434:93 

AF090988 

R-HEMBA1 001886 

Human zinc finger protein (ZNF141) mRNA, complete cds. 

1.8e-59:530:80 

L15309 

R-HEMBA1 002048 

Homo sapiens chromosome 5, P1 clone 1307e8 (LBNL H60), complete sequence 

0.36:322:61 

AC005355 

R-HEMBA1 002131 

Human DNA sequence from clone 301 K23 on chromosome 1p35.1 -36.21 . Contains the 5' part of a novel gene 

similar to predicted yeast and worm genes. Contains ESTs and GSSs, complete sequence 

0.22:233:61 

AL031730 
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R-HEMBA1002163 

Homo sapiens chromosome X, clone 592, WORKING DRAFT SEQUENCE, 8 unordered pieces. 

1.1 e-1 6:275:69 

AC002489 

R-HEMBA1002167 

Rattus norvegicus neuroligin I mRNA, complete cds. 

8.7e-23:1 93:84 

U22952 

R-HEMBA1002178 
R.HEMBA1002195 

Homo sapiens DHPS gene, exons 8 to 9. 

1.4e-19:114:100 

AJ001704 

R-HEMBA1 002227 

Homo sapiens mRNA for 80K-L protein, complete cds. 

6. 1e-11 5:567:97 

D10522 

R-HEMBA1002316 

Homo sapiens mRNA for putative GTP-binding protein. 

1.5e-1 8:1 61:85 

Y14391 

R-HEMBA1 002420 

Caenorhabditis elegans cosmid C27A7, complete sequence. 

0.88:214:62 

Z81041 

R-HEMBA1 002421 

Human heparan sulfate proteoglycan (HSPG) core protein, 3' end. 

6.0e-90:443:97 

J04621 

R-HEMBA1 002524 

Human MHC Class I region proline rich protein mRNA, complete cds. 

3.2e-1 10:551:96 

U63336 

R-HEMBA1 002551 

Mouse Bac 276o8, WORKING DRAFT SEQUENCE, 25 unordered pieces. 

7.0e-06:397:61 

AC003022 

R-HEMBA1 002767 

Homo sapiens clone NH0486I22, WORKING DRAFT SEQUENCE, 5 unordered pieces. 

4.2e-1 10:568:96 

AC005038 

R-HEMBA1 002985 

Homo sapiens chromosome 17, clone hRPK.15_K_2, complete sequence. 

3.4e-23:184:86 

AC005901 

R-HEMBA1 003047 
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Homo sapiens intrinsic factor-B12 receptor precursor, mRNA, complete cds. 

5.0e-114:571:96 

AF034611 

5 R-HEMBA1 003072 

HS-1014-B1-F12-MR.abi CIT Human Genomic Spemi Library C Homo sapiens genomic clone Plate=CT 789 

Col=23 Row=L, genomic survey sequence. 

1.5e-62:340:94 

B32084 

10 

R-HEMBA1 003101 

Homo sapiens tyrosylprotein sulfotransferase-2 mRNA, complete cds. 

3.8e-11 6:575:97 

AF049891 

15 

R-HEMBA1003120 

HS_3220_A1_F04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3220 
Col=7 Row=K, genomic survey sequence. 
3.6e-61:354:92 
20 AQ 184345 

R-HEMBA1 003230 

Homo sapiens UP50 mRNA, complete cds. 
1.3e-42:258:93 
25 AF093118 

R-HEMBA1 003294 

HS_3220_A1 _D03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3220 
Col=5 Row=G, genomic survey sequence. 
30 0.0095:204:63 
AQ 190655 

R-HEMBA1 003315 

Sus scrofa DNA for LH beta, exons 1 , 2, 3, complete cds. 
35 6.6e-24:1 63:79 

D00579 

R-HEMBA1 003392 

Homo sapiens LDL receptor-related protein 6 (LRP6) mRNA, complete cds. 
40 2.6e-115:557:98 
AF074264 

R-HEMBA1 003399 

Homo sapiens clone DJ1125K23, WORKING DRAFT SEQUENCE, 21 unordered pieces. 
45 1.8e-63:166:100 
AC004971 

R-HEMBA1 003487 

50 R-HEMBA1 003497 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 2705, WORKING DRAFT SEQUENCE. 

1.4e-1 19:592:97 

AL033529 

55 R-HEMBA1 003530 

R-HEMBA1 003602 

Human Chromosome 16 BAC clone CIT987SK-A-17E1 , complete sequence. 
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9.4e-79:468:91 
AC002041 

R-HEMBA1 003732 
5 Homo sapiens clone DJ0935K1 6, complete sequence. 

2.0e-1 18:586:98 
AC006011 

R-HEMBA1 003945 
10 Human calcineurin B mRNA, complete cds. 

8.9e-82:410:97 
M30773 

R-HEMBA1 004007 

15 Homo sapiens clone DJ0665P05, WORKING DRAFT SEQUENCE, 5 unordered pieces, 

6.7e-56:404:75 
AC004851 

R-HEMBA1 004085 
20 G.gallus microsatellite DNA (LEI0311 (= EC12A05)). 

0.66:144:65 
Z95196 

R-nnnnnnnnnnnn 

25 Homo sapiens intersectin short form mRNA, complete cds. 

2.1e-115:569:97 
AF064243 

R-HEMBA1 004250 

30 Homo sapiens chromosome 5, BAC clone 1 82a8 (LBNL HI 61), complete sequence. 

3.8e-98:478:98 
AC005752 

R-HEMBA1 004391 
35 Plasmodium falciparum MAL3P8, complete sequence. 

0.29:126:65 
AL034560 

R-HEMBA1 004444 

40 Homo sapiens clone DJ0971C03, WORKING DRAFT SEQUENCE, 18 unordered pieces. 

8.4e-52:308:78 
AC004938 

R-HEMBA1 004454 

45 CIT-HSP-2337122.TF CIT-HSP Homo sapiens genomic clone 2337I22, genomic survey sequence. 

0.78:59:77 
AQ038475 

R-HEMBA1 004505 

50 

R-HEMBA1 004785 

R-HEMBA1 004797 

55 R-HEMBA1 004952 

Mus musculus diabetic embryopathy (Dep-1) mRNA. 

3.4e-39:327:82 

AF032130 
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R-HEMBA1 004971 

Homo sapiens BAC clone RG351J01 from 7q22-q31 , complete sequence 

0.00040:251:66 

AC005099 

R-HEMBA1 004982 

Strongyloides fullebomi 18S ribosomal RNA and 5.8S ribosomal RNA genes, partial sequence, and internal tran- 
scribed spacer 1 , complete sequence. 
0.092:191:63 
U43581 

R-HEMBA1 005070 

Human mRNA for KIAA0310 gene, complete cds. 

1 2e-94:381 :91 

AB002308 

R-HEMBA1 005084 

R-HEMBA1005145 

Homo sapiens complete genomic sequence between D1 6S3070 and D16S3275, containing Familial Mediterra- 
nean Fever gene disease. 
5.7e-58:283:84 
AJ003147 

R-HEMBA1 005230 

CIT-HSP-2333N15.TR CIT-HSP Homo sapiens genomic clone 2333N15, genomic survey sequence 

5.5e-31:363:73 

AQ040189 

R-HEMBA1 005246 

Homo sapiens full length insert cDNA clone YX52E07. 

1.6e-1 1:1 73:72 

AF086040 

R-HEMBA1 005267 

Sequence 1 from patent US 5618695. 

2.4e-73:536:81 

I40055 

R-HEMBA1 005337 

Caenorhabditis elegans cosmid K07D4. 

0.16:157:63 

AF077534 

R-HEMBA1 005430 

R-HEMBA1 005449 

R-HEMBA1 005489 

Anopheles rangeli NADH dehydrogenase subunit 2 gene, mitochondrial gene encoding mitochondrial product 

partial cds. 

0.020:271:61 

U35272 

R-HEMBA1 005522 
R-HEMBA1 005545 

Human m3 muscarinic acetylcholine receptor (CHRM3) gene, complete cds. 
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1.8e-1 15:579:96 
U29589 

R-HEMBA1 005698 
5 0.0065:223:65 
AG004952 

R-HEMBA1005913 

Homo sapiens Xp22 BAC GSHB 526D21 (Genome Systems Human BAC library) complete sequence. 
10 3.7e-15:272:68 
AC003037 

R-HEMBA1 005929 

Homo sapiens chromosome 19, cosmid R31237, complete sequence. 
15 9.4e-55:502:76 
AC005581 

R-HEMBA1 005945 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 774G10, WORKING DRAFT SE- 
20 QUENCE. 

0.45:245:62 
AL034410 

R-HEMBA1006016 

25 Homo sapiens chromosome 1 7, clone hRPK.271 _K_11 , complete sequence. 

3.5e-25:415:66 
AC005562 

R-HEMBA1006171 

30 Human DNA sequence from PAC 433M1 9 on chromosome Xq26.3-Xq27.1 . Contains ESTs, STSs and polymorphic 

CA repeat. 
1.0:176:64 
Z95703 

35 R-HEMBA1 006276 

Homo sapiens chromosome 19, CIT-HSP-444n24, complete sequence. 

2.8e-1 18:592:96 

AC005261 

40 R-HEMBA1 006299 

R-HEMBA1 006311 

R-HEMBA1 006335 

45 Human DNA sequence from clone 496H1 9 on chromosome 6q24 Contains ESTs, complete sequence. 

6.1e-111:578:96 
AL023582 

R-HEMBA1 006357 

so Homo sapiens chromosome Xp22-67-68, WORKING DRAFT SEQUENCE, 99 unordered pieces. 

4.8e-11:174:74 
AC004469 

R-HEMBA1 006430 

55 Homo sapiens, WORKING DRAFT SEQUENCE, 52 unordered pieces. 

8.7e-45:402:79 
AC004086 
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R-HEMBA1 006482 

Homo sapiens h-sco1 (SC01) mRNA, nuclear gene encoding mitochondrial protein, complete cds 

1.7e-1 05:537:96 

AF026852 

5 

R-HEMBA1006517 

345A19TV CIT978SKA1 Homo sapiens genomic clone A-345A19, genomic survey sequence 

1.5e-44:176:88 

B15409 

10 

R-HEMBA1 006544 

Homo sapiens PAC clone DJ130H16 from 22q12.1-qter, complete sequence. 

2.5e-66:310:83 

AC004997 

15 

R-HEMBA1 006572 

Homo sapiens reduced folate carrier (RFC1) gene, exons 1a, 1c and 1b. 

0.028:255:64 

U92868 

20^ 

R-HEMBA1 006658 

Homo sapiens mRNA for KIAA0687 protein, partial cds. 

7.3e-1 11:570:94 

AB014587 

25 

R-HEMBA1 006707 

Homo sapiens mRNA for matrilin-4, partial. 

5.1e-78:389:97 

AJ007581 

30 

R-HEMBA1 006724 

HS_2052_B1_C08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 
Plate=2052 Col=15 Row=F, genomic survey sequence. 
2.6e-46:309:88 
35 AQ305998 

R-HEMBA1 006749 

Homo sapiens mRNA for matrilin-4, partial. 
3.2e-88:472:94 
40 AJ007581 

R-HEMBA1 006770 

Homo sapiens CAGH4 mRNA, partial cds. 
6.5e-25:145:82 
45 U80746 

R-HEMBA1 006902 

Homo sapiens mRNA for matriiin-4, partial. 
9.3e-112:540:98 
so AJ007581 

R-HEMBA1 006912 

***ALU WARNING: Human AIu-Sc subfamily consensus sequence. 
6.6e-48:279:92 
55 U 14571 

R-HEMBA1006916 

Homo sapiens Grb14 mRNA, complete cds. 
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1.8e-1 14:346:99 
L76687 

R-HEMBA1 006960 

Homo sapiens chromosome 19, cosmid F16403, complete sequence. 

0.78:203:62 

AC005777 

R-HEMBA1007013 

Human mRNA for DNA-binding protein TAXREB302, complete cds. 

6.3e-31:.163:100 

D28468 

R-HEMBA1 007057 

CIT-HSP-517F5.TP CIT-HSP Homo sapiens genomic clone 517F5, genomic survey sequence. 

1.0:128:67 

B49904 

R-HEMBA1 007063 

Homo sapiens DNA sequence from PAC 1 68L1 5 on chromosome 6q26-27. Contains RSK3 gene, ribosomal protein 

S6 kinase, EST, GSS, STS. CpG island, complete sequence. 

5.0e-43:300:88 

AL022069 

R-HEMBA1 007241 

HIV-1 RNA V3 region (patient Y, sample Y1 , clone 05). 

0.74:148:66 

Z47529 

R-HEMBA1 007291 

Homo sapiens chromosome 1 9, fosmid 37502, complete sequence. 

3.6e-36:300:80 

AC004755 

R-HEMBA1 007332 

Human HeLa mRNA isolated as a false positive in a two-hybrid-screen. 

7.3e-15:148:80 

U56430 

R-HEMBB1000106 

Plasmodium falciparum (strain FCR3) variant-specific surface protein (var-2, var-3) genes, complete cds's. 

8.0e-05:313:60 

L40609 

R-HEMBB1 000276 

HS_3048_A2_C07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 

Plate=3048 Col=14 Row=E, genomic survey sequence. 

0.91:234:58 

AQ099411 

R-HEMBB1 000309 

R-HEMBB1 000407 

Mus musculus clone OST5976, genomic survey sequence. 

6.4e-28:226:81 

AF046768 

R-HEMBB1 000447 
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Homo sapiens JWA protein mRNA, complete cds. 

1.7e-1 07:533:97 

AF070523 



R-HEMBB1 000542 

Mus musculus bromodomain-containing protein BP75 mRNA, complete cds. 

4.4e-72:547:80 

AF084259 



R-HEMBB1 000567 

Human insulin-like growth factor (IGF-II) gene, exon 1 of 4. 

4.3e-60:368:88 

M 13970 



R-HEMBB1 000642 

Human DNA sequence from PAC 46H23, BRCA2 gene region chromosome 13q12-13 contains Klotho ESTs 
2.9e-42:431:75 - ' 

Z84483 



R-HEMBB1 000668 
CITBI-E1-2 
2.5e-40:24 
AQ261535 



CITBI-E1-2508D15.TR CITBI-E1 Homo sapiens genomic clone 2508D15, genomic survey sequence 
2.5e-40:249:91 



R-HEMBB1 000679 

HS_3061 _A1 _C03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3061 
Col=5 Row=E, genomic survey sequence. 
1.8e-48:257:96 
AQ 127602 



R-HEMBB1 000881 

CIT-HSP-2350020.TR CIT-HSP Homo sapiens genomic clone 2350020, genomic survey sequence 

0.0072:248:61 

AQ062620 

R-HEMBB1 000905 

Homo sapiens clone RG315H11, WORKING DRAFT SEQUENCE, 5 unordered pieces 

2.5e-1 04:547:94 

AC005089 



' R-HEMBB1001026 



R-HEMBB1001048 
R-HEMBB1 001200 

P.falciparum complete gene map of plastid-like DNA (IR-A). 

1.5e-1 1:521:59 

X95275 



R-HEMBB1 001407 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 2705, WORKING DRAFT SEQUENCE 

3.0e-29:308:77 

AL033529 

R-HEMBB1001530 

Homo sapiens chromosome 19, cosmid R30538, complete sequence. 

0.040:373:63 

AC005943 
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R-HEMBB1001547 

Rickettsia prowazekii strain Madrid E, complete genome; segment 1/4. 

0.027:291 :62 

AJ235270 

5 

R-HEMBB1001573 

CIT-HSP-2307C1 TR CIT-HSP Homo sapiens genomic clone 2307C1 , genomic survey sequence. 

1.3e-13:90:98 

AQ020395 

10 

R-HEMBB1001847 

Homo sapiens chromosome 21q22.3 PAC 21L13, complete sequence. 

3.4e-27:1 47:80 

AF064864 

15 

R-HEMBB1001959 

Homo sapiens clone 24781 mRNA sequence. 

4.4e-1 03:504:97 

AF070640 

20 

R-HEMBB1001978 

CIT-HSP-2328G6.TF CIT-HSP Homo sapiens genomic clone 2328G6, genomic survey sequence. 

7.9e-29:220:86 

AQ040310 

25 

R-HEMBB1 002039 

Homo sapiens BAC clone GS166A23 from 7p21 , complete sequence. 

2.7e-37:550:68 

AC005014 

30 

R-HEMBB1 002041 

Sequence 1 from patent US 5633147. 

2.7e-23:322:70 

143819 

35 

R-HEMBB1 002051 

Homo sapiens clone DJ0292L20, WORKING DRAFT SEQUENCE, 2 unordered pieces. 

9.2e-35:302:79 

AC004825 

40 

R-HEMBB1002120 

Homo sapiens Xp22 GS-52411 (Genome Systems Human BAC library), complete sequence. 

6.0e-05:479:59 

AC003106 

45 

R-HEMBB1002162 

Human DNA sequence from clone 739H11 on chromosome 1p33-34.2 Contains KJAA0237 gene, EST, STS, GSS, 
complete sequence. 
3.7e-30:238:84 
50 AL031289 

R-HEMBB1 002228 

Homo sapiens BAC clone NH0436H22 from 2, complete sequence. 
6.6e-57:274:86 
55 AC005234 

R-HEMBB1 002245 

Sequence 25 from patent US 5747660. 
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4.8e-30:361:73 
AR005295 

R-HEMBB1 002302 

5 Methanococcus jannaschii section 84 of 1 50 of the complete genome. 

0.00019:362:59 
U67542 

R-HEMBB1 002427 
10 Genomic sequence from Human 9q34, complete sequence. 

3.9e-1 05:533:96 
AC001643 

R-HEMBB1 002465 

*5 Plasmodium falciparum chromosome 2, section 1 9 of 73 of the complete sequence. 

2.9e-05:335:62 
AE001382 

R-HEMBB1 002661 

20 

R-HEMBB1 002663 

***ALU WARNING: Human Alu-Sq subfamily consensus sequence. 

8.3e-43:268:89 

U 14573 

25 

R-HEMBB1 002693 

Human BAC clone RG126M09 from 7q21-q22, complete sequence. 

2.4e-24:220:76 

AC002067 

30 

R-MAMMA1 000046 

Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic sequence, WORKING DRAFT SEQUENCE, 8 
unordered pieces. 
0.032:402:57 
35 AC005505 

R-MAMMA1000102 

Human DNA sequence from cosmid B33F2 on chromosome 22 Contains ESTs. 
2.0e-84:428:96 
40 Z79996 

R-MAMMA1000106 

Homo sapiens genomic DNA, chromosome 21 q1 1 .1 , segment 2/28, WORKING DRAFT SEQUENCE. 
0.095:138:66 
45 AP000031 

R-MAMMA1000118 

R-MAMMA1000141 

50 Homo sapiens 12q24.2 PAC RPCI1-128M12 (Roswell Park Cancer Institute Human PAC library) complete se- 

quence. 
9.0e-91:480:95 
AC004024 

55 R-MAMMA1 000204 

Homo sapiens mRNA for LGMD2B protein. 

1.5e-1 07:544:96 

AJ007670 
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R-MAMMA1 000226 

H. sapiens VASP gene, exons 4 to 13. 
0.99:244:63 

X98534 

5 

R-MAMMA1 000403 

CIT-HSP-2372A15.TF CIT-HSP Homo sapiens genomic clone 2372A15, genomic survey sequence. 

8.0e-38:187:81 

AQ1 12406 

10 

R-MAMMA1 000449 

Homo sapiens BAC clone RG139P11 from 7q11-q21 , complete sequence. 

I. 2e-41 :422:76 
AC004491 

15 

R-MAMMA1 000457 

Homo sapiens clone 638 unknown mRNA, complete sequence. 

7.4e-1 16:570:97 

AF091084 

20 

R-MAMMA1 000473 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-69G12, complete sequence. 

9.6e-09:136:77 

AC004131 

25 

R-MAMMA1 000496 

Homo sapiens PAC clone DJ130H16 from 22q12.1-qter, complete sequence. 

2.6e-48:272:93 

AC004997 

30 

R-MAMMA1 000528 

Human BAC clone RG114A06 from 7q31, complete sequence. 

1.8e-13:1 09:80 

AC002542 

35 

R-MAMMA1 000591 

Human cosmid g1572c264, complete sequence. 

1.6e-22:329:71 

AC000359 

40 

R-MAMMA1000614 
R-MAMMA1 000652 

H.sapiens flow-sorted chromosome 6 Hindlll fragment, SC6pA28A10. 
45 0.81:158:65 
Z84499 

R-MAMMA1 000681 

Homo sapiens full length insert cDNA clone YY85D04. 
50 1.0e-1 07:560:94 

AF088014 

R-MAMMA1 000706 

Homo sapiens cGMP phosphodiesterase A1 (PDE9A) mRNA, complete cds. 
55 1.1e-46:232:100 
AF067223 

R-MAMMA1 000788 
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Bos taurus P14 (p14) mRNA, complete cds. 

3.8e-72:493:84 

AF037349 

R-MAMMA1 000810 

Human DNA from overlapping chromosome 19-specific cosmids R29515 and R28253, genomic sequence, com- 
plete sequence. 
5.0e-37:318:79 
AC003002 

R-MAMMA1000814 

Homo sapiens BAC clone BK085E05 from 22q12.1-qter, complete sequence. 

7.7e-15:140:85 

AC003071 

R-MAMMA1 000881 

Human DNA sequence from clone 105D16 on chromosome Xp11 .3-11 .4 Contains pseudogene similar to laminin- 

binding protein, CA repeat, STS, complete sequence. 

8.8e-46:457:75 

AL031311 

R-MAMMA1 000986 

Homo sapiens chromosome 16 BAC clone CIT987SK-334D11 complete sequence. 

7.7e-44:343:82 

AF001550 

R-MAMMA1 000994 

Homo sapiens mRNA for ISLR, complete cds. 

3. 6e-1 08:552:96 

AB003184 

R-MAMMA1001043 

R-MAMMA1001066 

Homo sapiens chromosome 17, clone hRPK.346_K_10, complete sequence. 

1.3e-42:302:82 

AC006120 

R-MAMMA1001094 

Homo sapiens clone 243 unknown mRNA, complete sequence. 

5.4e-115:567:97 

AF091094 

R-MAMMA1001141 

HS_3059_B1J-I06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 
Plate=3059 Col=11 Row=P, genomic survey sequence. 
1.3e-68:388:92 
AQ2 14896 

R-MAMMA1001150 

H.sapiens mRNA for protein kinase C mu. 

5.4e-20:340:66 

X75756 

R-MAMMA1 001237 

Mouse DNA fragment that hybridizes to HSV- 1 Smal A fragment. 

0.15:222:65 

M11041 
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R-MAMMA1001284 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1185N5, WORKING DRAFT SE- 
QUENCE. 
1 .2e-33:344:76 
5 AL034423 

R-MAMMA1001310 

Human Bruton agammaglobulinemia (BTK) gene, exons 10-12. 
1.8e-39:332:80 
io L31565 

R-MAMMA1001418 

Human proto-oncogene tyrosine-protein kinase (ABL) gene, exon 1a and exons 2-10, complete cds. 
4.4e-42:411:76 
15 U07563 

R-MAMMA1001532 

Homo sapiens PAC clone DJ0728D04, complete sequence. 
2.3e-1 0:1 96:73 
20 AC004865 

R-MAMMA1001609 

HS-1 054-B2-H 01 -M Rabi CIT H uman Genomic Sperm Library C Homo sapiens genomic clone Plate=CT 776 Co l=2 
Row=P, genomic survey sequence. 
25 1.6e-34:1 70:79 

B42016 

R-MAMMA1001615 

30 R-MAMMA1001623 

Homo sapiens 12q24.2 BAG RPCI11-407A1 6 (Roswell Park Cancer Institute Human BAG Library) complete se- 
quence. 
8.8e-21:1 80:82 
AC006065 

35 

R-MAMMA1001634 

Homo sapiens chromosome 17, clone hRPK.85_B_7, complete sequence. 

2.6e-40:283:86 

AC005695 

40 

R-MAMMA1001893 

Homo sapiens clone DJ0782K24, WORKING DRAFT SEQUENCE, 16 unordered pieces. 

0.73:132:67 

AC006003 

45 

R-MAMMA1001901 

Homo sapiens DNA sequence from PAC 958B3 on chromosome Xp22.11-Xp22.22. Contains ESTs STS and CpG 
island. 

4.0e-43:288:77 
50 Z93023 

R-MAMMA1001957 

Homo sapiens chromosome 16, P1 clone 96-4B (LANL), complete sequence. 
1.2e-41:298:86 
55 AC005212 

R-MAMMA1001978 
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R-MAMMA1 002070 

Homo sapiens clone DJ400N23, WORKING DRAFT SEQUENCE, 10 unordered pieces. 

2.1e-1 04:530:97 

AC005003 

5 

R-MAMMA1 002080 rah=ras-related homolog [mice, HT4 neural cell line, mRNA, 993 nt]. 

5.9e-47:449:76 

S72304 

10 R-MAMMA1 002087 

Human Cosmid g1572c037 from 7q31 .3, complete sequence. 

1 .7e-11:120:83 

AC000125 

15 R-MAMMA1 002095 

Rat alternatively spliced mRNA. 

5.3e-30:289:74 

M93018 

20 R-MAMMA1002128 

R-MAMMA1002142 

R-MAMMA1002165 

25 Homo sapiens chromosome 10 clone CIT987SK-1109P11, complete sequence. 

1.1e-28:350:72 
AC005871 

R-MAMMA1 002205 

30 Human DNAsequence from PAC 368A4 on chromosome X. Contains ESTs, CELLULAR NUCLEIC ACID BINDING 

PROTEIN (CNBP) like gene and STSs. 
1.2e-42:282:75 
Z83843 

35 R-MAMMA1 002224 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1C12 (ESSAII project). 

0.99:210:60 

AL022224 

40 R-MAMMA1 002234 

Canine mRNA for 68kDA subunit of signal recognition particle (SRP68). 

1.78-61:310:81 

X53744 

45 R-MAMMA1 002586 

Streptomyces collinus coenzyme B12-dependent mutase (meaA) gene, complete cds. 

0.99:348:60 

AF008569 

50 R-MAMMA1 002633 

Homo sapiens, clone hRPK. 1_A_1, complete sequence. 

2.6e-13:381:64 

AC006196 

55 R-MAMMA1003126 

R-NT2RM4000100 

Plasmodium falciparum MAL3P2, complete sequence. 
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0.00047:296:61 
AL034558 

R-NT2RM4000115 

5 Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MAL1P3, WORKING DRAFT SE- 

QUENCE. 
0.079:270:64 
AL031746 

10 R-NT2RM4000198 

Homo sapiens chromosome 1 0 clone LA10NC01_15_E_11 map 10q26.3, WORKING DRAFT SEQUENCE, 3 un- 
ordered pieces. 
7.7e-24:244:78 
AC006171 

15 

R-NT2RM4000284 

Human IgG Fc receptor hFcRn mRNA, complete cds. 

1.7e-93:440:100 

U12255 

20 

R-NT2RM4000295 
, complete sequence. 
0.89:351 :58 
AC005663 

25 

R-NT2RM4000326 

Homo sapiens complete genomic sequence between D16S3070 and D16S3275, containing Familial Mediterra- 
nean Fever gene disease. 
2.3e-112:602:94 
30 AJ003147 

R-NT2RM4000417 

Human DNA sequence from PAC 326L1 3 containing brain-4 mRNA ESTs and polymorphic CA repeat. 
0.78:229:62 
35 Z82170 

R-NT2RM4000444 

R-NT2RM4000587 

40 

R-NT2RM4000593 

R-NT2RM4000648 
0.010:260:61 
45 AG005508 

R-NT2RM4000761 

H. sapiens mitochondrial genome (consensus sequence). 
3.2e-95:476:97 
50 X62996 

R-NT2RM4000965 

R-NT2RM4000997 

55 

R-NT2RM4001321 

Human DNA sequence from clone 1 1 77E1 9 on chromosome 1 p36.1 2-36.31 . Contains the 3'part of the DNA-bind- 
ing Zinc finger protein RIZ gene, ESTs, an STS, GSSs and a CpG island, complete sequence. 
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6.0e-1 9:282:73 
AL031277 

R-NT2RM4001325 

5 

R-NT2RM4001377 

Homo sapiens mRNA for KIAA0638 protein, partial cds. 

2.9e-111:553:96 

AB014538 

10 

R-NT2RM4001735 

Homo sapiens clone 23904 mRNA sequence. 

4.6e-1 06:553:94 

AF052129 

15 

R-NT2RM4001768 

Human HepG2 3'region Mbol cDNA, clone hmd3c03m3. 

4.1 e-29:1 87:91 

D17194 

20 

R-NT2RM4001843 

Homo sapiens chromosome 17, clone hRPK.269_.G_24, complete sequence. 

0.95:366:58 

AC005828 

25 

R-NT2RM4002352 

Homo sapiens hl_Rp105 mRNA for LDL receptor related protein 105, complete cds. 

5.5e-1 08:557:95 

AB009462 

30 

R-NT2RP2000092 

HS_3070_B1 _B04_M RCIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3070 
Col=7 Row=D, genomic survey sequence. 
1.1e-23:247:77 
35 AQ120714 

R-NT2RP2000178 
E.amylovora Ion gene. 
1.1 e-1 5:422:62 
*o X77706 

R-NT2RP2000240 

*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0539L10; HTGS phase 1, 
WORKING DRAFT SEQUENCE, 1 5 unordered pieces. 
45 0.00010:260:62 
AC004480 

R-NT2RP2000394 

HS_3211_B2_G06_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3211 
50 Col=12 Row=N, genomic survey sequence. 

1.1e-61:316:97 
AQ 174850 

R-NT2RP2000447 
55 Homo sapiens clone DJ1129D05, complete sequence. 

8.7e-67:357:94 
AC005630 
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R-NT2RP2000479 

Homo sapiens chromosome 17, clone 193h18, complete sequence. 

5.7e-51:551:73 

AC002546 

5 

R-NT2RP2000514 

Rfalciparum parasite antigen reactive with the parasite inhibitory mouse monoclonal antibody (mMAb) 43E5, clone 
#366, partial cds. 
2.1e-08:192:68 . 
10 M21323 

R-NT2RP2000533 

Mus musculus cornichon mRNA, complete cds. 
3.5e-59:243:82 
15 AF022811 

R-NT2RP2000616 

Human DNA sequence from clone 694E4 on chromosome 22 Contains exon similar to phosphatidylserine decar- 
boxylase, EST, GSS, complete sequence. 
20 0.0064:105:67 
AL031255 

R-NT2RP2000649 

Homo sapiens mRNA for Hs Ste24p, complete cds. 
25 1 .4e-65:326:98 

AB016068 

R-NT2RP2000663 

Human DNA sequence from cosmid U61 B11 , between markers DXS366 and DXS87 on chromosome X contains 
30 ESTs. 

7.9e-1 10:555:96 
Z73913 

R-NT2RP2000712 

35 Homo sapiens clone DJ0756H11 , WORKING DRAFT SEQUENCE, 5 unordered pieces. 

9.8e-32:308:78 
AC006001 

R-NT2RP2000739 
40 Bos taurus TATA box binding protein (TBP) gene, partial cds. 

0.19:128:68 
L47974 

R-NT2RP2000818 
45 Caenorhabditis elegans cosmid C48D5, complete sequence. 

. 0.010:429:58 
Z36237 

R-NT2RP2000903 
50 H.sapiens 5T4 gene for 5T4 Oncofetal antigen. 

4.0e-99:505:96 
229083 

R-NT2RP2001200 
55 Homo sapiens mRNA for KIAA0676 protein, partial cds. 

2.0e-57:306:95 
ABO 14576 
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R-NT2RP2001223 
R-NT2RP2001276 

Mouse regulatory protein (npdc-1) mRNA, complete cds. 
s 5. 8e-1 4:353:65 

L03814 

R-NT2RP2001388 

Homo sapiens clone DJ1125K23, WORKING DRAFT SEQUENCE, 21 unordered pieces. 
10 1 .7e-31 :291 :77 

AC004971 

R-NT2RP2001469 

M.musculus tex292 mRNA (3'region). 
15 3.7e-26:188:89 
X80433 

R-NT2RP2001480 

Homo sapiens thrombospondin 3 (THBS3) gene, complete cds. 
20 6.6e-83:426:95 
L38969 

R-NT2RP2001495 

transcript ch123.Rev [human, RF1,RF48 stomach cancer cell lines, mRNA, 252 nt]. 
25 6.3e-43:238:96 
S77359 

R-NT2RP2001514 

Homo sapiens cyclin K (CPR4) mRNA, complete cds. 
30 6.6e-06:57:100 
AF060515 

R-NT2RP2001538 

Mus musculus transcriptional regulatory protein (mSin3) gene, complete cds. 
35 6.9e-12:179:75 
L36831 

R-NT2RP2001562 

Human PAC clone DJ0800B09 from 7q11 .23-q21 , complete sequence. 
40 0.074:257:61 
AC004028 

R-NT2RP2001662 

Homo sapiens clone 2461 5 mRNA sequence. 
45 3.2e-94:485:95 
AF055012 

R-NT2RP2001755 

Homo sapiens mRNA for KIAA0762 protein, partial cds. 
50 l.3e-1 03:576:92 

ABO 18305 

R-NT2RP2001769 

CIT-HSP-2376023.TF CIT-HSP Homo sapiens genomic clone 2376023, genomic survey sequence. 
55 1 .5e-74:381 :96 

AQ111163 

R-NT2RP2001817 
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HS_2037_B2_A09JT7CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2037 

Col=18 Row=B, genomic survey sequence. 

3.9e-60:430:84 

AQ243047 

R-NT2RP2001878 

Human DNA sequence from PAC 296K21 on chromosome X contains cytokeratin exon, delta-ami nolevulinate 

synthase (erythroid); 5-aminolevulinic acid synthase.(EC 2.3.1.37). 6-phosphofructo-2-kinase/fructose-2,6-bi- 

sphosphatase (EC 2.7.1.105, EC 3.1.3.46), ESTs and STS. 

0.018:148:67 

Z83821 

R-NT2RP2001903 

Human Not1 linking clone from chromosome 1q32. 

0.99:160:63 

U36769 

R-NT2RP2001915 
R-NT2RP2001921 

Homo sapiens clone NH0332L11, complete sequence. 

6.5e-86:295:98 

AC005538 

R-NT2RP2001948 

Homo sapiens chromosome 19, cosmid R33590, complete sequence. 

2.3e-79:440:91 

AC005620 

R-NT2RP2001956 

R-NT2RP2002015 

Human DNA sequence from clone 1 1 77E1 9 on chromosome 1 p36.1 2-36.31 . Contains the 3'part of the DNA-bind- 
ing Zinc finger protein RIZ gene, ESTs, an STS, GSSs and a CpG island, complete sequence. 
1.10-1 6:254:72 ' 
AL031277 

R-NT2RP2002063 

Homo sapiens chromosome 4 clone B207D4 map 4q25, complete sequence. 

5.8e-1 05:550:95 

AC004050 

R-NT2RP2002188 

Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 134019, WORKING DRAFT SE- 
QUENCE. 
0.47:212:62 
AL034555 

R-NT2RP2002232 

R-nnnnnnnnnnnn 

Human mRNA for KIAA0383 gene, partial cds. 

2.5e-1 00:51 1:96 

AB002381 

R-NT2RP2002409 

S.pombe chromosome I cosmid c17H9. 
1.0:241:63 
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Z98597 

R-NT2RP2002510 

Homo sapiens chromosome 19, cosmid F19847, complete sequence. 

1 .6e-38:307:81 

AC005952 

R-NT2RP2002527 

Homo sapiens chromosome 11, BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 gene, complete se- 
quence. 
1.5e-1 8:1 65:83 
AC004770 

R-NT2RP2002533 

Homo sapiens alpha 2 delta calcium channel subunit isoform II mRNA, complete cds. 

9.7e-1 16:580:96 

AF042793 

R-NT2RP2002564 

Homo sapiens clone DJ0800G07, complete sequence. 

3.8e-1 10:580:94 

AC004890 

R-NT2RP2002674 

Plasmodium falciparum chromosome 2, section 11 of 73 of the complete sequence. 

1.0:244:60 

AE001374 

R-NT2RP2002721 

Homo sapiens chromosome 17, clone HCIT217L10, complete sequence. 

1.2e-10:221:73 

AC003962 

R-NT2RP2002824 

Human HepG2 3' region Mbpl cDNA, clone hmd4f06m3. 

3.0e-07:1 08:77 

D17237 

R-NT2RP2002942 

Human DNA sequence from clone 88D7 on chromosome Xq25-26.3 Contains F9 (coagulation factor IX (plasma 
thromboplastic component, Christmas disease, haemophilia B)), dbl oncogene. EST, STS, GSS, complete se- 
quence. 
2.0e-37:491 :71 
AL033403 

R-NT2RP2002974 
H.sapiens DMAHP gene. 
4.0e-11 8:585:97 
X84813 

R-NT2RP2002976 

CIT-HSP-2348J20.TF CiT-HSP Homo sapiens genomic clone 2348J20, genomic survey sequence. 

8.4e-45:233:98 

AQ059444 

R-NT2RP2003042 

R-NT2RP2003179 
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R-NT2RP2003210 
R-NT2RP2003302 

Human DNA sequence from 4PTEL, Huntington's Disease Region, chromosome 4p16.3. 
5 1.5e-24:255:78 
Z95704 

R-NT2RP2003369 

Homo sapiens chromosome 7q22 sequence, complete sequence. 
io 3.1e-95:514:92 
AF053356 

R-NT2RP2003383 

Homo sapiens mRNA for KIAA0458 protein, complete cds. 
15 1 3.9e-11 1:549:97 
AB007927 

R-NT2RP2003390 

Human DNA sequence*** SEQUENCING IN PROGRESS*** from clone 191J18, WORKING DRAFT SEQUENCE. 
20 4.9e-1 02:41 3:99 

AL024507 

R-NT2RP2003469 

Genomic sequence from Human 9q34, complete sequence. 
25 1.4e-35:376:74 
AC001644 

R-NT2RP2003545 

Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MAL4P1, WORKING DRAFT SE- 
30 QUENCE. 

1.5e-09:503:61 
AL034557 

R-NT2RP2003593 

35 Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 971 N1 8, WORKING DRAFT SE- 

QUENCE. 
• 7.8e-81:433:93 
AL021396 

40 R-NT2RP2003599 

HS_3240_A1 _C04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3240 

Col=7 Row=E, genomic survey sequence. 

0.091:341:58 

AQ206348 

45 

R-NT2RP2003655 

Homo sapiens PAC clone DJ0015I23 from 22, complete sequence. 

2.0e-08:249:69 

AC004819 

50 

R-NT2RP2003664 

Homo sapiens mRNA for leptin receptor gene-related protein. 

1.7e-1 10:549:96 

Y12670 

55 

R-NT2RP2003931 

Human mRNA for KIAA0365 gene, partial cds. 
5.4e-1 12:571:96 



1145 



EP1 130 094 A2 



AB002363 
R-NT2RP2003940 

Human Chromosome 11 pac pDJ1173a5, complete sequence. 

2.4e-20:353:70 

AC000378 

R-NT2RP2003950 

Homo sapiens clone 24778 unknown mRNA. 

1.5e-96:494:95 

AF070572 

R-NT2RP2004069 

Human DNA sequence from clone 61 8F1 on chromosome Xq25 Contains part of gene similar to DOC4, CA repeat, 

GSS, complete sequence. 

2.6e-50:539:75 

AL023878 

R-NT2RP2004108 

RPCII1-91F9.TV RPCI11 Homo sapiens genomic clone R-91F9, genomic survey sequence. 0.00013:281:63 
AQ283338 

R-NT2RP2004141 

cSRL-115f11-u cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic clone cSRL-115f11, 

genomic survey sequence. 

2.3e-05:239:64 

B00539 

R-NT2RP2004179 

Genomic sequence from Human 9q34, complete sequence. 

0.43:130:68 

AC002322 

R-NT2RP2004205 

Homo sapiens chromosome 7q22 sequence, complete sequence. 

1.4e-42:324:83 

AF053356 

R-NT2RP2004447 

Homo sapiens Chromosome 11q13 BAC Clone 18h3, WORKING DRAFT SEQUENCE, 7 ordered pieces. 

5.5e-35:285:84 

AC000353 

R-NT2RP2004495 

transcript ch123.Rev [human, RF1 ,RF48 stomach cancer cell lines, mRNA, 252 nt]. 

3.4e-44:238:97 

S77359 

R-NT2RP2004524 

Genomic sequence from Human 9q34, complete sequence. 

7.4e-1 13:572:96 

AC001644 

R-NT2RP2004556 

CIT-HSP-2306F6.TF CIT-HSP Homo sapiens genomic clone 2306F6, genomic survey sequence. 

8.1e-99:514:95 

AQ019229 
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R-NT2RP2004606 cDNA encoding NIC(Natural Inhibitor of Collagenase). 

8.2e-1 16:576:96 

E00985 

5 R-NT2RP2004648 

Homo sapiens chromosome 17, clone hRPK.269_G_24, complete sequence. 

0.98:369:57 

AC005828 

10 R-NT2RP2004670 

Rattus norvegicus vesicla- associate calmodulin-binding protein mRNA, complete cds. 

4.5e-43:592:69 

L22557 

15 R-NT2RP2004794 

R-NT2RP2004837 

Human Chromosome 11 pac pDJ148f1, WORKING DRAFT SEQUENCE, 27 unordered pieces. 
1 .2e-6O:366:90 
20 AC001232 

R-NT2RP2004847 

Homo sapiens full length insert cDNA clone YY87C09. 
1.0e-68:333:100 
25 AF086055 

R-NT2RP2005027 

Human glucose transporter-like protein-Ill (GLUT3), complete cds. 
7.8e-1 03:508:97 
30 M20681 

R-NT2RP2005069 

Rat vacuolar protein sorting homolog r-vps33b mRNA, complete cds. 
3.8e-42:463:73 
35 U35245 

R-NT2RP2005163 

CIT-HSP-2348J20.TF CIT-HSP Homo sapiens genomic clone 2348J20, genomic survey sequence. 
7.4e-44:233:96 
40 AQ059444 

R-NT2RP2005181 

Rattus norvegicus mRNA for cationic amino acid transporter 3, complete cds. 
7.6e-53:567:73 
45 AB000113 

R-NT2RP2005247 

Homo sapiens Xp22 Cosmid U151G1 (from Lawrence Livermore X library) and PAC RPCI1-93D11 (from Roswell 
Park Cancer Center) complete sequence. 
50 5.8e-38:341 :76 

AC002357 

R-NT2RP2005378 

Homo sapiens full length insert cDNA clone YW25A12. 
55 0.13:152:66 
AF086029 

R-NT2RP2005391 
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HS_3056_A1_C03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 
Plate=3056 Col=5 Row=E, genomic survey sequence. 
1.1e-14:140:84 
AQ1 34064 

.R-NT2RP2005425 

Homo sapiens mRNA for KIAA0803 protein, partial cds. 

8.2e-1 00:526:94 

AB018346 

R-NT2RP2005463 

R-NT2RP2005514 

R-NT2RP2005535 

Homo sapiens DNA from chromosome 19, BAC 33152, complete sequence 

i.9e-1 1:488:62 

AC003973 

R-NT2RP2005541 

CIT-HSP-2034G23.TF CIT-HSP Homo sapiens genomic clone 2034G23, genomic survey sequence 

2.7e-61:311:98 

B74709 

R-NT2RP2005597 
R-nnnnnnnnnnnn 

{FRA1 6A, folate-sensitive fragile site} [human, Genomic, 160 nt]. 

0.92:104:65 

S70397 

R-NT2RP2005666 
R-NT2RP2005774 

Homo sapiens apoptosis-related mRNA, 3'UTR, partial sequence. 

2.2e-94:440:96 

AF035364 

R-NT2RP2005878 

Homo sapiens chromosome 19, cosmid F1 7987, complete sequence 

1.3e-32:340:76 

AC004790 

R-NT2RP2005883 

Human DNA sequence from clone 248E1 on chromosome 6q23. 1-23.3 Contains DOPAMINE-BETA-MONOOXY- 
GENASE PRECURSOR, EF-1-ALPHA-2 pseudogene EST GSS and CA repeat, complete sequence 
1.3e-1 17:581:97 
AL023578 

R-NT2RP2005887 

Human Chromosome 11 pac pDJ148f1 , WORKING DRAFT SEQUENCE, 27 unordered pieces 

2.5e-61 :367:90 

AC001232 

R-nnnnnnnnnnnn 

Human paired box gene (PAX6) homologue, complete cds. 

5,0e-1 15:578:96 

M93650 
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R-NT2RP2005994 

Homo sapiens chromosome 4 clone B207D4 map 4q25, complete sequence. 

2.4e-1 16:594:96 

AC004050 

5 

R-NT2RP2006004 

Rattus norvegicus Shal-related potassium channel Kv4.3 mRNA, complete cds. 

1 .8e-45:264:93 

U42975 

10 

R-NT2RP2006042 

T31 H24TF TAMU Arabidopsis thaliana genomic clone T31H24, genomic survey sequence. 

0.42:111:70 

B78148 

15 

R-NT2RP2006092 

Homo sapiens chromosome 5, BAC clone 319C17 (LBNL H159), complete sequence. 

1.7e-73:385:95 

AC005214 

R-NT2RP2006099 

Homo sapiens PAC clone DJ0903G02, complete sequence. 

1 .3e-27:335:74 

AC004924 

25 

R-NT2RP2006134 

Homo sapiens chromosome 4 clone B139M23 map 4q25, complete sequence. 

1.0:143:63 

AC004045 

30 

R-NT2RP2006269 

Phreatamoeba balamuthi UBI3 sequence, putative polyubiquitin gene. 

0.82:153:63 

AJ000657 

35 

R-NT2RP2006512 

Homo sapiens clone 23904 mRNA sequence. 

4.6e-1 06:531:96 

AF052129 

40 

R-NT2RP3000011 

HS_21 96_A2_E08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=21 96 
Col=16 Row=l, genomic survey sequence. 
1 .3e-36:292:83 
45 AQ210450 

R-NT2RP3000022 

Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 3-15, complete sequence. 
0.28:248:60 
50 Z98550 

R-NT2RP3000059 

Homo sapiens chick ovalbumin upstream promoter transcription factor II (COUP-TFII) mRNA, partial cds. 
0.047:393:61 
55 M62760 

R-NT2RP3000063 

HS_3190_B2_D10__MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 
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Plate=31 90 Col=20 Row=H, genomic survey sequence. 

0.88:232:63 

AQ 172428 

R-nnnnnnnnnnnn 

RPCI11-35A1.TJ RPCI-11 Homo sapiens genomic clone RPCI-11-35A1, genomic survey sequence 

3.8e-29:159:99 

AQ045699 

R-NT2RP3000148 

Homo sapiens full length insert cDNA clone ZE03A07. 

2.8e-1 12:574:95 

AF086510 

R-NT2RP3000169 

Homo sapiens MRS1 mRNA, complete cds. 

4.4e-1 10:551:96 

AF093239 

R-NT2RP3000171 

R-NT2RP3000172 

Rattus norvegicus vesicla-associate calmodulin-binding protein mRNA, complete cds 

1.3e-40:554:70 

L22557 

R-NT2RP3000201 

Homo sapiens BAC clone NH0353P23 from 2, complete sequence. 

6.4e-96:478:97 

AC005035 

R-NT2RP3000232 

Plasmodium falciparum MAL3P2, complete sequence. 

0.93:262:61 

AL034558 

R-NT2RP3000304 

Homo sapiens LDL receptor- related protein 6 (LRP6) mRNA, complete cds. 

2.4e-1 09:546:97 

AF074264 

R-NT2RP3000378 

Mus musculus mSin3A (sin3A) mRNA, complete cds. 

3.0e-27:411:72 

U22394 

R-NT2RP3000436 

Plasmodium falciparum chromosome 2, section 35 of 73 of the complete sequence. 

1.1e-06:440:57 

AE001398 

R-NT2RP3000444 

Human DNA sequence*** SEQUENCING IN PROGRESS*** from clone889J22, WORKING DRAFTSEQUENCE 

5.9e-1 05:543:95 

AL031406 

R-NT2RP3000460 

Canis familiaris sec61 homologue mRNA, complete cds. 
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2.8e-12:292:68 
M96629 

R-NT2RP3000481 
5 WORKING DRAFT SEQUENCE, 8 unordered pieces. 

0.99:160:65 
AC005992 

R-NT2RP3000616 

10 Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING DRAFT SEQUENCE, 5 

unordered pieces. 
0.00087:412:57 
AC005308 

15 R-NT2RP3000645 

R-NT2RP3000652 

Homo sapiens DNA from chromosome 19, cosmid R32532, complete sequence. 
1 .9e-44:539:74 
20 AC004004 

R-NT2RP3000676 

Homo sapiens mRNA for KIAA0446 protein, complete cds. 
3. 1e-1 03:542:94 
25 AB007915 

R-NT2RP3000677 

Homo sapiens genomic DNA of 9q32 anti-oncogene of flat epitherium cancer, segment 4/10. 
0.067:235:61 
30 AB020872 

R-NT2RP3000721 

CIT-HSP-2348J20TF CIT-HSP Homo sapiens genomic clone 2348J20, genomic survey sequence. 
4.0e-45:233:98 
35 AQ059444 

. R-NT2RP3000789 

R-NT2RP3000818 

40 Human DNA sequence*** SEQUENCING IN PROGRESS *** from clone 94M 16, WORKING DRAFT SEQUENCE. 

5.7e-95:510:93 " 
Z97201 

R-NT2RP3000820 

45 RPCI11-77B13TJ RPCI11 Homo sapiens genomic clone R-77B13, genomic survey sequence. 

2.1e-50:266:96 
AQ283547 

R-NT2RP3000838 
50 Homo sapiens mRNA for KIAA0638 protein, partial cds. 

4.6e-99:522:94 
AB014538 

R-NT2RP3000871 

55 Homo sapiens clone DJ0703P08, WORKING DRAFT SEQUENCE, 23 unordered pieces. 

0.68:249:61 
AC005481 
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R-NT2RP3000907 

X.laevis oocyte repetitive sequence (XLOREP) mRNA. 

2.9e-30:386:69 

X65290 

R-NT2RP3000921 < 

HS_2026_A1_B06_MRCIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2026 

Col=11 Row=C, genomic survey sequence. 

2.2e-54:311:92 

AQ232644 

R-NT2RP3001012 

Rattus norvegicus mRNA for TIP1 20, complete cds. 

9.2e-63:456:83 

D87671 

R-NT2RP3001044 

Human Chromosome 11 pac pDJ148f1 , WORKING DRAFT SEQUENCE, 27 unordered pieces 

1.2e-60:366:90 

AC001232 

R-NT2RP3001061 

Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING DRAFT SEQUENCE, 7 

unordered pieces. 

0.17:357:61 

AC005506 

R-NT2RP3001159 

Homo sapiens Chromosome 1 1 q1 2.2 PAC clone pDJ51 9o1 3 containing human gene for ferritin heavy chain (FTH), 

complete sequence. 

8.8e-111:561:96 

AC004228 

R-NT2RP3001170 

Homo sapiens mRNA for KIAA0784 protein, partial cds. 

8.8e-117:561:98 

ABO 18327 

R-NT2RP3001195 

Genomic sequence from Human 9q34, complete sequence. 

1.4e-35:376:74 

AC001644 

R-NT2RP3001240 

Canis familiaris sec61 homologue mRNA, complete cds. 

2.8e-1 2:292:68 

M96629 

R-NT2RP3001271 

Homo sapiens chromosome 19, BAC CIT-B-470f8 (BC330812), complete sequence 

7.9e-1 7:260:71 

AC006115 

R-NT2RP3001322 

Human DNA sequence from PAC 128N22 on chromosome Xq25-Xq26.3. contains STS 

0.035:451 :60 

Z97629 
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R-NT2RP3001542 

Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic sequence, WORKING DRAFT SEQUENCE, 8 
unordered pieces. 
4.1e-08:500:61 
5 AC004153 

R-NT2RP3001560 

Mouse mRNA for thymic epithelial cell surface antigen, complete cds. 
1.0e-30:523:65 
10 D67067 

R-NT2RP3001592 

R-NT2RP3001685 

15 Human DNA sequence from clone 91 J24 on chromosome 6q24 Contains part of utrophin Gene, part of cytochrome 

C oxidase gene, EST, CpG island, complete sequence. 
2.4e-30:147:85 
AL024474 

20 R-NT2RP3001738 

Homo sapiens Chromosome 1 1 qi2.2 PAC clone pDJ51 9o1 3 containing human gene forferritin heavy chain (FTH), 
complete sequence. 
9.2e-1 07:553:95 
AC004228 

25 

R-NT2RP3001754 

Human DNA sequence*** SEQUENCING IN PROGRESS *** from clone 50024, WORKING DRAFT SEQUENCE. 

2.0e-67:345:97 

AL034380 

30 

R-NT2RP3001858 
R-NT2RP3001976 

Homo sapiens chromosome 9, clone hRPK.467_F_21 , complete sequence. 
35 4.4e-1 4:302:62 

AC006239 

R-NT2RP3002015 

Homo sapiens clone DJ0539M06, WORKING DRAFT SEQUENCE, 10 unordered pieces. 
40 6.2e-65:492:82 
AC004832 

R-NT2RP3002160 

Genomic sequence from Human 9q34, complete sequence. 
45 2.1e-82:431:95 
AC001643 

R-NT2RP3002281 

Homo sapiens mRNA for KIAA0765 protein, partial cds. 
50 1.1e-81:446:93 
AB018308 

R-NT2RP3002286 

Mus musculus EGF repeat transmembrane protein mRNA, complete cds. 
55 1.0e-80:378:90 
U57368 

R-NT2RP3002311 
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Homo sapiens chromosome 1 7, clone hRPK.269_G_24, complete sequence 

0.57:366:58 

AC005828 

R-NT2RP3002324 

H. sapiens gene for nitric oxide synthase (promoter region). 

I. 6e-30:337:72 
Z49251 

R-NT2RP3002342 

transcript ch123.Rev [human, RF1 ,RF48 stomach cancer cell lines, mRNA 252 nt] 

6.5e-45:238:98 

S77359 

R-NT2RP3002353 

Human Chromosome 16 BAC clone CIT987SK-A-418G10, complete sequence 0 00015-16470 
AC002044 

NNNNNNNNNNNNNN 

Homo sapiens mRNA for KIAA0788 protein, partial cds. 

4.5e-98i:493:96 

AB018331 

NNNNNNNNNNNNNN 

R-NT2RP3002448 
S.cerevisiae DNA for ori 2. 
0.52:91:71 
X59535 

R-NT2RP3002571 
R-NT2RP3002664 

Homo sapiens full length insert cDNA clone ZC48G09. 

9.9e-1 03:522:96 

AF086209 

R-NT2RP3002721 

R-NT2RP3002737 

R-NT2RP3002738 

Sequence 4 from patent US 5541 1 09. 

2.9e-22:1 71:74 

124014 

R-NT2RP3002790 
R-NT2RP3002836 

Bos taurus retina specific RGS protein (RET-RGS1) mRNA, complete cds 

2.3e-34:384:75 

U89254 

R-NT2RP3002887 

Mus musculus cathepsin S (CatS) gene, promoter region and exons 1 and 2. 

1.6e-05:435:62 

AF051726 
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R-NT2RP3002900 

Homo sapiens mRNA from chromosome 5q21-22 } clone:A3-B. 

1,3e-11 6:569:97 

AB002451 

R-NT2RP3002958 

Homo sapiens clone 23851 mRNA sequence. 

2.0e-1 17:575:98 

AF035313 

R-NT2RP3002983 

Homo sapiens genomic DNA, chromosome 21 q1 1 .1 , segment 17/28, WORKING DRAFT SEQUENCE. 

5.1e-59:295:99 

AP000046 

R-NT2RP3003000 

Homo sapiens clone 24597 mRNA sequence. 

6. le-1 09:562:95 

AF070604 

R-NT2RP3003076 

R-NT2RP3003354 

Human protocadherin 42 mRNA, complete cds for abbreviated PC42. 

0.87:208:61 

L11370 

R-NT2RP3003448 

High throughput sequencing of human chromosome 12, WORKING DRAFT SEQUENCE, 1 ordered pieces. 

1.3e-41:287:80 

AC005840 

R-NT2RP3003469 

Human DNA sequence from clone 1177E19 on chromosome 1p36. 12-36.31 . Contains the 3'part of the DNA-bind- 
ing Zinc finger protein RIZ gene, ESTs, an STS, GSSs and a CpG island, complete sequence. 
2.1 e-1 8:223:77 
AL031277 

R-NT2RP3003473 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 250D10, WORKING DRAFT SE- 
QUENCE. 
1.5e-54:294:96 
Z99716 

R-NT2RP3003527 

Homo sapiens mRNA for protein kinase DyrklB. 

5.1e-91:445:97 

Y17999 

R-NT2RP3003532 

Mus musculus cell surface molecule OX-2 mRNA, complete cds. 

1.2e-30:529:67 

AF004023 

R-nnnnnnnnnnnn 

Homo sapiens PAC clone DJ0531G15 from 7p21 , complete sequence. 

0.13:294:61 

AC004739 
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R-NT2RP3003559 

?4e H 15 P 342 0 68 F17 ' TR ° IT " HSP H ° m ° SaPiePS 9en ° ml ° C '° ne 2307F17 ' 9 enomic surve V sequence. 
AQ016972 

R-NT2RP3003614 

Homo sapiens chromosome 19, cosmid F21967, complete sequence 

0.013:174:64 

AC005256 

R-NT2RP3003729 

R-NT2RP3003849 

Genomic sequence from Human 9q34, WORKING DRAFT SEQUENCE, 6 unordered pieces 

8.9e-1 06:557:94 

AC002320 

R-NT2RP3003874 

Homo sapiens incomplete cDNA for a mutated allele of a myosin class I mvh-1c 
1.6e-55:302:94 ' 
AJ001381 

R-NT2RP3003963 

su,^ SOrted Chr ° m0S0me 1 1 speclf lc cosmid Homo sa P jen * genomic clonecSRL-66f9, genomic 

0.028:78:76 
B05608 

R-NT2RP3004000 

membrane Pr0teln TAPA ' 1 ^ B ce » "ymphoma line 38C1 3, Genomic, 861 nt, segment 7 of 7]. 

S45012 

R-NT2RP3004025 

Homo sapiens chromosome 19, cosmid F17987, complete sequence 

0.71:197:62 

AC004790 

R-NT2RP3004075 

R-NT2RP3004083 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig fraqment No 5 

0.27:375:59 

Z97340 

R-NT2RP3004090 

2 ^2e H 4 S 0 P 2^S H20 TR ^'"^ H °™ ***** ^ 2 ™™> SUfVey Se ^ ence ' 

B99962 

R-NT2RP3004119 

Homo sapiens PAC clone DJ1 059M1 7 from 7q21 -q31 .1 , complete sequence 

8.3e-42:475:73 

AC004953 

R-NT2RP3004130 

R-NT2RP3004133 
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CIT-HSP-2306G15TR CIT-HSP Homo sapiens genomic clone 2306G15, genomic survey sequence. 

0.00037:194:64 

AQ022229 

5 R-NT2RP3004202 

Homo sapiens BAC clone GS285F21 from 7q21-q22, complete sequence. 

0.65:209:62 

AC004012 

10 R-NT2RP3004294 

R-NT2RP3004309 

Homo sapiens Chromosome 11 q12.2 PAC clone pDJ51 9o1 3 containing human gene for ferritin heavy chain (FTH), 
complete sequence. 
15 7.4e-99:500:96 
AC004228 

R-NT2RP3004321 

Human chromosome 11 168h3 cosmid, complete sequence. 
20 l.7e-1 05:540:96 

U73637 

R-NT2RP3004345 

Human BAC clone RG016J04 from 7q21 , complete sequence. 
25 0.00033;348:61 
AC002064 

R-NT2RP3004355 

Plasmodium falciparum 3D7 chromosome 12 PFYAC1122 genomic sequence, WORKING DRAFT SEQUENCE, 
so 3 unordered pieces. 

0.0029:180:66 
AC004709 

R-NT2RP3004374 

35 Human DNA sequence from clone 1177E19 on chromosome 1 p36.1 2-36.31 . Contains the 3' part of the DNA- 

binding Zinc finger protein RIZ gene, ESTs, an STS, GSSs and a CpG island, complete sequence. 
4.3e-1 8:223:77 
AL031277 

40 R-NT2RP3004406 

Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 4-70, complete sequence. 

1.0:201:62 

AL010239 

45 R-NT2RP3004481 

R-NT2RP3004552 

Human germline immunoglobulin lambda light chain pseudogene (VII. 1). 
1.0:165:63 
so X57825 

R-NT2RP3004625 

Homo sapiens 1-1 receptor candidate protein mRNA, complete cds. 
8.2e-49:352:84 
55 ' AF082516 

R-NT2RP3004640 

Homo sapiens full length insert cDNA clone ZC45E05. 
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1.2e-96:471 :98 
AF086205 



R-NT2RP3004647 

Homo sapiens mRNA for KIAA0446 protein, complete cds 

1.5e-1 09:555:96 

AB007915 



R-NT2RP4000108 

Mouse neurofilament protein (NF-L) gene, 3' flank. 

1 .0e-09:344:63 

M55424 



R-NT2RP4000634 

Tr°^ n l X?22 BAC GSHB 526021 (Gen ° me SyStemS Human BAC ,ibrar V) com P |et * sequence. 



1.6e-1 6:267:71 
AC003037 



R-NT2RP4000962 

Human DNA sequence from PAC 970D1.on chromosome 1q24. Contains ESTs, STSs and a BAC end-sequence 



(GSS) 
0.026:176:67 
AL021069 



R-NT2RP4001001 

Drosophila melanogaster Oregon-R mitochondrial A+T 

0.00026:354:61 

U11584 . 

R-NT2RP4001009 

Homo sapiens mRNA for Hs Ste24p, complete cds. 

1 .6e-82:408:98 

AB016068 



R-NT2RP4001467 

Human placental cDNA coding for 5'nucleotidase (EC 3 1 3 1 

1.8e-1 11:545:97 

X55740 



R-NT2RP4001877 

Yeast (S.cerevisiae) mitochondrial cob gene, intron 4 

0.19:384:59 

J01469 



R-NT2RP4001879 

Homo sapiens full length insert cDNA clone ZD76G1 0. 

4.4e-1 07:548:94 

AF086408 



R-NT2RP4002187 

RPCI11-69F22.TK RPCI11 Homo sapiens genomic clone R-69F22, genomic survey sequence 
7.1e-37:240:89 / i ■ 



7.1e-37:240:89 
AQ238297 



R-NT2RP4002451 

Human DNA sequence*** SEQUENCING IN PROGRESS 

5.8e-1 11:575:96 

Z98200 



from clone 1 11B22, WORKING DRAFT SEQUENCE. 
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R-NT2RP4002715 

Human Chromosome 11 pac pDJ148f1 , WORKING DRAFT SEQUENCE, 27 unordered pieces. 

2.5e-61:367:90 

AC001232 

5 

R-NT2RP4002750 

Rattus norvegicus mRNA for cation ic amino acid transporter 3, complete cds. 

1.2e-52:527:74 

AB000113 

10 

R-OVARC1 000003 

Homo sapiens clone DJ0856O24, WORKING DRAFT SEQUENCE, 4 unordered pieces. 

2.3e-1 0:1 40:77 

AC004909 

15 

R-OVARC1 000090 

Homo sapiens genomic DNA, 237 kb segment from 6p21 .3 region including HLA genes, WORKING DRAFT SE- 
QUENCE. 
2.8e-59:323:78 
20 D84394 

R-OVARC1000105 

H. sapiens gene for ribosomal protein L38. 
2.7e-12:83:100 

25 Z26876 

R-OVARC1000137 
R-OVARC1 000208 

30 Homo sapiens PAC clone DJ0817I18 from 7p11.2p13, complete sequence. 

2.7e-52:464:79 
AC004901 

R-OVARC1 000255 
35 H. sapiens syk mRNA for protein-tyrosine kinase. 

I. 9e-1 05:51 1:98 
Z29630 

R-OVARC1 000275 

40 

R-OVARC1 000298 

Plasmodium falciparum carbamoyl phosphate synthetase II gene, complete cds. 

0.66:364:59 

L32150 

45 

R-OVARC1 000307 
R-OVARC1000313 

Homo sapiens mRNA for KIAA0573 protein, partial cds. 
50 1.6e-96:534:93 
AB011145 

R-OVARC1 000331 

Sequence 2 from patent US 5763589. 
55 8.1e-66:335:97 
AR012692 

R-OVARC1 000410 
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Homo sapiens clone 23767 and 23782 mRNA sequences 

1.0e-88:462:94 

AF007150 



R-OVARC1 000439 

E.coli fanG and fanH genes. 

0.99:424:58 

Y00531 



R-OVARC1 000467 

n S rf?> t ~ A2 ^ A1 CIT Approved Human Genomlc S P erm Ltorary D Homo sapiens genomic clone Plate=3235 
Gol=24 Row= A, genomic survey sequence. 
9.2e-09:1 25:76 
AQ206826 



R-OVARC 1000529 



R-OVARC1 000553 

Homo sapiens chromosome 19, cosmid R26894, complete sequence 

2.0e-84:437:96 

AC005594 

R-OVARC1 000775 

o^ H o S /" 2060P5TF CIT ~ HSP Homo sa P jens genomic clone 2060P5, genomic survey sequence. 0.29:223:63 
B70025 



R-OVARC1 000811 
Homo sapi 
2.8e-89:43 
AC004235 



Homo sapiens chromosome 16, cosmid clone 432A1 (LANL), complete sequence 
2.8e-89:438:98 



R-OVARC1 000853 
RPCI11 
5.3e-53 
B76661 



?^S"« 8 S 11,TV RPCI " 11 Homosaplens genomic clone RPCI-11-16C11, genomic survey sequence. 
5.30-53.31 7:92 



R-OVARC 1000873 

S^S^ii^™ J?" C, ° ne 1049316 ° n chromosome 20q12-13.2 Contains gene similar to GLU- 
COSAMINE-6-SULFATASE, a nuclear receptor coactivator gene, ESTs, STSs, GSSs, complete sequence 



1.2e-1 02:51 1:97 
AL034418 

R-OVARC1000916 
H.sapiens PISSLRE mRNA. 
5.8e-111:588:94 
X78342 



R-OVARC1 000956 

mo7hIc ^^SS* 01 " C0Sm ' d L241B9, Huntin9t0n ' s Disease Re 9 jon ' chromoBome 4 P 16.3 contains poly- 

2.7e-89:478:94 

Z69708 



R-OVARC1 000995 

Human DNA sequence from clone 885E17 on chromosome 1p33-34.1 . Contains STSs and GSSs and genomic 
marker D1S1302, complete sequence. H«"«mic 
9.5e-46:325:84 
AL031294 
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R-OVARC1001030 

Homo sapiens neuroendocrine-specific protein C (NSP) mRNA, complete cds. 

1.2e-05: 197:63 

L10335 

5 

R-OVARC1001049 
R-OVARC1001086 

Homo sapiens cyclin T2a mRNA, complete cds. 
10 4.3e-1 05:569:94 

AF048731 

R-OVARC1 001132 

Homo sapiens genomic DNA, chromosome 21 q1 1.1, segment 9/28, WORKING DRAFT SEQUENCE. 
15 2.2e- 111:569:96 

AP000038 

R-OVARC1001163 

Sus scrofa MHC SLA class ill steroid 21 -hydroxylase (CYP21) gene, complete cds, ORF human-like gene, last 5 
20 exons. 

0.010:349:60 
M 83939 

R-OVARC1001222 

25 Spiroplasma citri orfa and orff genes, partial cds, orfb, orfc, and orfe genes and Spiroplasma virus SpV1 -derived 

ORF1 and ORF3 genes, complete cds, and SpV1 -derived ORF14 gene, partial cds. 
0.58:184:60 
U28972 

30 R-OVARC1001260 

Homo sapiens clone DJ0856O24, WORKING DRAFT SEQUENCE, 4 unordered pieces. 

1.1e-10:140:78 

AC004909 

35 R-OVARC1001336 

Homo sapiens clone DJ0856O24, WORKING DRAFT SEQUENCE, 4 unordered pieces. 

2.3e-1 0:140:77 

AC004909 

40 R-OVARC1001338 

R-OVARC1 001569 

R-OVARC1 001570 

45 

R-OVARC1 001596 

Homo sapiens chromosome 17, clone hRPK.372_K_20, complete sequence. 

5.9e-47:361 :83 

AC005951 

50 

R-OVARC1001607 

Human beta- 1 ,2-N-acetylglucosaminyltransf erase II (MGAT2) gene, complete cds. 

3.3e-1 12:559:96 

U15128 

55 

R-OVARC1001725 

Homo sapiens patched related protein TRC8 (TRC8) gene, exon 1 and partial cds. 
3.9e-56:318:95 
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AF064800 
R-OVARC1001727 

Human DNA sequence from clone 48A11 on chromosome 20p12 Contains EST, STS, GSS, complete sequence 

6. 1e-1 01:533:94 

AL031132 

R-OVARC1001807 

Human TR3 orphan receptor mRNA, complete cds. 

2.8e-87:426:97 

L13740 

R-OVARC1001833 

Mouse fork head related protein (HNF-3beta) mRNA, complete cds. 

1.1e-21:263:76 

L10409 

R-OVARC1001991 

H. sapiens chromosome 22 CpG island DNA genomic Mse1 fragment, clone 301 e3, reverse read 301 e3 r. 
0.90:151:59 

Z79826 

R-OVARC1 002058 

Homo sapiens full length insert cDNA clone ZD58C02. 

I. 9e-1 05:547:95 
AF088043 

R-OVARC1002178 

Human DNA sequence from clone 267M20 on chromosome Xq22.2-22.3. Contains part of the DIAPH2 gene and 

a pseudogene, ESTs, STSs and GSSs, complete sequence. 

0.26:429:58 

AL031053 

R-PLACE1 000033 

Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING DRAFT SEQUENCE, 4 

unordered pieces. 

0.098:467:59 

AC004688 

R-PLACE1 000231 

Homo sapiens BAC clone RG060N22 from 7q21 , complete sequence. 

0.91:141:64 

AC003083 

R-PLACE 1000258 

Human DNA sequence from clone 710L4 on chromosome Xq11 .2-12 Contains part of a gene similar to myotubu- 

larin-related protein, EST, STS and GSS, complete sequence. 

3.8e-53:524:75 

AL034408 

R-PLACE1 000442 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: K22F20, complete sequence 

3.0e-07:413:62 

AB016873 

R-PLACE1 000560 

Homo sapiens chromosome 5, BAC clone 194j18 (LBNL H158), complete sequence 
6.3e-59:323:94 
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AC005368 

R-PLACE1 000740 

H. sapiens PEX gene. 
5 0.0065:202:63 

Y10196 

R-PLACE1000912 

10 R-PLACE1000914 

Homo sapiens chromosome 17, clone HCIT145P4, WORKING DRAFT SEQUENCE, 8 unordered pieces. 

3.4e-68:452:86 

AC002093 

15 R-PLACE1 000927 

Cowpox virus strain GRI-90 DNA (49 kb fragment). 

I. 8e-46:432:76 
Y15035 

20 R-PLACE1 000986 

HS_2037_A2_B06jv1R CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2037 

CoM2 Row=C, genomic survey sequence. 

0.087:48:89 

AQ232754 

25 

R-PLACE1001016 

M.fascicularis gene for apolipoprotein A-IV. 

0.016:226:61 

X68361 

30 

R-PLACE1001100 

Human DNA sequence from PAC 426I6 on chromosome 1p34.1-1p35. Contains NIPP-1 -like gene a nuclear in- 
hibitor of protein phosphatase-1 , ESTs, and a CA repeat. 
3.4e-37:320:80 
35 AL020997 

R-PLACE1001114 

RPC111-5C23.TV RPCI-11 Homo sapiens genomic clone RPCI-11-5C23, genomic survey sequence. 
9.2e-44:1 73:85 
40 B49180 

R-PLACE1 001123 

R-PLACE1001183 
45 Plasmodium falciparum MAL3P8, complete sequence. 

0.47:217:63 
AL034560 

R-PLACE1001229 

so Mitochondrion Culex torrentium A+T rich mitochondrial control region. 

3.3e-09:356:63 
U69573 

R-PLACE1001231 

55 Rattus norvegicus sodium-dependent multi-vitamin transporter (SMVT) mRNA, complete cds. 

1.2e-09:1 86:72 
AF026554 
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R-PLACE1001340 

Homo sapiens mRNA for KIAA0719 protein, complete cds 

2.0e-51:265:98 

AB018262 



R-PLACE1001401 

Bactrocera dorsalis strain Tahiti mitochondrial D-loop region, complete sequence 

0.0073:203:60 

AF033929 



R-PLACE1001407 
Human 01 s 
5.8e-70:36 
AL023582 



Human DNA sequence from clone 496H19 on chromosome 6q24 Contains ESTs, complete sequence 
5.8e-70:360:96 



R-PLACE1001464 

Human placental cDNA coding for5'nucleotidase (EC 3 13 5) 

3.1e-90:457:96 

X55740 



R-PLACE1001500 

Homo sapiens clone DJ0917G04, WORKING DRAFT SEQUENCE 35 unordered 

1.0:232:62 

AC004929 



R-PLACE1001516 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-575C2, complete sequence 

1.9e-26:1 68:88 

AC002425 



R-PLACE1001536 

Human Chromosome X clone bWXD187, complete sequence 

6.5e-61:310:98 

AC004383 



R-PLACE1001564 

Human DNA sequence *** SEQUENCING IN PROGRESS — from clone 287G14, WORKING DRAFT 

QUENCE. 

2.9e-1 00:504:97 

AL033377 



R-PLACE1001655 
Homo sapi 
3.8e-1 17:1 
AF043472 



Homo sapiens Shab-related delayed-rectifier K+ channel alpha subunit (KCNS3) mRNA, complete cds. 
3.8e-1 17:578:97 



R-PLACE1001788 

Sequence 9 from Patent W09722695. 

1.9e-05:91:82 

A63556 



R-PLACE1001795 



R-PLACE1001836 
, complete sequence. 
4.1e-14:269:69 
AC005406 
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R-PLACE1001918 

Human HepG2 3' region Mbol cDNA, clone hmd4f06m3. 

7.3e-25:1 51:95 

D17237 

5 

R-PLACE1001949 

Human DNA sequence from PAC 436M11 on chromosome Xp22.1 1-22.2. Contains the serine threonine protein 
phosphatase gene PPEF1, and the first coding exon of the RS1 gene for retinoschisis (X-linked, juvenile) 1 
(XLRS1). Contains ESTs, an STS and GSSs, complete sequence. 
10 0.54:165:63 
Z94056 

R-PLACE1 002080 

Homo sapiens chromosome 17, clone hRPC.971_F„3, WORKING DRAFT SEQUENCE, 1 ordered pieces. 
15 3.7e-60:289:95 
AC004150 

R-PLACE1 002095 

Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 3-52, complete sequence. 
20 0.00052:422:59 
AL008982 

R-PLACE1002153 

Homo sapiens TACC2 protein (TACC2) mRNA, partial cds. 
25 4.6e-1 00:51 4:95 

AF095791 

R-PLACE1 002329 

Homo sapiens chromosome 19, cosmid R31855, complete sequence. 
30 1 .3e-46:257:95 

AC005782 

R-PLACE1 002355 

HS_2057_B1_D01_T7C IT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2057 
35 Col=1 Row=H, genomic survey sequence. 

0.089:132:65 
AQ245227 

R-PLACE1 002374 

40 Human mRNA for pro-cathepsin L (major excreted protein MEP). 

2.6e-1 01:501:97 
X12451 

R-PLACE1002518 

45 HS_21 76_A2_D04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone 

Plate=2176 Col=8 Row=G, genomic survey sequence. 
1.7e-43:221:100 
AQ014851 

50 R-PLACE1 002547 

Homo sapiens mRNA for KIAA071 9 protein, complete cds. 

2.0e-53:276:97 

AB018262 

55 R-PLACE1 002726 

Human DNA-binding protein ABP/ZF mRNA, complete cds. 

1.1e-37:212:94 

U82613 
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R-PLACE1 002905 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 215D11, WORKING DRAFT SE- 

QUENCE. 

1.2e-42:302:86 

AL034417 



R-PLACE1 002911 



R-PLACE1 002967 

Homo sapiens chromosome 16, BAC clone 461 A8, complete sequence 

2.3e-39:310:82 

AC006111 



R-PLACE1003135 

QUENCE Um faldparUm ° NA SEQUENCING IN PROGRESS *** from MAL4P1, WORKING DRAFT SE- 

2.2e-07:418:60 
AL034557 



R-PLACE1003163 

Homo sapiens DBI-related protein mRNA, complete cds. 

4.7e-1 10:547:96 

AF069301 

R-PLACE1 003407 

Homo sapiens putative transmembrane protein (CLN5) mRNA, complete cds 

1 .7e-47:287:91 

AF068227 



35 



40 



30 ' R- PLACE 1003428 

Human DNA sequence from clone 55C23 on chromosome 6q22.3-23.3 contains vanin-like genes VNN1 and VNN2 

ESTs, GSSs„ complete sequence. 

1.1e-75:268:98 

AL032821 

R-PLACE1 003438 

R-PLACE1 003460 

HS_3026_B1_A08_MR CIT Approved Human Genomic Sperm Library D Homosapiens genomicclone Plate=3026 
Col=15 Row=B, genomic survey sequence. 
0.30:100:69 
AQ093523 

R-nnnnnnnnnnnn 

Homo sapiens clone DJ0981007, complete sequence. 
3.3e-46:135:98 
AC006017 

R-PLACE1 003573 

HS_3079_B2_A02_MRCIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=3079 
Col=4 Row=B, genomic survey sequence. 
1.18-49:261:96 
AQ121751 



50 



R-PLACE1 003598 
R-PLACE1 003644 

Caenorhabditis elegans cosmid F52H3, complete sequence. 
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0.38:345:62 
Z66512 

R-PLACE1 003737 

Homo sapiens Xp22-83 BAC GSHB-324M7 (Genome Systems Human BAC Library) complete sequence. 

1.9e-77:406:96 

AC005859 

R-PLACE1 003772 

Human DNA sequence from PAC 426I6 on chromosome 1p34.1-1p35. Contains NIPP-1 -like gene a nuclear in- 
hibitor of protein phosphatase- 1, ESTs, and a CA repeat. 
2.2e-29:454:70 
AL020997 

R-PLACE1 003839 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-69G12, complete sequence. 

3.0e-52:272:97 

AC004131 

R-PLACE1 003845 

HS_321 9_A1_A1 0_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=321 9 

Col=19 Row=A, genomic survey sequence. 

1.5*13231:70 

AQ181482 

R-PLACE1 003852 

Homo sapiens mRNA for KIAA0758 protein, partial cds. 

6.8e-86:439:96 

AB018301 

R-PLACE1 004028 

R-PLACE1 004078 

Homo sapiens 12p13.3 PAC RPCI5-940J5 (Roswell Park Cancer Institute Human PAC Library) complete se- 
quence. 
5.0e-36:310:80 
AC006064 

R-PLACE1004166 

Petromyzon marinus neurofilament subunit NF-180 mRNA, complete cds. 

0.95:224:62 

U19361 

R-nnnnnnnnnnnn 

Fugu rubripes GSS sequence, clone 076D01bH10, genomic survey sequence. 

3.0e-08:1 07:77 

AL026605 

R-PLACE1004199 

Human prostaglandin D2 synthase gene, exons 2 through 6 and complete cds. 

0.0028:157:67 

M 98538 

R-PLACE1 004279 

Human DNA sequence from PAC 193B12 on chromosome 6p21 .3-22.3. Contains histone H2A/d, H2B/d, H2A.i, 
H1.5, H3.F, H4.k, H3/j genes, histone pH2b.i and hypothetical protein A4 pseudogenes, histone H2A.1 and H2B. 
2 duplicate genes, Glycine (GGC) tRNA gene, olfactory receptor OL1 like gene, ESTs STSs and predicted CpG 
islands. 
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0.00065:228:58 
Z98744 

R-PLACE 1004282 
R-PLACE1 004305 

Homo sapiens mRNA for KIAA0740 protein, complete cds 

2.0e-77:377:99 

AB018283 

R-PLACE1 004441 

RPCI11-76P13TV RPCI11 Homo sapiens genomic clone R-76P13, genomic survey sequence 

1.8e-73:370:97 

AQ281810 

R-PLACE1 004450 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: K24G6, complete sequence 

0.87:269:59 

AB012242 

R-PLACE1 004482 

Mus musculus hematopoietic lineage switch 2 (HLS2) mRNA, complete cds 

5.2e-33:356:75 

AF009513 

R-PLACE1 004492 

Mus musculus mRNA for Doc2, partial cds. 

4.1e-28:268:77 

D50000 

R-PLACE1004519 

Human DNA sequence from clone 24o1 8 on chromosome 6p21 .31-22.2 Contains zinc finger protein pseudogerie 
VNO-type olfactory receptor pseudogene, nuclear envelope pore membrane protein, EST, STS, GSS complete 
sequence. ' 
1.8e-14:330:67 
AL021808 

R-PLACE1 004520 

Human pregnancy specific beta- 1 -glycoprotein 1 (PSG1) gene. 

1.4e-73:397:93 

M93705 

R-PLACE 1 004630 
R-PLACE1 004637 

Human Chromosome 11 Cosmid cSRL16b6, complete sequence 

5.5e-1 08:625:91 

U73638 

R-PLACE 1004648 
R-PLACE1004816 

Homo sapiens mRNA for Hakata antigen, complete cds. 

5.6e-1 03:586:90 

D88587 

R-PLACE1 004887 

CIT-HSP-2172H20.TR CIT-HSP Homo sapiens genomic clone 21 72H20, genomic survey sequence. 
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1.2e-31: 177:97 
B99962 

R-PLACE1 005003 
5 Mus musculus clone OST13719, genomic survey sequence. 

0.0043:159:64 
AF046703 

R-PLACE1 005005 

10 Homo sapiens ubiquitin conjugating enzyme G2 (UBE2G2) mRNA, complete cds. 

2.1e-56:299:95 
AF032456 

R-PLACE1 005031 

15 Homo sapiens chromosome 1 7, clone hRPK.156_.L_14, complete sequence. 

1.0:155:65 
AC005821 

R-PLACE1 005239 

20 Homo sapiens mRNA for HIRIP3 protein (clone pH4-31 , pH4-17). 

4.4e-85:450:93 
AJ223351 

R- PLACE 1005250 

25 Mus musculus maternal transcript Maid (Maid) mRNA, complete cds. 

7.7e-1 9:232:73 
U50734 

R-PLACE1 005383 
30 Homo sapiens UP50 mRNA, complete cds. 

2.0e-77:471:88 
AF093118 

R-PLACE1 005410 
35 Canis familiaris sec61 homologue mRNA, complete cds. 

6.4e-12:132:82 
M 96629 

R-PLACE1 005426 

^0 Human pregnancy specific beta-1 -glycoprotein 4 (PSG4) mRNA, complete cds. 

2.3e-1 09:574:94 
M94891 

R-PLACE1005519 

45 Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MAL4P1 , WORKING DRAFT SE- 

QUENCE. 
4.1e-08:426:61 
AL034557 

50 R-PLACE1 005539 

R-PLACE1 005544 

Homo sapiens chromosome 19, cosmid F20887, complete sequence. 
1.0e-1 7:202:73 
55 AC005578 

R-PLACE1 005569 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 159A1 , WORKING DRAFT SEQUENCE. 
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3.8e-89:470:95 
AL034397 



R-PLACE 1005601 

Homo Sapiens angiotensin II receptor gene, complete cds 

8.0e-52:301:90 

L48211 



R-PLACE1 005660 



R-PLACE1 005669 

Mitochondrion Culex torrentium A+T rich mitochondrial control region 

9.5e-09:338:63 

U69573 



R-PLACE1 005682 

Caenorhabditis elegans cosmid M70. 

0.012:226:62 

AF047661 



R-PLACE1 005725 

Caenorhabditis elegans DNA - SEQUENCING IN PROGRESS ~ from clone Y48E1 , WORKING DRAFT 

0.42:435:59 
Z92856 



R-PLACE1 005736 

Rattus norvegicus DD6A4-1 mRNA, partial sequence 

9.0e-21:282:73 

AF034237 



R-PLACE1 005745 

RPCI11-88L20.TJ RPCI11 Homo sapiens genomic clone R-88L20, genomic survey sequence 

2.4e-62:310:99 

AQ281511 

R-PLACE1 005768 

Human DNA sequence from Fosmid 24E5 on chromosome 22q11 .2-qter contains paralbumin, ESTs STS 

o.6e-94:511 :93 

Z82185 



R-PLACE1005815 

Human Chromosome 16 BAC clone CIT987SK-A-635H12, complete sequence 

9.0e-55:586:73 

AC002310 



R-PLACE1 005878 
R-PLACE1 005927 



R-PLACE1 006071 

CIT.HSP-2308A18TR CIT-HSP Homo sapiens genomic clone 2308 A1 8, genomic survey sequence. 



1.6e-76:410:95 
AQ022149 



R-PLACE1 006073 

Homo sapiens mRNA for glucuronyltransf erase I, complete cds 
2.2e-97:513:93 
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AB009598 
R-PLACE1 006079 

Homo sapiens distal-less homeobox protein (DLX3) gene, complete cds. 
5 5.4e-57:333:91 
AF028233 

R-PLACE1 006093 

10 R-nnnnnnnnnnnn 

Caenorhabditis elegans mRNA for GAP-2-7, partial cds. 

1.9e-08:251:60 

AB0 11 283 

15 R-PLACE1006219 

HS_321 9_A1 _A1 0_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=321 9 

Col=19 Row=A, genomic survey sequence. 

3.1e-12:228:69 

AQ181482 

20 

R- PLACE 1006277 

Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 159A1 , WORKING DRAFT SEQUENCE. 

7.8e-96:557:91 

AL034397 

25 

R- PLACE 1006290 

Bacillus whitei clone pWH/Cugl satellite DNA. 

0.37:209:62 

U90159 

30 

R- PLACE 1006443 

Homo sapiens chromosome 17, clone HCIT145P4, WORKING DRAFT SEQUENCE, 8 unordered pieces. 

8.9e-76:451 :91 

AC002093 

35 

R-PLACE1006515 

Homo sapiens mRNA for KIAA0576 protein, partial cds. 

2.1e-76:413:94 

AB011148 

40 

R-PLACE1006716 

M.musculus gene encoding prostaglandin D synthase, putative. 

1.0:199:59 

Y10138 

45 

R-PLACE1 006786 

HS_2037_A2_B06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=2037 
Col=12 Row=C, genomic survey sequence, 
0.33:47:91 
so AQ232754 

R- PLACE 1006809 

Homo sapiens Xq28 genomic DNA in the region of the L1 CAM locus containing the genes for neural cell adhesion 
molecule L1 (L1CAM), arginine-vasopressin receptor (AVPR2), C1 p115 (C1), ARD1 N-acety (transferase related 
55 protein (TE2), renin-binding protein (RbP), host cell factor 1 (HCF1), and interleukin-1 receptor-associated kinase 

(IRAK) genes, complete cds, and Xq28lu2 gene. 
0.67:241:59 
U52112 
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R-PLACE1 006959 
R-PLACE1 007028 



R-PLACE1 007040 

Rabbit angiotensin-converting enzyme (ACE-P) gene, 5' end 

0.0037:208:65 

M58579 



R-PLACE1 007077 

CIT-HSP-2308A18TR CIT-HSP Homo sapiens genomic clone 2308A18, genomic survey sequence. 



3.0e-76:411:94 
AQ022149 



R-PLACE1 007081 
RPCI11-31 
1.9e-06:88 
AQ0 16433 



RPCI11-31D7.TJ RPCI-11 Homo sapiens genomic clone RPCI-11-31D7, genomic survey sequence. 
1 -9e-06:88:84 



R-PLACE1 007096 

H. sapiens DMD gene microsatellite (147-200bp) 

I. 0:142:59 
X77677 



R-PLACE1 007296 



R-PLACE1 007591 



Human DMA sequence from clone 113J7 on chromosome X P 11 .22-11 .4. Contains part of a putative Homeobox 
(pseudo?) gene, ESTs and an STS, complete sequence. 

H C~ 4 4 ,OAO.<>/> 



1.6e-1 1:203:66 
AL023574 



R-PLACE1 007626 

Homo sapiens unknown mRNA, complete cds. 

4.9e-29:1 83:91 

AF047439 



R-PLACE1 007702 
Homo sapi 
2.3e-75:44 
AC002348 



Homo sapiens chromosome 17, clone 363G12, WORKING DRAFT SEQUENCE, 11 unordered pieces 
2.3e-75:445:90 



R-PLACE1 007845 
CIT-HSP-2 
0.00045: 1S 
AQ022229 



CIT-HSP-2306G15.TR CIT-HSP Homo sapiens genomic clone 2306G1 5, genomic survey sequence 
0.00045:194:64 



R-PLACE1 007881 
CITBI-E1-5 
0.43:104:6 
AQ263355 



CITBI-E1-2503C21.TF CITBI-E1 Homo sapiens genomic clone 2503C21, genomic survey sequence. 
0.43. 1 04.69 



R-PLACE1 007971 



R- PLACE 1008282 

Homo sapiens clone DJ0042M02, WORKING DRAFT SEQUENCE 20 unordered oi< 
7.7e-73:396:94 ' H 

AC005995 
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R-PLACE1 008297 

N.frontalis enolase gene, promotor region. 

1 .2e-08:457:57 

X81451 

5 

R-PLACE1 008359 

Plasmodium falciparum MAL3P1 , complete sequence. 

0.00044:443:56 

297348 

10 

R-PLACE1 008469 

Homo sapiens chromosome 17, clone HCIT145P4, WORKING DRAFT SEQUENCE, 8 unordered pieces. 

4.4e-78:536:84 

AC002093 

15 

R-PLACE1 008549 

Mus musculus E74-like factor 5 (Elf5) mRNA, complete cds. 

3.4e-30:256:75 

AF049702 

20 

R-PLACE1 008657 

Homo sapiens BAC clone GS067A24 from 7q21 .q21 .2, complete sequence. 

1.9e-40:320:82 

AC005009 

25 

R-PLACE1008716 

Human beta- 1 ,2-N-acetylglucosaminyltransf erase II (MGAT2) gene, complete cds. 

8.2e-118:591:96 

U15128 

30 

R-PLACE1 008744 

Sequence 1 from patent US 5691147. 

3.le-1 08:559:94 

176197 

35 

R-PLACE1 008984 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 167A19, WORKING DRAFT SE- 
QUENCE. 
1.6e-1 02:503:96 
40 AL031427 

R-PLACE1 008985 

Mus musculus synaptotagmin VIII mRNA, partial cds. 
9.7e-29:255:77 
45 U20107 

R-PLACE1 009067 

R-PLACE1009196 

so Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y48A6, WORKING DRAFT SE- 

QUENCE. 
0.0094:206:65 
292854 

55 R-PLACE1 009279 

Homo sapiens serine protease (PRSS11) mRNA, partial cds. 

2.4e-26:553:62 

AF097709 
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R-PLACE1 009527 

Human DNA-binding protein ABP/ZF mRNA, complete cds 

7.9e-91:497:91 

U82613 

R-PLACE1 009546 

Human PAC clone DJ218B13 from Xq23, complete sequence 

0.29:147:64 

AC002072 

R- PLACE 1009600 

Mouse mRNA for tetracycline transporter-like protein, complete cds 

6.1e-81:466:90 

D88315 

R-PLACE1 009735 

Homo sapiens clone NH0523H20, complete sequence. 

2.0e-74:268:99 

AC005041 

R-nnnnnnnnnnnn 

Homo sapiens DNA sequence from PAC 833B2 on chromosome Xq26.1-27.2. Contains an EST complete se- 
quence. ' 
1.9e-05:255:65 
AL023800 

R-PLACE1010011 
, complete sequence. 
2.9e-77:174:100 
AC005409 

R- PLACE 1010078 

Human DNA sequence - SEQUENCING IN PROGRESS from clone 209H1 , WORKING DRAFT SEQUENCE. 

1.0:1 08:65 

Z84465 

R-PLACE1010081 

Homo sapiens serine/threonine kinase RICK (RICK) mRNA, complete cds 

9.2e-1 05:560:93 

AF027706 

R-PLACE1010251 

Plasmodium falciparum MAL3P4, complete sequence. 

5.0e-07:468:58 

AL008970 

R-PLACE1010445 

Pan troglodytes HS19.8-similar locus and Y Alu element, genomic survey sequence 

1 .2e-49:303:90 

AF077058 

R-PLACE1010713 

RPCI11-69F22.TK RPCI11 Homo sapiens genomic clone R-69F22, genomic survey sequence 

7.4e-11:114:80 

AQ238297 

R-PLACE1010784 

Capra hircus strain Saanen, genomic survey sequence. 
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7.4e-24: 182:87 
AF083406 

R-PLACE1010827 

5 nbxb0026K23f CUGI Rice BAC Library Oryza sativa genomic clone nbxb0026K23f, genomic survey sequence. 

1.0:252:61 
AQ271546 

R-PLACE1010968 

10 Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING DRAFT SEQUENCE, 5 

unordered pieces. 
0.0038:295:57 
AC005308 

15 R-PLACE1011045 

Homo sapiens E1-like protein mRNA, complete cds. 

1 .6e-90:453:96 

AF094516 

20 R-PLACE1011116 

Homo sapiens embryonic lung protein (HUEL) mRNA, complete cds. 

4.6e-72:385:94 

AF006621 

25 R-PLACE1011236 

*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0289H06; HTGS phase 1, 

WORKING DRAFT SEQUENCE, 4 unordered pieces. 

0.98:142:65 

AC004580 

30 

R-PLACE1011364 
R-PLACE1011407 

Human DNA sequence from clone 127F18 on chromosome Xp11 .4-21 .3. Contains part of a novel gene with some 
35. similarity to parts of chicken Myosin Light Chain and- various species' lnterleukin-1 Receptor Type 1 (IL1-R-1). 
Contains GSSs, complete sequence. 
9.1e-27:293:74 
AL031575 

40 R-PLACE1011516 

Fugu rubripes GSS sequence, clone 190N14aC12, genomic survey sequence. 

1.0:96:68 

AL030602 

45 R-PLACE1011708 

Homo sapiens intrinsic factor-B12 receptor precursor, mRNA, complete cds. 

2.4e-91:521:91 

AF034611 

50 R-PLACE1011824 

Figure 6. DNA sequence of three 3'apoB VNTR alleles. 

2.2e-06:264:65 

M23046 

55 R-PLACE1011978 

Figure 2. Nucleotide and translated protein sequences of HPF1 , -2, and -9. 

4.8e-50:553:69 

M27877 
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R-PLACE2000118 

Homo sapiens DNA sequence from PAC 393P12 on chromosome Xp11.21. Contains a hypothetical protein 
KIAA0413 (KIAA0412, KIAA0065, KIAA0569) LIKE Zinc Finger protein pseudogene, a hypothetical Proline-rich 
protein KIAA0269 LIKE gene and a 60S Ribosomal Protein L7 LIKE pseudogene. Contains ESTs, an STS and a 
GSS (BAC end sequence), complete sequence. 
3. 9e-1 07:567:94 
AL022578 

R-PLACE2000219 

Homo sapiens clone RG132J19, complete sequence. 

4.7e-39:317:82 

AC005163 

R-PLACE3000181 

Human protocadherin 42 mRNA, 3' end of cds for alternative splicing PC42-8 

3.9e-81 :441 :94 

L11369 

R-PLACE3000213 

Sequence 1 from patent US 5691147. 

1.5e-1 09:559:95 

176197 

R-PLACE4000354 

Sequence 1 from patent US 5691147. 

2.7e-1 06:548:95 

176197 

R-PLACE4000455 

Arabidopsis thaliana genomic DNA chromosome 3, P1 clone: MEBS, complete sequence 

9.3e-07:357:60 

AB019230 

R-THYR01 000036 

Sequence 11 from patent US 5773248. 

4.0e-99:527:93 

AR014074 

R-THYR01 000061 

Homo sapiens chromosome 19, cosmid R34382, complete sequence 

7.3e-90:460:96 

AC005329 

R-THYR01 000099 

R-THYRO1000196 

Homo sapiens Ksp-cadherin (CDH16) mRNA, complete cds. 

1.1 e-1 04:530:96 

AF016272 

R-THYR01 000400 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-233A8, complete sequence 

1.0:308:61 

AC004685 

R-THYR01 000580 

Human Kox26 mRNA for zinc finger protein, partial. 
0.11:105:67 
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X52357 

R-THYR01 000584 

*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0539L10; HTGS phase 1, 
5 WORKING DRAFT SEQUENCE, 1 5 unordered pieces. 

1.4e-14241:68 
AC004480 

R-THYR01 000678 

10 Belonogaster petiolata 1 6S ribosomal RNA gene, mitochondrial gene for mitochondrial rRNA, partial sequence. 

0.049:150:64 
AF066910 

R-THYR01 000776 

is CITBI-E1-2505N5.TF.1 CITBI-E1 Homo sapiens genomic clone 2505N5, genomic survey sequence. 

0.38:179:63 
AQ241670 

R-THYR01 000795 

20 

R-THYR01 000846 

Homo sapiens hJAG2.del-E6 (JAG2) mRNA, alternatively spliced isoform of Jagged2, complete cds. 

3.6e-06:425:61 

AF029779 

25 

R-THYR01 000866 

Homo sapiens SKBIHs mRNA, complete cds. 

4.0e-42:251 :92 

AF015913 

30 

R-THYR01 000956 
R-THYR01 000964 

Human Chromosome 11 Cosmid cSRL186g7, complete sequence. 
35 0.18:292:61 
U73627 

R-THYR01 000999 

CIT-HSP-2288E24TR CIT-HSP Homo sapiens genomic clone 2288E24, genomic survey sequence. 
40 3.6e-1 8:292:71 

AQ002356 

R-THYRO1001063 

Homo sapiens chromosome 1 6 BAC clone CIT987SK-381 E1 1 complete sequence. 
45 1.5e-27:292:76 
AF001552 

R-THYRO1001071 

Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 37E1 6, WORKING DRAFT SEQUENCE. 
so i.7e-1 05:51 3:98, 

Z83844 

R-THYRO1001102 

Homo sapiens clone DJ0539M06, WORKING DRAFT SEQUENCE, 10 unordered pieces. 
55 3.2e-62:429:86 
AC004832 

R-THYRO1001113 
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Caenorhabditis elegans cosmid C25F9, complete sequence. 

0.026:338:58 

281476 

R-THYRO1001128 

Homo sapiens chromosome 9q34, clone 63G10, complete sequence. 

5.3e-12:132:79 

AC002096 

R-THYRO1001205 

Homo sapiens clone DJ1173I20, WORKING DRAFT SEQUENCE, 5 unordered pieces 

1.9e-60:251:85 

AC004987 

R-THYRO1001237 

R-THYRO1001242 

Mouse mRNA for thymic epithelial cell surface antigen, complete cds. 

1 5e-45:525:75 

D67067 

R-THYRO1001266 

H.sapiens DNA containing a polymorphic (CA)n repeat (436bp). 

6.0e-05:258:67 

X65457 

R-THYRO1001327 

Human DNA sequence from clone 453C12 on chromosome 20q12-13.12 Contains SDC4 (syndecan 4 (amphig- 
lycan, ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilin-4) STS, GSS, CpG 
island, complete sequence. 
2.8e-1 04:541:95 
AL021578 

R-THYRO1001456 

R-THYRO1001457 

H. sapiens mRNA for protein kinase C mu. 
2.9e-23:391:66 

X75756 

R-THYRO1001471 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-952F10, complete sequence 

0.39:271:61 

AC004787 

R-THYRO1001478 

R-THYRO1001495 

Homo sapiens clone DJ0813F11 , WORKING DRAFT SEQUENCE, 5 unordered pieces. 

2.8e-88:446:88 

AC006006 

R-THYRO1001523 

CIT-HSP-2333F9TF CIT-HSP Homo sapiens genomic clone 2333F9, genomic survey sequence 

I. 4e-05: 126:71 
AQ039390 

R-THYR01001529 
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R-THYRO1001593 

Homo sapiens chromosome 19, cosmid R33632, complete sequence. 

3.7e-1 00:51 4:96 

AC005781 

5 

R-THYRO1001608 

Homo sapiens clone DJ0635O05, WORKING DRAFT SEQUENCE, 7 unordered pieces. 

2.3e-40:369:79 

AC004845 

10 

R-THYRO1001641 

Homo sapiens clone 24448 unknown mRNA, partial cds. 

3.4e-11 0:562:96 

AF070638 

15 

R-THYRO1001700 
R-THYRO1001702 

Mus musculus mRNA for myeloid associated differentiation protein. 
20 1.1e-11:367:66 
AJ001616 

R-THYRO1001725 

Homo sapiens, clone hRPK.1_A_1 , complete sequence. 
25 9.1 e-1 2:329:65 

AC006196 

R-THYRO1001770 

Homo sapiens PAC clone DJ0755G17 from 7p21-p22, complete sequence. 
30 0.12:339:59 
AC004879 

R-THYRO1001803 

35 R-Y79AA1 000030 

Homo sapiens chromosome 5, BAC clone 319C17 (LBNL H159), complete sequence. 

2.0e-98:515:95 

AC005214 

40 R-Y79AA1000127 

Homo sapiens genomic DNA, chromosome 21q11 .1 , segment 5/28, WORKING DRAFT SEQUENCE. 

3.2e-115:551:99 

AP000034 

45 R-Y79AA1 000207 

Homo sapiens chromosome 17, clone hRPK.271_K_11 , complete sequence. 

1.8e-38:282:85 

AC005562 

so R-Y79AA1 000226 

Homo sapiens full length insert cDNA YN52F10. 

4.8e-09:1 04:85 

AF075033 

55 R-Y79AA1 000270 

Human mRNA for ORF, Xq terminal portion. 

1.0e-1 05:564:93 

D16469 
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R-Y79AA1 000426 

Rattus norvegicus activin beta E mRNA, complete cds. 

6.1e-50:562:72 

AF089825 

R-Y79AA1 000521 

Rattus norvegicus steroid sulfatase (Sts) mRNA, complete cds. 

0.48:233:62 

U37138 

R-Y79AA1 000750 

Human DNA from cosmid f23280 from chromosome 19q13.2, genomic sequence 

6.8e-07:320:60 

L47334 

R-Y79AA1 000776 
R-Y79AA1 000777 

Homo sapiens full length insert cDNA clone ZD93D1 0. 

2.9e-110:574:95 

AF088072 

R-Y79AA1 000876 

Mus musculus bone morphogenetic protein-6 (BMP-6) gene, exons 6 and 7 and complete cds 

0.0096:105:71 

U73520 

R-Y79AA1 000959 

Homo sapiens Hsp70 binding protein HspBPI mRNA, complete cds. 

1 .0e-78:453:92 

AF093420 

R-Y79AA1 000967 

Rattus norvegicus vesicla-associate calmoduhn-binding protein mRNA, complete cds 

2.3e-43:263:84 

L22557 

R-Y79AA1001013 
R-Y79AA1001056 

Mus musculus maternal transcript Maid (Maid) mRNA, complete cds 

1.5e-22:269:73 

U50734 

R-Y79AA1001062 

D.teissieri mitochondrial DNA for tRNA-fmet, tRNA-lle, tRNA-GIn & tRNA-Val 

1.1e-07:494:57 

X54011 

R-Y79AA1001090 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-279B10, complete sequence 

1.2e-26:269:77 

AC002300 

R-Y79AA1001212 

Homo sapiens SL15 protein mRNA, complete cds. 

5.7e-82:407:97 

AF038961 
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R-Y79AA1001264 

HS_21 95_A2_A07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=21 95 
Col=14 Row=A, genomic survey sequence. 
3.4e-07:101 :82 
s AQ191092 

R-Y79AA1001272 

Hansenuia wingei mitochondrial DNA, complete sequence. 
2.1e-05:435:60 
10 D31785 

R-Y79AA1001328 

Rattus norvegicus Delta 3 mRNA, complete cds. 
1.0e-29:356:72 
15 AF084576 

R-Y79AA1001426 

R-Y79AA1001430 
20 Homo sapiens mRNA for KIAA0469 protein, complete cds. 

6.2e-1 11:555:96 
AB007938 

R-Y79AA1001523 

25 Homo sapiens DNA sequence from PAC 41 8A9 on chromosome 6q21 . Contains the first (5') two exons of a CDK8 

(Cell Division Protein Kinase 8) LIKE gene, a Neutral Calponin LIKE pseudogene, ESTs and STSs, complete 
sequence. 
3.7e-71 :259:90 
Z84480 

30 

R-Y79AA1001530 

Human beta-tubulin gene (5-beta) with ten Alu family members. 

2.6e-56:301 :96 

X00734 

35 

R-Y79AA1001592 

HS_21 75_A2_B11_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic clone Plate=21 75 
Col=22 Row=C, genomic survey sequence. 
1.0:237:59 
40 AQ307634 

R-Y79AA1001727 

R-Y79AA1001787 
45 Homo sapiens mRNA for putative ATPase, partial. 

7.2e-80:405:97 
AJ009947 

R-Y79AA1001795 

so Human DNA sequence from clone 1 033B1 0 on chromosome 6p21 .2-21 .31 . Contains the BINGS gene, exons 1 1 

to 15 of the BING4 gene, the gene for GalT3 (beta3-Galactosyltransf erase), the RPS18 (40S ribosomal protein 
S18) gene, the SACM2L (suppressor of actin mutation 2, yeast, homolog) gene, a pseudogene similar to TAT- 
SF1 , a Pseudogene similar to zinc finger genes, the RING1 gene, the gene for HKE6 (RING2), the gene for HKE4 
(RING5), the RXRB (Retinoid X receptor beta) gene, the COL11A2 (collagen, type XI, alpha 2) gene, the HLA- 

55 DPB2 pseudogene and part of the HLA-DPA3 pseudogene. Contains predicted CpG islands, ESTs, STSs, and 

GSSs, complete sequence. 
4.2e-1 10:555:97 
AL031228 
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R-Y79AA1001799 
R-Y79AA1001803 

Rattus norvegicus secretogranin III (Sglll) mRNA, complete cds 

6.2e-60:499:77 

U02983 

R-Y79AA1001863 

Human DNA sequence from PAC 365E2 on chromosome 6p22.3-24.1 . Contains EST and STS 
1 .4e-45:261 :75 
AL0091 77 

R-Y79AA1 002022 

H. sapiens mRNA for basement membrane heparan sulfate proteoglycan 

I. 0:311:61 
X62515 

R-nnnnnnnnnnnn 

Plasmodium falciparum chromosome 2, section 18 of 73 of the complete sequence 

1.0:208:62 

AE001381 

R-nnnnnnnnnnnn 

Homo sapiens DNA, trinucleotide repeats region, clone CAG83 

0.17:132:67 

AB0 18494 

R-Y79AA1002213 

Human DNA sequence from PAC 340G1 on chromosome contains STS 

5.6e-46:490:73 

284719 

R-Y79AA1 002334 

Japanese Quail (C.cotumix) troponin T isoform mRNA, clone cC501 

0.96:210:63 

M26599 

R-Y79AA1 002373 

Human BAC clone RG126M09 from 7q21-q22, complete sequence 

9.7e-82:544:85 

AC002067 

R-Y79AA1 002376 

Human mitochondrial DNA, fragment M1 , encoding transfer RNAs, cytochrome oxidase I and 2 URFs 
1.9e-1 11:546:97 
M 10546 

R-Y79AA1 002378 

Mus musculus mRNA for zinc finger protein, complete cds, cioneCTfin51 

1 .5e-33:244:74 

D10630 

R-Y79AA1 002381 

Homo sapiens DNA sequence from PAC 179N16 on chromosome 6p21.1-21.33. Contains the SAPK4 (MAPK 
p38delta) gene, and the alternatively spliced SAPK2 gene coding for CSaids binding protein CSBP2 and a MAPK 
p38beta LIKE protein. Contains ESTs, STSs and two predicted CpG islands, complete sequence 
0.0046:177:68 
Z95152 
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Homology search result 8. 

[0300] The result of the homology search In the Human Unlgene(http://www. ncbi.nlm.nih.gov/UnlGene) using the 
clone sequences of the 5' -ends. 

5 

Indicated are from the top, 

the name of the clone sequence, 

title of the top hit data, 

the P-value: the length of the sequence used for comparison (nucleotide) :similarity (%), 
io the Accession No. of the top hit data. 

[0301] Data were not shown for the clones in which the P-value was higher than 1 . 

F-BNGH41 000020 
15 ESTs 

6.6e-72:412:92 
Hs.153375:AI287812 

F-BNGH41 000087 
20 Homo sapiens mRNA for MIFR-1 , complete cds 

0.027:499:57 
Hs.58269:AB010962 

F-BNGH41 000091 

25 Homo sapiens voltage-gated potassium channel eag (EAG) mRNA, complete cds 

5.2e-81 :687:76 
Hs.1 58305: AJ001 366 

F-HEMBA1 000006 

30 ESTs, Weakly similar to HYPOTHETICAL 51.2 KD PROTEIN IN LAG1-RPL14B INTERGENIC REGION [S.cere- 

visiae] 

2.0e-25:1 67:91 
Hs.9252:R53360 

35 F-HEMBA1 000121 

ESTs, Moderately similarto HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME III [Caenorhabditis 

elegans] 

3.0e-34:1 80:98 

Hs.149509:N24022 

40 

F-HEMBA1000128 
EST 

0.00069:177:62 
Hs.1 58854: AI377837 

45 

F-HEMBA1 000275 

Human modulator recognition factor I (MRF-1) mRNA, 3 4 end 

0.012:508:58 

Hs.920:M62324 

50 

F-HEMBA1 000300 

Human mRNA for KIAA0355 gene, complete cds 

1.6e-46:402:78 

Hs.1 5301 4:AB002353 

55 

F-HEMBA1 000349 
EST 

6.7e-08:65:95 
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Hs.54372:N80032 

F-HEMBA1 000443 
ESTs 

6.1e-23:278:76 
Hs.69492:AA1 16026 

F-HEMBA1 000462 

F-HEMBA1 000477 
ESTs 

6.9e-78:414:94 

Hs. 1 52861 :AA287444 

F-HEMBA1 000590 

Homo sapiens mRNA for matrilin-4, partial 

7.3e-95:482:96 

Hs. 129361 :AJ007581 

F-HEMBA1 000634 
ESTs 

1.3e-38:246:86 
Hs.6145:W26640 

F-HEMBA1 000671 

Zinc finger protein 140 (clone pHZ-39) 

2.4e-53:469:68 

Hs.154205:U09368 

F-HEMBA1 000713 

Homo sapiens 10kD protein- (BC10) mRNA, complete cds 

2.1e-127:442:97 

Hs.5300:AF053470 

F-HEMBA1 000732 

Homo sapiens latent transforming growth factor-beta binding protein 4S mRNA, complete cds 

1.0e-45:258:94 

Hs.85087:AF051344 

F-HEMBA1 000745 

Human cardiotrophin-1 (CTF1 ) mRNA, complete cds 

1.1e-07:316:61 

Hs.25537:U43030 

F-HEMBA1 000835 
ESTs 

4.2e-11:1 88:72 
Hs.116265:AI1 84988 

F-HEMBA1 000875 

Zinc finger protein 133 (clone pHZ-13) 

1.5e-27:1 69:93 

Hs.78434:U09366 

F-H EM BA1 000907 

Homo sapiens transcription factor forkhead-like 7 (FKHL7) gene, complete cds 

1.3e-06:545:60 

Hs. 1 43551 :AF048693 
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F-HEMBA1 000940 

Homo sapiens connexin46.6 (Cx46.6) gene, complete cds 

4.1e-18:307:66 

Hs.1 00072: AF01 4643 

5 

F-HEMBA1 000962 

Homo sapiens mRNA for MEGF8, partial cds 

0.0018:391:62 

Hs.158200:AB011541 

10 

F-HEMBA1001184 

Homo sapiens SH3 domain binding glutamic acid-rich-like protein (SH3BGRL) mRNA, complete cds 

2.7e-24:404:67 

Hs.14368:AF042081 

15 

F-HEMBA1 001221 

Human transmembrane protein mRNA, complete cds 

7.7e-44:858:63 

Hs.78531:U 19878 

20 

F-HEMBA1001228 

Human germline oligomeric matrix protein (COMP) mRNA, complete cds 

2.2e-85:463:93 

Hs.1584:AC003107 

25 

F-HEMBA1001272 
Antidiuretic hormone receptor 
0.064:616:57 
Hs.2524:L22206 

30 

F-HEMBA1001296 

Homo sapiens delta-catenin mRNA, complete cds 

0.031:410:59 

Hs.80220:U96136 

35 

F-HEMBA1001297 

Homo sapiens putative transcription factor CA150 mRNA, complete cds 

3.0e-15:143:81 

Hs.13063:AF017789 

40 

F-HEMBA1001390 

ESTs, Highly similar to polymerase l-transcript release factor [M.musculus] 

1.6e-49:297:91 

Hs.25581:AI246284 

45 

F-HEMBA1001563 
ESTs 

4.9e-12:160:74 
Hs.162813:AA524616 

50 

F-HEMBA1001621 

Human P2U nucleotide receptor mRNA, complete cds 

0.00098:314:61 

Hs.339:U07225 

55 

F-HEMBA1001878 

Homo sapiens U5 snRNP-specific 40 kDa protein mRNA, complete cds 
3.4e-1 72:81 0:98 
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Hs.10290:AF090988 
F-HEMBA1001886 

Human repressor transcriptional factor (ZNF85) mRNA, complete cds 

1.1e-115:849:80 

Hs.371 38:1135376 

F-HEMBA1 002048 

Homo sapiens mRNA for APC 2 protein, complete cds 

0.96:266:62 

Hs.20912:AB012162 

F-HEMBA1002131 

Homo sapiens mRNA for KIAA0584 protein, partial cds 

1.1e-45:709:66 

Hs.106794:AB011156 

F-HEMBA1002163 

AS PARTYL-TRN A SYNTHETASE 

0.026:568:58 

Hs.80758:J05032 

F-HEMBA1002164 

Pregnancy-associated plasma protein A 

0.0049:274:60 

Hs. 158229:1128727 

F-HEMBA1002167 

F-HEMBA1002178 

Homo sapiens mRNA for KIAA0584 protein, partial cds 

8.3e-48:794:65 

Hs.106794:AB011156 

F-HEMBA1002195 
EST 

2.0e-05:1 77:70 
Hs.145935:AI275921 

F-HEMBA1 002227 

Myristoylated alanine-rich C-kinase substrate 

1.2e-1 38:382:95 

Hs.75607:D10522 

F-HEMBA1 002239 

Homo sapiens mRNA, chromosome I specific transcript KIAA0488 

1.2e-47:570:71 

Hs.67619:AB007957 

F-HEMBA1002316 
EST 

1.8e-28:246:79 

Hs.1 36950: AA825638 

F-HEMBA1 002420 

Homo sapiens GABA-B receptor mRNA, complete cds 

1 .7e-05:303:63 

Hs.12307:AF056085 
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F-HEMBA1 002421 

Syndecan 2 (heparan sulfate proteoglycan 1 , cell surface-associated, flbroglycan) 

4.3e-1 67:778:98 

Hs.1501:J04621 

5 

F-HEMBA1 002524 

Human MHC Class I region proline rich protein mRNA, complete cds 

8.5e-1 28:751:89 

Hs.41548:U63336 

10 

F-HEMBA1 002551 
ESTs 

2.4e-25:207:84 
Hs.158172:N24325 

15 

F-H EMBA1 002767 

Homo sapiens chromosome 1p33-p34 beta-1 ,4-galactosyltransf erase mRNA, complete cds 

4.4e-1 70:798:98 

Hs.19154:AF038660 

20 

F-H EM BA1 002985 
ESTs 

2.6e-09:124:76 
Hs.118620:T60326 

25 

F-H EM BA1 002992 
ESTs 

2.4e-21:1 21:97 

Hs. 1 43571 :AI089396 

30 

F-HEMBA1 003047 

Homo sapiens intrinsic factor-B1 2 receptor precursor, mRNA, complete cds 

1.5e-1 88:873:99 

Hs.148318:AF034611 

35 

F-HEMBA1003072 

ESTs' 

1.2e-33:387:71 
Hs.59628:W91959 

40 

F-HEMBA1003101 

Homo sapiens tyrosylprotein sulfotransferase-2 mRNA, complete cds 

1.7e-1 40:671:98 

Hs.26350:AF049891 

45 

F-HEMBA1003120 

Zinc finger protein 91 (HPF7, HTF10) 

1.0e-24:1 43:76 

Hs.8597:L11672 

50 

F-HEMBA1003230 

Homo sapiens UP50 mRNA, complete cds 

1.8e-1 84:856:98 

Hs.11494:AF093118 

55 

F-HEMBA1 003294 

Human antisecretory factoM mRNA, complete cds 
5.1e-45:324:83 
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Hs.148495:AF050199 
F-HEMBA1003315 

Homo sapiens mRNA for TIP49, complete cds 

4.2e-1 9:377:64 

Hs.1 55541 :AF070735 

F-HEMBA 1003392 

Homo sapiens LDL receptor-related protein 6 (LRP6) mRNA, complete cds 

9.2e-1 85:851:99 

Hs.23672:AF074264 

F-HEMBA1 003399 

H.sapiens BDP1 mRNA for protein-tyrosine-phosphatase 

0.00042:297:61 

Hs.118929:X79568 

F-HEMBA1 003487 

Homo sapiens receptor for viral semaphorin protein (VESPR) mRNA, complete cds 

0.0011:237:63 

Hs.88145:AF030339 

F-HEMBA1003497 

ESTs, Weakly similar to similar to zinc finger 5 protein from Gallus gallus, U51 640 \H saoiensl 
2.5e-09:303:63 ' H J 

Hs.143723:H86048 

F-HEMBA1 003530 

Homo sapiens mRNA for ephrin-A2 

0.024:396:60 

Hs.1 58306: AJ007292 

F-HEMBA1 003602 

Homo sapiens DNA from chromosome 19, cosmid R29144 

0.0072:663:57 

Hs.1 55647: AC004221 

F-HEMBA1 003732 
ESTs 

1.0e-1 06:494:1 00 
Hs.157568:AI356515 

F-H EM BA1 003945 

Homo sapiens clone 638 unknown nRNA, complete sequence 

5.9e-78:310:93 

Hs.1 5951 5:AF091 085 

F-HEMBA1 004007 

PROTO-ONCOGENE TYROSINE-PROTEIN KINASE SRC 

0.56:165:64 

Hs.115742:AF077754 

F-HEMBA1 004067 

Fatty acid synthase {3' region} [human, breast and HepG2 cells, mRNA Partial 2237 ntl 
0.048:581:58 ' 
Hs.83190:U29344 

F-HEMBA1 004085 
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ESTs 

1.7e-1 5:92:98 
Hs.98138:AI183561 

5 F-HEMBA1004110 

Homo sapiens Intersectin short form mRNA, complete cds 

1.2e-1 59:779:96 

Hs.66392:AF064244 

10 F-HEMBA1 004250 

Human mRNA for KIAA0327 protein, complete cds 

2.1e-23:676:59 

Hs.149323:AB002325 

15 F-HEMBA1 004391 

NEURAL CELL ADHESION MOLECULE L1 PRECURSOR 

0.43:157:63 

Hs.1757:U52112 

20 F-H EM BA1 004444 

H. sapiens mRNA for gp25L2 protein 

I. 5e-54:544:73 
Hs.159569:X90872 

25 F-H EM BA1 004454 

Homo sapiens tetraspan NET-4 mRNA, complete cds 

1.1e-05:230:62 

Hs.20709:AF065389 

30 F-HEMBA1 004505 

ESTs 

9.1e-61:345:93 
Hs.4814:AA631254 

35 F-HEMBA1 004785 

Homo sapiens Polycomb 2 homolog (hPc2) mRNA, complete cds 

3. 7e-1 8:294:65 

Hs.123085:AF013956 

40 F-HEMBA1 004797 

ESTs 

3.9e-06:107:73 
Hs.42302:AI032142 

45 F-HEMBA1 004952 

Human cardiotrophin-1 (CTF1) mRNA, complete cds 

0.00021:175:68 

Hs.25537:U43030 

so F-HEMBA1 004971 

F-HEMBA1 004982 
. Human metabotropic glutamate receptor 8 mRNA, complete cds 
0.31:288:60 
55 Hs.86204:U92459 

F-HEMBA1 005070 

Human mRNA for KIAA0310 gene, complete cds 
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7.9e-67:370:93 
Hs.5716:AB002308 

F-HEMBA1 005084 

Homo sapiens mRNA for KIAA0612 protein, partial cds 

0.00022:400:59 

Hs.112499:AB014512 

F-HEMBA1005145 
Lymphocyte-activation gene 3 
3.4e-05:480:59 
Hs.74011:X51985 

F-H EM BA1 005230 
ESTs 

2.3e-1 03:481:99 
Hs.135112:AI090827 

F-H EM BA1 005246 

Homo sapiens ALR mRNA, complete cds 

2.0e-05:220:62 

Hs.1 53638: AF01 0403 

F-HEMBA1 005267 
ESTs 

5.6e-1 6:305:64 
Hs.125699:AA868017 

F-HEMBA1 005337 
EST 

2.1e-59:304:97 
Hs.48956:N64339 

F-H EM BA1 005430 
ESTs 

6.9e-1 9:333:65 
Hs.116567:AI332643 

F-HEMBA1 005449 

Human plectin (PLEC1) mRNA, complete cds 

0.026:576:56 

Hs.79706:U53204 

F-HEMBA1 005489 

Homo sapiens mRNA for KIAA0291 gene, partial cds 

0.14:551:59 

Hs.104717:AB006629 

F-H EM BA 1005522 

COAGULATION FACTOR VII PRECURSOR 

1.8e-1 2:298:64 

Hs.36989:M13232 

F-HEMBA1 005545 

MUSCARINIC ACETYLCHOLINE RECEPTOR M3 

2.6e-1 43:672:98 

Hs.7138:U29589 
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F-HEMBA1 005698 
ESTs 

1.8e-124:611:97 
Hs. 1 44441 :AI338335 

5 

F-HEMBA1 005913 

* F-HEMBA1 005929 

H.sapiens mRNA for serin e/threonine protein kinase EMK 
10 1.5e-86:847:72 

Hs.157199:X97630 

F-H EM BA1 005945 

ESTs, Weakly similar to F17E5.2 [C.elegans] 
15 42e-26:159:92 

Hs. 126571 :AI038963 

F-HEMBA1006016 
ESTs 

20 1.3e-22: 145:93 

Hs.33728:H97503 - 

F-HEMBA1006171 

25 F-HEMBA1 006276 

Homo sapiens KIAA0412 mRNA, partial cds 

5.18-19:371:65 

Hs.6200:AB007872 

30 F-HEMBA1 006299 

F-HEMBA1006311 

F-HEMBA1 006335 
35 _ ESTs 

0.00021:327:62 
Hs.146044:AI089998 

F-HEMBA1 006357 

40 Homo sapiens secretory carrier membrane protein (SCAMP2) mRNA, complete cds 

7.4e-28:389:67 
Hs.10761:AF005038 

F-HEMBA1 006430 
45 ESTs 

9.7e-92:463:95 
Hs.143702:AI084062 

F-HEMBA1 006482 

50 Homo sapiens h-sco1 (SC01) mRNA, nuclear gene encoding mitochondrial protein, complete cds 

6.2e-1 46:575:98 
Hs.14511:AF026852 

F-HEMBA1006517 
55 ESTs 

3.6e-63:381:87 
Hs.11611:W21919 
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F-HEMBA1 006544 

Homo sapiens suppressor of white apricot homolog 2 (SWAP2) mRNA, complete cds 

2.0e-50:503:76 

Hs.43543:AF042800 

F-HEMBA1 006572 

Calcium channel, voltage-dependent, P/Q type, alpha 1 A subunit 

0.031:611:57 

Hs.96253:U79666 

F-HEMBA1 006658 

Homo sapiens mRNA for KIAA0687 protein, partial cds 

1.2e-1 28:646:95 

Hs.3628:AB014587 

F-HEMBA1 006707 

Homo sapiens mRNA for matriIin-4, partial 
1.7e-1 01:476:98 
Hs. 1 29361 :AJ007581 

F-HEMBA1 006724 
ESTs 

8.3e-86:450:95 
Hs.10056:AA210796 

F-H EM BA1 006749 

Homo sapiens mRNA for matrilin-4, partial 

6.1e-97:457:98 

Hs. 1 29361 :AJ007581 

F-HEMBA1 006770 

ESTs, Highly similar to BRAIN PROTEIN F41 [Mus musculus] 

1.6e-31:237:85 

Hs.31612:H41366 

F-HEMBA1 006902 

Homo sapiens mRNA for matrilin-4, partial 

9.4e-113:541:97 

Hs.1 29361 :AJ007581 

F-HEMBA1 006912 
ESTs 

1.4e-94:460:97 
Hs.88672:AA279956 

F-HEMBA1006916 

Homo sapiens Grb14 mRNA, complete cds 

5.2e-1 20:65 1:92 

Hs.83070:L76687 

F-HEMBA1 006960 

Human DNA binding protein FKHL15 (FKHL15) mRNA, complete cds 

0.011:628:57 

Hs. 159234:1189995 

F-HEMBA1007013 
ESTs 

2.6e-05:1 39:69 
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Hs.113817:AA702497 
F-HEMBA1 007057 

Homo sapiens hl_Rp105 mRNA for LDL receptor related protein 105, complete cds 
5 7.5e-12:389:64 

Hs. 1 43641 :AB009462 

F-HEMBA1 007063 

10 F-HEMBA1 007226 

ESTs 

1.8e-35:202:94 
Hs.105140:N32669 

15 F-HEMBA1 007241 

ESTs, Weakly similar to No definition line found [C.elegans] 

4.1e-27:361:67 

Hs.114062:AI421699 

20 F-HEMBA1 007291 

ESTs 

0.96:114:69 
Hs.121411:AA770241 

25 F-H EM BA1 007332 

ESTs, Weakly similar to hTAFIHOO [H.sapiens] 

2.5e-81:405:97 

Hs.3727:AA205887 

30 F-HEMBB1000106 
ESTs 

2.2e-76:393:96 
Hs.151874:AI023405 

35 F-HEMBB1 000276 

EST 

0.81:239:63 
Hs.149811:AI286277 

40 F-HEMBB1 000309 

Homo sapiens zinc finger protein (MBLL) mRNA, complete cds 

2.4e-35:180:100 

Hs.44806:AF061261 

45 F-HEMBB1 000407 

Cyclin-dependent kinase inhibitor 1C (p57, Kip2) 

0.026:218:65 

Hs.106070:U22398 

50 F-HEMBB1 000447 

Homo sapiens JWA protein mRNA, complete cds 

4.6e-1 60:750:98 

Hs.92384:AF070523 

55 F-HEMBB1 000542 

ESTs, Weakly similar to C01H6.7 [C.elegans] 

6.8e-07:130:77 

Hs.18171:AA524327 
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F-HEMBB1 000567 
ESTs 

8.8e-13:271:71 
Hs.19934:AA455673 

F-HEMBB1 000642 

F-HEMBB1 000668 
EST 

0.83:192:58 
Hs.126372:AA912193 

F-HEMBB1 000679 

H.sapiens mRNA for TRAMP protein 

4.1e-96:727:80 

Hs.4147:X63679 

F-HEMBB1 000881 

Homo sapiens chromosome 4p homeobox mRNA sequence 

2.2e-06:512:60 

Hs.104134:M99587 

F-HEMBB1 000905 

Homo sapiens mRNA for voltage gated potassium channel 

0.93:337:58 

Hs.4975:Y15065 

F-HEMBB1001026 

Human p76 mRNA, complete cds 

6. Ie-08:410:61 

Hs.28757:U81006 

F-HEMBB1001048 

Human Hpast (HPAST) mRNA, complete cds 

2.1e-56:524:75 

Hs.155119:AF001434 

F-HEMBB 1001200 
EST 

0.10:300:61 

Hs.1 61 647.AA1 33367 

F-HEMBB1001407 

Homo sapiens PRKY exon 1 and joined CDS 

2.6e-40:271 :81 

Hs.56336:Y15801 

F-HEMBB1001530 
ESTs 

1.2e-98:477:98 
Hs.135208:AI093908 

F-HEMBB1001547 

F-HEMBB1001573 
EST 

2.2e-06:1 15:75 
Hs.1 38275: R43976 
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F-HEMBB1001847 
ESTs 

5.3e-79:389:98 
Hs.16141:W56079 

5 

F-HEMBB1001959 

Homo sapiens clone 24781 mRNA sequence 

1.0e-58:322:93 

Hs.108112:AF070640 

10 

F-HEMBB1001978 
EST 

4.7e-23:245:74 

Hs.1 36356: AA493225 

15 

F-HEMBB1 002039 
EST 

2.3e-25:345:70 
Hs.128248:AA972858 

20 

F-HEMBB1 002041 

Human plectin (PLEC1) mRNA, complete cds 

2.2e-08:477:60 

Hs.79706:U53204 

25 

F-HEMBB1 002051 

Homo sapiens E74-like factor 5 (ELF5) mRNA, complete cds 

9.9e-97:454:99 

Hs.1 59267: AF049703 

30 

F-HEMBB1002120 
ESTs 

7.6e-10:68:100 
Hs.146335:AI262660 

35 

F-HEMBB1 002162 

Homo sapiens genethonin 1 mRNA, complete cds 

2.2e-68:328:99 

Hs.1 09590: AF062534 

40 

F-HEMBB1 002228 

Homo sapiens unknown mRNA, complete cds 

5.3e-41 :208:98 

Hs.11441:AF047439 

45 

F-HEMBB1 002245 

Human growth/differentiation factor 1 (GDF-1) mRNA, complete cds 

5.6e-05:299:63 

Hs.92614:M62302 

50 

F-HEMBB1 002302 
F-HEMBB1 002427 

Homo sapiens GN6ST mRNA for long form of N-acetylglucosamine-6-O-su If ©transferase (GlcNAc6ST), complete 
55 cds 

0.84:108:68 
Hs.8786:AB014680 
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F-H EM BB1 002465 

ESTs, Highly similar to ACYL-COA DEHYDROGENASE [Bacillus 
3.2e-1 8:159:84 
Hs.1 4791 :AA741 056 

F-HEMBB1 002661 
ESTs 

0.023:424:55 

Hs.1 54029: AI380603 

F-HEMBB1 002663 

F-H EMBB1 002693 

F-MAMMA1 000046 

Human mRNA for tryptophan hydroxylase (EC 1.14.16.4) 

3.2e-43:454:74 

Hs.144563:AF057280 

F-MAMMA1000102 

Homo sapiens mRNA for cathepsin V, complete cds 

0.70:222:65 

Hs.87417:AB001928 

F-MAMMA1000106 

Homo sapiens mRNA for KIAA0754 protein, partial cds 

0.00076:331:61 

Hs.1 591 83: AB01 8297 

F-MAMMA1000118 
B94 PROTEIN 
1.5e-07:511:61 
Hs.75522:M92357 

F-MAMMA1000141 
ESTs 

2.3e-1 8:268:73 
Hs.155334:AA827904 

F-MAMMA1 000204 

Homo sapiens dysferlin mRNA, complete cds 

2.5e-1 67:781:98 

Hs.143897:AF075575 

F-MAMMA1 000226 
Human involucrin mRNA 
0.0010:414:61 
Hs.157091:M13903 

F-MAMMA1 000403 
ESTs 

2.0e-24:1 63:90 
Hs.44281:AI342377 

F-MAMMA1 000449 
ESTs 

0.99:211:60 

Hs.1 4371 5:A! 167929 
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F-MAMMA1 000457 

NADH-CYTOCHROME B5 REDUCTASE 

7.7e-37:551 :66 

Hs.75666:M28713 

5 

F-MAMMA1 000473 
F-MAMMA1 000496 

Homo sapiens PAC clone DJ130H16 from 22q12.1-qter 
w 1.1 e-1 07:543:96 

Hs.8003:AC004997 

F-MAMMA1 000528 
EST 

15 0.22:227:59 

Hs.161400:AI423879 

F-MAMMA1 000591 

H. sapiens mRNA for UDP-GalNAc:polypeptide N-acetylgalactosaminyl transferase 
20 3.3e-23:470:62 

Hs.55823:X92689 

F-MAMMA1 000614 

H. sapiens mRNA for CCAAT/enhancer binding protein alpha 
25 1 .9e-06:492:61 

Hs.76171:Y11525 

F-MAMMA1 000652 

Homo sapiens mRNA, chromosome I specific transcript KIAA0487 
30 1.5e-6 1:449:75 

Hs.92381:AB007956 

F-MAMMA1 000681 

Homo sapiens mRNA for putative G-protein coupled receptor, EDG6 
35 4.0e-34:636:65 

Hs.159543:AJ000479 

F-MAMMA1 000706 

COAGULATION FACTOR VII PRECURSOR 
40 9.7e-1 6:378:65 

Hs.36989:M13232 

F-MAMMA1 000788 

ESTs, Weakly similar to M01E11.2 [C.elegans] 
45 3.4e-1 18:571:97 

Hs.78389:AI191127 

F-MAMMA1 000810 
EST 

50 0.065:211:61 

Hs.116798:AA633813 

F-MAMMA1 000814 
EST 

55 3.1e-08:224:66 

Hs.141620:N63316 

F-MAMMA1 000881 
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Homo sapiens sgk gene 
3.5e-08:1 65:69 
Hs.159640:AJ000512 

F-MAMMA1 000986 

Homo sapiens clone 24796 mRNA sequence 

2.3e-1 15:320:99 

Hs.27191:AF070596 

F-MAMMA1 000994 

Human HOX4C mRNA for a homeobox protein 

0.050:178:64 

Hs.74061:X59372 

F-MAMMA1001043 

Latent transforming growth factor beta binding protein 2 

0.0013:376:60 

Hs.83337:Z37976 

F-MAMMA1001066 
ESTs 

1.1e-18:128:77 
Hs.114031:AA700958 

F-MAMMA1001094 

Homo sapiens clone 243 unknown mRNA, complete sequence 

2.0e-1 82:844:99 

Hs.20423:AF091094 

F-MAMMA1001141 

Homo sapiens achaete scute homologous protein (ASH1) mRNA, complete cds 

6.1e-07:492:58 

HS.1619:L08424 

F-MAMMA1001150 
Protein kinase C, mu 
8.3e-51:691:67 
Hs.2891 :X75756 

F-MAMMA1001237 

Homo sapiens monocarboxylate transporter (MCT3) mRNA, complete cds 

8.2e-08:386:60 

Hs. 85838:1181 800 

F-MAMMA1001284 
ESTs 

1.1e-91:452:97 
Hs.114756:AI279440 

F-MAMMA1001310 

Homo sapiens mRNA for KIAA0708 protein, partial cds 

0.014:512:57 

Hs.117177:AB014608 

F-MAMMA1001344 

ESTs, Weakly similar to No definition line found [C.elegans] 

8.3e-80:406:96 

Hs.121619:AI188389 
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F-MAMMA1001418 

Human Na+/nucleoside cotransporter (hCNT1 a) mRNA, complete cds 

1 .9e-36:622:63 

Hs.97207:U62966 

F-MAMMA1001532 

Human kruppel-related zinc finger protein (ZNF184) mRNA, partial cds 

2.1e-33:282:68 

Hs.1 581 74:1)66561 

F-MAMMA1001609 

Insulin-like growth factor-binding protein 4 

0.00026:596:57 

Hs.1 51 6:1120982 

F-MAMMA1001615 

Homo sapiens DNA from chromosome 19, cosmid R29144 

1.1e-05:504:59 

Hs.1 55647: AC004221 

F-MAMMA1001623 

Excision repair protein ERCC6 

1.2e-38:274:86 

Hs.99924:L04791 

F-MAMMA1001634 
ESTs 

1.5e-26:1 76:90 
Hs.16187:AI139901 

F-MAMMA1001893 

Cyclin-dependent kinase inhibitor 1C (p57, Kip2) 

0.00030:170:68 

Hs.106070:U22398 

F-MAMMA1001901 
ESTs 

1.5e-36:201:76 

Hs.1 61 660: AA1 67744 

F-MAMMA1001957 

Prostaglandin 12 (prostacyclin) receptor (IP) 

0.041:277:61 

Hs.393:D38128 

F-MAMMA1001978 
EST 

4.0e-43:359:81 

Hs.1 36494: AA587773 

F-MAM MA 1 002070 

Human PACdone DJ515N1 from 22q11 .2-q22 

5. 1e-1 35:652:97 

Hs.26670:AC002073 

F-MAMMA1 002080 

Calcium channel, voltage-dependent, L type, alpha 1C subunit 
0.0019:574:57 
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Hs.89925:L04569 
F-MAMMA1 002087 

Human mRNA for KIAA0009 gene, complete cds 
5 0.71:228:63 

Hs.79972:D13634 

F-MAMMA1 002091 

Homo sapiens CD39L2 (CD39L2) mRNA, complete cds 
10 5.2e-158:743:98 

Hs.12330:AF039916 

F-MAMMA1 002095 

Homo sapiens mRNA for KIAA0703 protein, complete cds 
15 4.9e-55:657:68 

Hs.6168:AB014603 

F-MAMMA1002128 

Human leucine zipper on the D14S46E locus mRNA, complete cds 
20 0.77:449:59 

Hs.89606:M95925 

F-MAMMA1002142 

25 F-MAMMA1002165 

Homo sapiens connective tissue growth factor-like protein precursor, mRNA, complete cds 

1 .2e-35: 182:98 

Hs.1 39340: AF083500 

20 F-MAMMA1 002205 

ESTs 

4.7e-32:385:71 
Hs.46158:AI160121 

3 * F-MAMMA1 002224 

TRANSCRIPTION INITIATION FACTOR HE, ALPHA SUBUNIT 

1.3e-34:248:85 

Hs.3006:X63468 

40 F-MAMMA1 002234 

ESTs 

1.1 e-1 00:501:97 
Hs. 1581 61 :AA31 2511 

45 F-M AM MA 1002586 

Human mRNA for KIAA0183 gene, partial cds 

0.00041:388:61 

Hs.76666:D80005 

50 F-MAMMA1002633 

Landsteiner-Wiener blood group glycoprotein 

1.1e-37:477:71 

Hs.1 08287: L27670 

55 F-MAMMA1003126 

Human Hpast (HPAST) mRNA, complete cds 

4.1e-84:801:74 

Hs.155119:AF001434 
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F-NT2RM 1000407 
ESTs 

4.1e-19:132:92 
Hs.133484:D80522 

5 

F-NT2RM1 000462 

F-NT2RM 1000542 
Beta-galactosidase (GLB1) 
10 1.3e-1 7:436:61 

Hs.79222:M34423 

F-NT2RM1 000580 

ESTs, Weakly similar to similar to M. musculus MER5 and other AHPC/TSA proteins [C.elegans] 
15 6.2e-51 :254:98 

Hs.1 32096: AA31 4601 

F-NT2RM1 000789 
Homo sapiens mRNA for hTCF-4 
20 3.5e-96:299:92 

Hs.154485:Y11306 

F-NT2RM 1000855 

Hydroxysteroid (1 1 -beta) dehydrogenase 2 
25 0.021:178:67 

Hs.1376:U26726 

F-NT2RM 1000858 

30 F-NT2RM 1000899 

Homo sapiens BAC clone RG119C02 from 7p15 

0.037:222:63 

Hs.22900:AC004520 

35 F-NT2RM2000241 
ESTs 

2.9e-31:1 66:97 
Hs.156175:AI334328 

40 F-NT2RM2000306 

F-NT2RM2000410 . 
ESTs 

3.2e-1 2:81:97 
45 Hs.72116:AA151564 

F-NT2RM2000423 
Beta-galactosidase (GLB1 ) 
0.074:163:63 
50 Hs.79222:M34423 

F-NT2RM2000497 

ESTs, Weakly similar to CHL1 protein [H.sapiens] 
3.7e-21:1 21:97 
55 Hs.97515:AA435715 

F-NT2RM2000514 
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F-NT2RM2000565 

F-NT2RM2000582 
EST 

1.7e-42:218:98 
Hs.160262:AI146610 

F-NT2RM2000589 



10 F-NT2RM2000622 

Androgen receptor (dihydrotestosterone receptor; testicular feminization; spinal and bulbar muscular atrophy; 



15 



20 



25 



30 



35 



40 



45 



50 



55 



Kennedy disease) 
0.00018:409:62 
Hs.99915:M23263 

F-NT2RM2000632 

Homo sapiens TBP-associated factor 172 (TAF-172) mRNA, complete cds 

0.00017:331:59 

Hs.14244:AF038362 

F-NT2RM2000773 

Human zinc finger protein (MAZ) rnRNA 

7.2e-47:274:91 

Hs.7647:M94046 

F-NT2RM2001126 

Homo sapiens multi PDZ domain protein MUPP1 (MUPP1) mRNA, complete cds 

5.1e-163:663:99 

Hs.21301:AF093419 

F-NT2RM2001558 

Homo sapiens protein kinase A binding protein AKAP110 mRNA, complete cds 

3. 9e-1 66:770:98 

Hs.98397:AF093408 

F-NT2RM2001626 

Human mRNA for KIAA0231 gene, partial cds 

2.8e-40:562:67 

Hs.7938:D86984 

F-NT2RM2001643 
ESTs 

7.9e-112:548:97 
HS.12610:W56112 

F-NT2RM2001738 

FACTOR VIII INTRON 22 PROTEIN 

0.32:452:59 

Hs.83363:M34677 

F-NT2RM2001767 

Homo sapiens mRNA for B120, complete cds 

5.0e-24:131:100 

Hs.123090:AB001895 

F-NT2RM2001792 

Homo sapiens mRNA for serum lectin P35, complete cds 
8.2e-1 4:244:67 
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Hs.54517:D63160 

F-NT2RM2001818 
EST 

5 0.051:152:61 

Hs.157619:AI357718 

F-NT2RM2001902 

Human p21 -activated protein kinase (Pak1) gene, complete cds 
10 4.4<*39:568:66 

Hs,62402:U24152 

F-NT2RM2001939 

Human G protein-coupled receptor GPR-NGA gene, complete cds 
15. 4.2e-1 41:664:98 

Hs. 92458 :U553 12 

F-NT2RM2001941 
Dopamine receptor D4 
20 1.3e-1 4:547:61 

Hs.99922:L12398 

F-NT2RM4000100 
Human involucrin mRNA 
25 1.1e-09:487:62 

Hs. 157091 :M13903 

F-NT2RM4000115 

30 F-NT2RM4000198 
. ESTs 
9.3e-1 01:496:98 
Hs.128676:AA464413 

35 F-NT2RM4000284 

Human IgG Fc receptor hFcRn mRNA, complete cds 

2.4e-38: 194:98 

Hs.110804:U12255 

40 F-NT2RM4000295 

Homo sapiens SOX22 protein (SOX22) mRNA, complete cds 

1.7e-06:479:60 

Hs.43627:U35612 

45 F-NT2RM4000326 

Phosphorylase kinase, gamma 2 (testis) 

0.95:204:63 

Hs.87452:M31606 

50 F-NT2RM4000417 

H. sapiens Syt V gene (genomic and cDNA sequence) 

0.97:143:67 

Hs.23179:X96783 

55 F-NT2RM4000444 

Eukaryotic translation elongation factor 1 delta (guanine nucleotide exchange protein) 

0.45:194:64 

Hs.90319:Z21507 
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F-NT2RM4000587 

Human proto-oncogene (FRATI) gene, complete cds 

3.8e-05:495:60 

Hs.143005:U58975 

F-NT2RM4000593 

F-NT2RM4000648 

Homo sapiens glypican-4 (GPC4) mRNA, complete cds 

1.0e-50:610:70 

Hs.58367:AF030186 

F-NT2RM4000761 
EST 

0.89:53:79 

Hs.161967:AA494423 
F-NT2RM4000965 

H. sapiens mRNA for PHAPI2b protein 
0.18:148:68 

Hs. 84264: U70439 

F-NT2RM4000997 

F-NT2RM4001321 
ESTs 

I . 8e-94:467:97 
Hs.12610:W56112 

F-NT2RM4001325 

Homo sapiens mRNA for chondroitin 6-sulfotransferase, complete cds 

2.1 e-1 3:384:64 

Hs.158304:AB012192 

F-NT2RM4001377 

Homo sapiens mRNA for KIAA0638 protein, partial cds 

3.1e-156:719:99 

Hs.77864:AB014538 

F-NT2RM4001735 

F-NT2RM4001768 
ESTs 

0.00012:123:68 
Hs.l28045:AA970231 

F-NT2RM4001843 

F-NT2RM4002352 

Homo sapiens hLR P 105 mRNA for LDL receptor related protein 105, complete cds 

4. 4e-1 57:761:97 

Hs. 1 43641 :AB009462 

F-NT2RP1 000002 
EST 

0.00023:170:68 
Hs.135504:AI091717~- 
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F-NT2RP1 000050 

Histidine-rich calcium binding protein 

0.0047:257:61 

Hs.1480:M60052 

5 

F-NT2RP1000181 

Homo sapiens chromosome 11 , BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 gene 

6.9e-99:510:94 

Hs.132898:AC004770 

w 

F-NT2RP1 000239 
ESTs 

1 .7e-34:240:67 
Hs.33020:N31946 

15 

F-NT2RP1 000261 

ESTs, Weakly similar to HYPOTHETICAL 25.2 KD PROTEIN IN ACB1-KSS1 INTERGENIC REGION [S.cerevi- 
siae] 

9.1e-92:484:94 
20 Hs.7870:AI078137 

F-NT2RP1 000271 

Homo sapiens DNA-binding protein mRNA, complete cds 
1.4e-1 40:678:97 
25 Hs.137582:AF038951 

F-NT2RP1 000300 

Human endosome-associated protein (EEA1) mRNA, complete cds 
1.0:205:61 
30 Hs.2864:L40157 

F-NT2RP1 000325 
Phosphate carrier, mitochondrial 
7.7e-84:444:93 
35 Hs.78713:X60036 

F-NT2RP1 000448 
ESTs 

9.5e-73:405:93 
40 Hs.24054:N46499 

F-NT2RP1 000465 
ESTs 

8.5e-1 0:81:87 
45 Hs.18619:AI202769 

F-NT2RP1 000468 

Homo sapiens clone 24781 mRNA sequence 
2.1e-20:133:92 
50 Hs.108112:AF070640 

F-NT2RP1 000551 

Homo sapiens putative interferon -related protein (SM15) mRNA, partial cds 
2.4e-1 40:742:93 
55 Hs. 75402: U09585 

F-NT2RP1 000579 

SUCCINATE DEHYDROGENASE 
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1.1 e-141:79B:91 
Hs.469:L21936 



F-NT2RP1 000613 
Homo sapiens carl 
5.5e-11:468:58 
Hs.5338:AF037335 



Homo sapiens carbonic anhydrase precursor (CA 12) mRNA, complete cds 
5.5e-11:468:58 



F-NT2RP 1000679 
ESTs 

0.79:127:65 

Hs.1 46093 :AA 100242 



F-NT2RP1 000740 

Homo sapiens Trio isoform mRNA, complete cds 

0.24:160:66 

Hs.1 50625: AF091 395 



F-NT2RP1 000903 



F-NT2RP1 000981 



F-NT2RP1001004 

Human mRNA for Doc2 beta, complete cds 

0.00072:520:57 

Hs.54402:D70830 



F-NT2RP1001020 

ESTs, Weakly similar to SPORULATION-SPECIFIC PROTEIN 1 [Saccharomyces cerevisiae] 

2.1e-73:392:94 

Hs.4789:AI418298 



F-NT2RP1001031 

Miller-Dieker syndrome chromosome region 

4.5e-07:383:61 

Hs.77318:L13385 



F-NT2RP1001563 

Human eukaryotic translation initiation factor (elF3) mRNA, complete cds 

0.086:398:59 

Hs.57783:U78525 

F-NT2RP2000092 

Zinc finger protein 136 (clone pHZ-20) 

5.5e-56:652:70 

Hs.69740:U09367 



F-NT2RP2000178 
Homo sapiens chn 
0.14:231:62 
Hs.1 59402: AC005609 



Homo sapiens chromosome 5, BAC clone 203o13 (LBNL H155), complete sequence 
0.14:231:62 



F-NT2RP2000240 

Homo sapiens KIAA0415 mRNA, complete cds 

3.0e-61:554:76 

Hs.7289:AB007875 

F-NT2RP2000394 
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ESTs 

0.0063:210:63 
Hs.134272:AI220363 

5 F-NT2RP2000447 

Human (clone SY11) golgin-95 mRNA, complete cds 

3.8e-22:498:65 

Hs.24049:L06147 

10 F-NT2RP2000479 
ESTs 

1.3e-46:298:90 
Hs.15641:W63676 

15 F-NT2RP2000514 

Homo sapiens roundabout 1 (robol) mRNA, complete cds 

1.2e-37:543:67 

Hs.36702:AF040990 

20 F-NT2RP2000533 

ESTs, Highly similar to HYPOTHETICAL 16.3 KD PROTEIN IN DUR1,2-NGR1 INTERGENIC REGION [Saccha- 
romyces cerevisiae] 
5.4e-1 32:647:96 
Hs.18120:AA913148 

25 

F-NT2RP2000610 

Homo sapiens antigen NY-CO-16 mRNA, complete cds 

0.00027:182:66 

Hs.132206:AF039694 

30 

F-NT2RP2000616 
ESTs 

0.44:235:60 
Hs.31714:AA514389 

35 

F-NT2RP2000649 

Homo sapiens mRNA for Hs Ste24p, complete cds 

6.2e-1 67:802:97 

Hs.25846:AB016068 

40 

F-NT2RP2000663 

Homo sapiens mRNA for KIAA0512 protein, complete cds 

4.8e-1 5:305:64 

Hs.48924:AB011084 

45 

F-NT2RP2000694 

H. sapiens 5T4 gene for 5T4 Oncofetal antigen 

I. 0e-113:558:96 
Hs.82128:AJ012159 

50 

F-NT2RP2000712 

ESTs, Weakly similar to ZINC FINGER PROTEIN 91 [H.sapiens] 

1.5e-83:442:93 

Hs.1 54226: AA468767 

55 

F-NT2RP2000739 

Human mRNA for K1AA0326 gene, partial cds 
2.1e-25:574:62 
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Hs.6833:AB002324 

F-NT2RP2000818 

F-NT2RP2000903 

H. sapiens 5T4 gene for 5T4 Oncofetal antigen 
3.5e-11 2:539:97 
Hs.82128:AJ012159 

F-NT2RP2001200 

Homo sapiens mRNA for KIAA0676 protein, partial cds 

I. 1e-111:S40:96 
Hs.115763:AB014576 

F-NT2RP2001223 
ESTs 

5.9e-91 :461 :95 
Hs.103733:AA436929 

F-NT2RP2001276 

Homo sapiens mRNA for KIAA0634 protein, partial cds 

2.4e-1 1:382:62 

Hs.30898:AB014534 

F-NT2RP2001388 

F-NT2RP2001469 
ESTs 

7.3e-39:213:95 
Hs.151001:AA564706 

F-NT2RP2001480 

Homo sapiens thrombospondin 3 (THBS3) gene, complete cds 

2.9e-141:686:96 

Hs.82165:L38969 

F-NT2RP2001495 

Human transporter protein (g1 7) mRNA, complete cds 

6.0e-37:581 :64 

Hs.76460:U49082 

F-NT2RP2001514 

F-NT2RP2001529 

Homo sapiens mRNA for ZIP-kinase, complete cds 

1.5e-1 53:757:96 

Hs.25619:AB007144 

F-NT2RP2001538 

ESTs, Highly similar to co- repressor protein [M.musculus] 

4.4e-63:329:94 

Hs.22583:AA188168 

F-NT2RP2001562 

Homo sapiens GLE1 (GLE1) mRNA, complete cds 

7.5e-1 19:572:97 

Hs.81449:AF058922 
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F-NT2RP2001662 

H. sapiens mRNA forTGIF protein 
2.6e-29:448:67 
Hs.90077:X89750 

5 

F-NT2RP2001755 

ESTs, Highly similar to F-SPONDIN PRECURSOR [Rattus norvegicus] 

I. 0e-47:275:92 
Hs.153657:H37929 

10 

F-NT2RP2001769 

Human protein kinase C-L (PRKCL) mRNA, complete cds 

1.9e-09:399:59 

Hs.89616:M55284 

15 

F-NT2RP2001817 
EST 

0.97:133:63 

Hs.1 45274: AI249468 

20 

F-NT2RP2001878 

Human DNA binding protein FKHL15 (FKHL15) mRNA, complete cds 

3.6e-05:491:60 

Hs. 159234:1189995 

25 

F-NT2RP2001903 

Human mRNA for apolipoprotein E receptor 2, complete cds 

0.0023:270:60 

Hs.54481:D86407 

30 

F-NT2RP2001915 

Homo sapiens Pig3 (PIG3) mRNA complete cds 

3.2e-05:493:60 

Hs.50649:AF010309 

35 

F-NT2RP2001921 ' 

F-NT2RP2001948 
ESTs 

40 0.55:213:61 

Hs.147805:AI221717 

F-NT2RP2001956 

ESTs, Weakly similar to HYPOTHETICAL 25.2 KD PROTEIN IN ACB1-KSS1 INTERGENJC REGION [S.cerevi- 
45 siae] 

8.1 e-45:51 0:70 
Hs.13144:T67556 

F-NT2RP2002015 
so ESTs 

4.3e-20:127:92 
Hs.12610:W56112 

F-NT2RP2002063 
55 ESTs 

1.0e-08:73:91 
Hs.19814:T81721 
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F-NT2RP2002188 

F-NT2RP2002232 
EST 

0.82:99:67 

Hs.1 48596 :AI202232 



F-NT2RP2002304 

Human monocytic leukaemia zinc finger protein (MOZ) mRNA, complete cds 

0.031:107:71 

Hs.82210:U47742 



F-NT2RP2002409 

Homo sapiens lymphocyte secreted C-1 

0.00063:302:65 

Hs.1 05927: AF020044 



lectin precursor, mRNA, complete cds 



F-NT2RP2002510 

ABO blood group (transferase A, alpha 1-3-N-acetylgalactosaminyltransferase; transferase B. alpha 1-3-qalacto- 

syltransferase) 

4.4e-09:298:64 

Hs.144023:U15197 

F-NT2RP2002527 

Homo sapiens chromosome 11 , BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 gene 
5.2e-65:327:96 y 
Hs.1 32898: AC004770 

F-NT2RP2002533 

Homo sapiens putative tumor suppressor gene 26 protein alpha 2 delta calcium channel subunit mRNA, complete 

2. 1e-1 42:726:95 
Hs.1 27436: AF040709 



F-NT2RP2002564 

Homo sapiens mRNA for repressor protein, partial cds 

3.5e-55:594:74 

Hs.58167:D30612 



F-NT2RP2002674 

Epoxide hydrolase 2, cytoplasmic 

2.5e-07:332:62 

Hs.113:L05779 



F-NT2RP2002721 



F-NT2RP2002824 

ESTs, Weakly similar to ZK858.6 [C.elegans] 

5.2e-28:1 90:90 

Hs.120416:AA057428 



F-NT2RP2002942 

Homo sapiens mRNA for KIAA0806 protein, complete cds 

2.0e-146:758:94 

Hs.24279:AB018349 

F-NT2RP2002974 
ESTs 
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4.9e-51:475:77 

Hs. 137840: AH 23378 

F-NT2RP2002976 
5 ESTs, Weakly similar to No definition line found [C.elegans] 

7.8e-50:315:89 
Hs.1 59604: AI380827 

F-NT2RP2003042 
10 Lecithin-cholesterol acyltransf erase 

2.4e-25:454:65 
Hs.112125:M12625 

F-NT2RP2003138 
15 H.sapiens mRNA forTGIF protein 

2.0e-05:121:75 
Hs.90077:X89750 

F-NT2RP2003179 
20 Homo sapiens mRNA for KIAA0537 protein, complete cds 

1.0e-43:587:70 
Hs.12836:ABQ11109 

F-NT2RP2003210 

25 

F-NT2RP2003302 

Zinc finger protein 136 (clone pHZ-20) 

1.8e-64:691:69 

Hs.69740:U09367 

30 

F-NT2RP2003369 

Homo sapiens chromosome 7q22 sequence 

5.1e-109:539:96 

Hs.125742:AF053356 

35 

F-NT2RP2003383 

Homo sapiens mRNA for KIAA0458 protein, complete cds 

1.6e-159:801:95 

Hs.7414:AB007927 

40 

F-NT2RP2003390 

Homo sapiens SEC63 (SEC63) mRNA, complete cds 

2.2e-11 6:554:98 

Hs.31575:AF100141 

45 

F-NT2RP2003469 
ESTs 

0.26:127:69 
Hs.62649:AA1 15328 

50 

F-NT2RP2003545 

ESTs, Highly similar to SERINE/THREONINE-PROTEIN KINASE PAK [Rattus norvegicus] 

4.2e-1 11:550:96 

Hs.85768:W16504 

55 

F-NT2RP2003593 
EST 

8.7e-43:213:99 
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Hs.130657:AI005473 

F-NT2RP2003599 
ESTs 

5 7.8e-14:84:98 

Hs.107171:H53973 

F-NT2RP2003655 

10 F-NT2RP2003664 

Homo sapiens mRNA for leptin receptor gene-related protein 

5.4e-1 34:630:98 

Hs.23581:Y12670 

15 F-NT2RP2003931 

Human mRNA for KIAA0365 gene, partial cds 

4.3e-14:101:92 

Hs.84123:AB002363 

20 F-NT2RP2003940 

Zinc finger protein 43 (HTF6) 

4.6e-99:693:82 

Hs.74107:X59244 

25 F-NT2RP2003950 

Cell division cycle 25A 

0.00041:419:59 

Hs.1634:M81933 

30 F-NT2RP2004069 

ESTs, Weakly similar to HYPOTHETICAL 26.4 KD PROTEIN EEED8.8 IN CHROMOSOME II [C.elegans] 

1 .3e-75:390:94 

Hs.13322:AA151730 

35 F-NT2RP2004108 

Zinc finger protein 136 (clone pHZ-20) 

4.9e-69:548:78 

Hs.69740:U09367 

40 F-NT2RP2004141 
TRICHOHYALIN 
4.8e-11:435:63 
Hs.82276:L09190 

45 F-NT2RP2004179 
ESTs 

0.0054:180:66 
Hs.134917:AI092952 

50 F-NT2RP2004205 

Homo sapiens nuclear dual-specificity phosphatase (SBF1) mRNA, partial cds 

0.27:474:56 

Hs. 112049:1193181 

55 F-NT2RP2004447 

Homo sapiens LDL receptor member LR3 mRNA, complete cds 

0.016.456:57 

Hs.6347:AF077820 
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F-NT2RP2004495 

Human transporter protein (g17) mRNA, complete cds 

1 .2e-26:497:61 

Hs.76460:U49082 

5 

F-NT2RP2004524 

Human bone morphogenetic protein-3b 

0.0016:259:64 

Hs.2171:D49493 

10 

F-NT2RP2004556 
ESTs 

1.1e-34:181:97 
Hs.27160:AA421991 

15 

F-NT2RP2004606 

Tissue inhibitor of metal lop roteinase 1 (erythroid potentiating activity, collagenase inhibitor) 

5.7e-1 07:587:92 

Hs.148726:X03124 

20 

F-NT2RP2004648 
TUBULIN ALPHA-4 CHAIN 
0.59:186:61 
Hs.75318:X06956 

25 

F-NT2RP2004670 

Human mRNA for KIAA0369 gene, complete cds 

0.097:309:61 

Hs.21355:AB002367 

30 

F-NT2RP2004794 
ESTs 

1.3e-60:310:96 
Hs.84926:N50073 

35 

F-NT2RP2004837 
F-NT2RP2004847 

Zinc finger protein 42 (myeloid-specific retinoic acid-responsive) 
40 1.4e-05:396:60 

Hs.78247:M58297 

F-NT2RP2005027 

GLUCOSE TRANSPORTER TYPE 3, BRAIN 
45 7.2e-147:713:96 
Hs.7594:M20681 

F-NT2RP2005069 

Human mRNA for KIAA0355 gene, complete cds 
50 0.14:303:61 

Hs.153014:AB002353 

F-NT2RP2005163 

ESTs, Weakly similar to No definition line found [C.elegans] 
55 1.4e-23:334:70 

Hs.159604:AI380827 

F-NT2RP2005181 
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Ecotropic retroviral receptor 
8.3e-45:501 :70 
Hs.2928:X57303 

F-NT2RP2005247 
Oxysterol binding protein 
4.2e-08:356:62 
Hs.143065:M86917 

F-NT2RP2005378 
ESTs 

1.7e-1 00:485:97 
Hs.151572:AA588083 

F-NT2RP2005391 
EST 

1.0:264:62 

Hs.148259:AA905706 
F-NT2RP2005425 

Homo sapiens mRNA for KIAA0803 protein, partial cds 

3.3e-1 18:566:97 

Hs.58103:AB018346 

F-NT2RP2005463 

F-NT2RP2005514 
ESTs 

3.6e-1 8:1 93:77 
Hs.1 53344: R26293 

F-NT2RP2005535 

Homo sapiens DNA-binding protein mRNA, complete cds 
7.5e-1 27:726:90 
Hs.1 37582: AF038951 

F-NT2RP2005541 

Glucosamine (N-acetyl)-6-sulfatase (Sanfilippo disease MID) 

1 .2e-06:225:64 

Hs.2703:Z12173 

F-NT2RP2005597 

F-NT2RP2005632 
ESTs 

5.6e-67:344:96 
Hs.112011:AA987961 

F-NT2RP2005666 
ESTs 

5.8e-71:453:87 
Hs.122698:AI042484 

F-NT2RP2005774 

Zinc finger protein 136 (clone pHZ-20) 

1.3e-45:451:74 

Hs.69740:U09367 
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F-NT2RP2005878 

ESTs, Highly similar to ESTRADIOL 17 BETA-DEHYDROGENASE 3 [Homo sapiens] 

5.9e-10:67:100 

Hs.104523:AA584520 

5 

F-NT2RP2005883 

F-NT2RP2005887 

10 F-NT2RP2005941 

Human novel homeobox mRNA for a DNA binding protein 

6.2e-11:464:61 

Hs.37035:U07664 

15 F-NT2RP2005994 

F-NT2RP2006004 

Homo sapiens KIAA0405 mRNA, complete cds 
1.2e-1 3:273:63 
20 Hs.48998:AB007865 

F-NT2RP2006042 

Human mRNA for KIAA01 44 gene, complete cds 
5.6e-1 2:220:69 
25 Hs.8127:D63478 

F-NT2RP2006092 

Human FE65-like protein (hFE65L) mRNA, partial cds 
2.6e-23:353:65 
30 Hs.24957:U62325 

F-NT2RP2006099 
EST 

2.5e-28:1 80:90 
35 Hs.160878:AI361890 

F-NT2RP2006134 
Neogenin (chicken) homolog 1 
0.035:219:60 
40 Hs.90408:U61262 

F-NT2RP2006269 
Homo sapiens mRNA for matrilin-3 
1.0:147:65 
45 Hs.119534:AJ224741 

F-NT2RP2006512 
ESTs 

1.6e-09:70:95 
50 Hs.118981:AA282396 

F-NT2RP3000011 

F-NT2RP3000022 
55 EST 

0.016:293:60 
Hs.127706:AA961478 
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F-NT2RP3000059 

Human SH3 domain-containing proline-rich kinase (sprk) mRNA, complete cds 

0.0041:608:59 

Hs.89449:L32976 

F-NT2RP3000063 

Excision repair protein ERCC6 

1.0:264:59 

Hs.99924:L04791 

F-NT2RP3000125 

Human mRNA for KIAA0314 gene, partial cds 

6.9e-08:379:59 

Hs.155045:AB002312 

F-NT2RP3000148 

Human Chromosome 16 BAC clone CIT987SK-A-635H12 

4.5e-40:349:73 

Hs.1 08604: AC002310 

F-NT2RP3000169 

Homo sapiens MRS1 mRNA, complete cds 

1.1 6-107:501:99 

Hs.30985:AF093239 

F-NT2RP3000171 

Homo sapiens methionine synthase reductase (MTRR) mRNA, complete cds 
1.0:279:64 

Hs.153792:AF025794 
F-NT2RP3000172 

Homo sapiens mRNA for ZIP-kinase, complete cds 

7.4e-09:463:59 

Hs.25619:AB007144 

F-NT2RP3000201 

Homo sapiens mRNA for KIAA0687 protein, partial cds 

3.0e-1 71:792:98 

Hs.3628:AB014587 

F-NT2RP3000232 

ESTs, Weakly similar to ZINC FINGER PROTEIN 91 [H.sapiens] 

8.6e-24:304:70 

Hs.112094:AA447558 

F-NT2RP3000304 

Homo sapiens LDL receptor- related protein 6 (LRP6) mRNA, complete cds 

1.10-1 72:797:98 

Hs.23672:AF074264 

F-NT2RP3000378 

Homo sapiens mRNA for KIAA0700 protein, partial cds 

4.3e-45:585:66 

Hs.13999:AB014600 

F-NT2RP3000427 

Protein kinase, cAMP-dependent, catalytic, beta 
1.2e-15:97:98 
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Hs.87773:M34181 
F-NT2RP3000436 

Human protein disulfide isomerase-related protein P5 mRNA, partial cds 
5 4.1e-06:353:59 

Hs.85200:D49489 

F-NT2RP3000444 

Homo sapiens mRNA for KIAA0445 protein, complete cds 
10 1 .2e-08:542:60 

Hs.154139:AB007914 

F-NT2RP3000460 

ESTs, Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis familiaris] 
15 1.3e-1 7:1 81:75 

Hs.131840:AI016073 

F-NT2RP3000481 

Homo sapiens RanBP7/importin 7 mRNA, complete cds 
20 5.4e-1 64:770:98 

Hs.5151:AF098799 

F-NT2RP3000616 

Homo sapiens KIAA0405 mRNA, complete cds 
25 1.5e-32:579:62 

Hs.48998:AB007865 

F-NT2RP3000645 

Human KH type splicing regulatory protein KSRP mRNA, complete cds 
30 4.6e-06:245:64 

Hs.91 142:1194832 

F-NT2RP3000652 

Homo sapiens DNA from chromosome 19, BAC 33152 
35 2.6e-1 35:853:84 

Hs.55452:AC003973 

F-NT2RP3000676 

Homo sapiens mRNA for KIAA0446 protein, complete cds 
40 8.8e-88:420:98 

Hs.158286:AB007915 

F-NT2RP3000677 
ESTs 

45 3.9e-09:67:97 

Hs.98819:AA778727 

F-NT2RP3000721 

ESTs, Weakly similar to No definition line found [C.elegans] 
so 1 .2e-57:395:86 

Hs.159604:AI380827 

F-NT2RP3000789 

Homo sapiens putative RNA binding protein KOC (koc) mRNA, complete cds 
55 4.8e-75:833:69 

Hs.79440:U97188 

F-NT2RP3000818 
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Homo sapiens chromosome 19, fosmid 39554 

5.9e-08:313:63 

Hs.1 29906: AC004410 

5 F-NT2RP3000820 

ESTs, Moderately similar to WSB-1 [M.musculus] 

8.8e-127:613:97 

Hs.24630:AI365246 

10 F-NT2RP3000838 

Homo sapiens mRNA for KIAA0638 protein, partial cds 

8.3e-79:682:79 

Hs.77864:AB014538 

15 F-NT2RP3000871 

Homo sapiens retinoblastoma-interacting protein (RBBP8) mRNA, complete cds 

1.9e-08:350:60 

Hs.29287:U72066 

20 F-NT2RP3000907 

Human Ini1 mRNA, complete cds 

0.91:345:59 

Hs.1 55626:1104847 

25 F-NT2RP3000921 

Homo sapiens mRNA for KIAA0806 protein, complete cds 

2.0e-65:798:68 

Hs.24279:AB0 18349 

30 F-NT2RP3001012 

Homo sapiens mRNA for KIAA0667 protein, partial cds 

1.3e-21:383:64 

Hs.1 54740:AB01 4567 

35 F-NT2RP3001044 

F-NT2RP3001061 

KERATIN, TYPE II CYTOSKELETAL 7 
3.4e-05:256:62 
40 Hs.23881:M99063 

F-NT2RP3001159 

Homo sapiens chromosome 11, BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 gene 
1.8e-81:527:70 
45 Hs.132874:AC004770 

F-NT2RP3001170 

Homo sapiens mRNA for KIAA0784 protein, partial cds 
7.3e-1 83:859:98 
50 Hs.3657:AB018327 

F-NT2RP3001 195 
ESTs 

3.5e-08:282:62 
55 Hs.135168:AI394026 

F-NT2RP3001240 

ESTs, Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis familiaris] 
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2.8e-64:344:95 
Hs.14038:R06800 

F-NT2RP3001271 
5 Centromere protein B (80kD) 

7.6e-08:288:64 
Hs.85004:X05299 

F-NT2RP3001322 
10 ESTs, Weakly similar to W09D1 0.2 [C.elegans] 

1.2e-86:422:98 
Hs.26107:R60661 

F-NT2RP3001388 

15 

F-NT2RP3001542 
F-NT2RP3001560 

Protein phosphatase 2C alpha [human, teratocarcinoma, mRNA, 2346 nt] 
20 0.016:190:63 

Hs.57764:S87759 

F-NT2RP3001592 

Cyclin-dependent kinase inhibitor 1C (p57, Kip2) 
25 2.3e-13:1 88:71 

Hs.106070:U22398 

F-NT2RP3001650 

Homo sapiens KIAA0415 mRNA, complete cds 
30 1.6e-1 7:394:66 

Hs.7289:AB007875 

F-NT2RP3001685 

35 F-NT2RP3001738 

Homo sapiens chromosome 11 , BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 gene 

1.9e-54:776:65 

Hs.1 32898: AC004770 

40 F-NT2RP3001754 

Homo sapiens mRNA for B120, complete cds 

2.4e-18:106:100 

Hs.123090:AB001895 

45 F-NT2RP3001858 

Homo sapiens mRNA for KIAA0584 protein, partial cds 

1.9e-40:770:63 

Hs.106794:AB011156 

50 F-NT2RP3001976 

Zinc finger protein 140 (clone pHZ-39) 

7.3e-33:493:68 

Hs.154205:U09368 

55 F-NT2RP3002015 

Homo sapiens OPA-containing protein mRNA, complete cds 

0.018:329:62 

Hs.85313:AF071309 
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F-NT2RP3002160 

Homo sapiens protein phosphatase with EF-hands-2 long form (PPEF-2) mRNA, complete cds 

0.53:182:64 

Hs.113259:AF023456 

5 

F-NT2RP3002281 

Homo sapiens mRNA for KIAA0765 protein, partial cds 

5.2e-151:713:98 

Hs.62318:AB018308 

10 

F-NT2RP3002286 
ESTs 

0.034:48:95 

Hs.1 24692: AA777421 

15 

F-NT2RP3002311 
Beta-galactosidase (GEB1) 
2.3e-28:633:61 
Hs.79222:M34423 

20 

F-NT2RP3002324 
ESTs 

2.5e-28:296:75 
Hs.22822:H06408 

25 

F-NT2RP3002342 

Human transporter protein (g17) mRNA, complete cds 

3.2e-37:565:65 

Hs.76460:U49082 

30 

F-NT2RP3002353 

Homo sapiens mRNA for KIAA0790 protein, partial cds 

0.0055:271 :60 

Hs.12002:AB018333 

35 

F-NT2RP3002409 

Homo sapiens mRNA for KIAA071 9 protein, complete cds 

6.4e-1 91:897:98 

Hs.21198:AB018262 

40 

F-NT2RP3002411 

Hydroxysteroid (1 7-beta) dehydrogenase 3 
2.9e-28:604:62 
- Hs.477:U05659 

45 

F-NT2RP3002448 

Human mRNA for KIAA0233 gene, complete cds 

1.6e-08:721:57 

Hs.79077:D87071 

50 

F-NT2RP3002571 

Homo sapiens mRNA for KIAA0603 protein, complete cds 

9.7e-67:707:71 

Hs.16909:AB011175 

55 

F-NT2RP3002664 

Homo sapiens Trio isoform mRNA, complete cds 
0.26:160:66 
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Hs.150625:AF091395 
F-NT2RP3002721 

Homo sapiens citrate synthase mRNA, complete cds 
5 2.4e-1 80:873:96 

Hs.1 32991 :AF047042 

F-NT2RP3002737 

Homo sapiens mRNA for voltage gated potassium channel 
10 7.1e-43:409:75 
Hs.4975:Y15065 

F-NT2RP3002738 

Human BMK1 alpha kinase mRNA, complete cds 
15 0.0070:722:57 

Hs.3080:U29725 

F-NT2RP3002790 

Cyclin-dependent kinase inhibitor 1 C (p57, Kip2) 
20 7.2e-1 7:626:62 

Hs.1 06070:1122398 

F-NT2RP3002836 

Homo sapiens mRNA for KIAA0463 protein, partial cds 
25 2.2e-1 53:71 7:99 

Hs.77738:AB007932 

F-NT2RP3002887 

Human plectin (PLEC1) mRNA, complete cds 
30 2.5e-06:605:59 

Hs.79706:U53204 

F-NT2RP3002900 

H. sapiens mRNA for transmembrane protein rnp24 
35 3.1e-09:346:64 

Hs.75914:X92098 

F-NT2RP3002958 
ESTs 

40 8.3e-1 17:765:86 

Hs. 1 071 19:A1 198794 

F-NT2RP3002983 
ESTs 

45 1.4e-07:270:67 

Hs.160271:AI149075 

F-NT2RP3003000 

Homo sapiens T-type calcium channel alpha-1 subunit mRNA, complete cds 
50 2.5e-89:555:88 

Hs.122359:AF051946 

F-NT2RP3003076 

Homo sapiens mRNA for APC 2 protein, complete cds 
55 0.00016:522:60 

Hs.20912:AB012162 

F-NT2RP3003354 
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Homo sapiens secretory carrier membrane protein (SCAMP2) mRNA, complete cds 

4.0e-36:625:64 

Hs.1 0761 :AF005038 

F-NT2RP3003448 

Arginine vasopressin receptor 1 B 

0.77:149:69 

Hs.1372:L37112 

F-NT2RP3003469 
ESTs 

1.4e-42:239:93 
Hs.12610:W56112 

F-NT2RP3003473 

ESTs, Highly similar to transcription factor ARF6 chain B [M.musculus] 

8.7e-46:281:89 

Hs.136172:W28257 

F-NT2RP3003527 

Homo sapiens mRNA for protein kinase DyrklB 
4.6e-1 62:769:98 
Hs.1 30988: Y1 7999 

F-NT2RP3003532 

OX-2 MEMBRANE GLYCOPROTEIN PRECURSOR 

1.5e-1 46:682:98 

Hs.79015:M17229 

F-NT2RP3003535 
EST 

6.7e-1 0:330:60 
Hs.133239:AI052508 

F-NT2RP3003559 

Breakpoint cluster region protein BCR 

1.0:143:66 

Hs.2557:Y00661 

F-NT2RP3003614 
ESTs 

3.7e-50:327:88 
Hs.148873:T33582 

F-NT2RP3003729 

ESTs, Weakly similar to unknown [S.cerevisiae] 
1 .9e-96:449:99 
Hs.1 00843: W28953 

F-NT2RP3003849 

ESTs, Weakly similar to rhophilin [M.musculus] 

1.7e-32:1 97:92 

Hs.118457:AA019161 

F-NT2RP3003874 

Homo sapiens incomplete cDNA for a myosin class I, myh-1c 

8.5e-84:494:90 

Hs.1 09805: AJ001 381 
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F-NT2RP3003939 
Peroxisomal biogenesis factor 6 
1.5e-05:236:62 
Hs.30729:D83703 

5 

F-NT2RP3003963 
F-NT2RP3004000 

Homo sapiens mRNA for APC 2 protein, complete cds 
10 4.8e-06:669:59 

Hs.20912:AB012162 

F-NT2RP3004025 
ESTs 

15 0.0015:68:86 

Hs.1 54835: AI2891 88 

F-NT2RP3004067 

. ESTs, Weakly similar to HYPOTHETICAL 51.2 KD PROTEIN IN LAG1-RPL14B INTERGENIC REGION [S.cere- 
20 visiae] 

2.1 e-76:41 6:94 
Hs.9252:R53360 

F-NT2RP3004075 
25 ESTs 

1.1e-54:298:94 
Hs.1 24051 :T1 5786 

F-NT2RP3004083 

30 

F-NT2RP3004090 

Homo sapiens Achaete-Scute homologue 2 (ASCL2) gene, complete cds 

2.4e-06:486:62 

Hs.135639:U77629 

35 

F-NT2RP3004119 

Human mRNA for KIAA0215 gene, complete cds 

4.1e-74:640:75 

Hs.82292:D86969 

40 

F-NT2RP3004130 
F-NT2RP3004133 

ESTs, Weakly similar to similar to M. musculus MER5 and other AHPC/TSA proteins [C.elegans] 
45 4.6e-52:259:98 

Hs.1 32096:AA31 4601 

F-NT2RP3004202 

ALPHA-2C-1 ADRENERGIC RECEPTOR 
so 1.0:229:62 

Hs.123022:J03853 

F-NT2RP3004294 

Homo sapiens mRNA for KIAA0741 protein, complete cds 
55 2.4e-05:404:59 

Hs.3615:AB018284 

F-NT2RP3004309 
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Homo sapiens chromosome 11, BAC CIT-HSP-311e8 (BC269730) containinq the hFEN1 

3.4e-71:756:71 

Hs.1 32874: AC004770 

F-NT2RP3004321 

Homo sapiens (clone MG2-5-12) mucin (MG2) mRNA, complete polyA site 

0.015:263:60 

Hs.103944:L13283 

F-NT2RP3004345 

Cyclin-dependent kinase inhibitor 1C (p57, Kip2) 

2.3e-13:188:71 

Hs.106070:U22398 

F-NT2RP3004355 
EST 

0.25:130:59 

Hs.1 49436: AI274484 

F-NT2RP3004374 
ESTs 

1 .4e-95:480:96 
Hs.12610:W56112 

F-NT2RP3004406 

Human breast cancer, estrogen regulated LIV-1 protein (LIV-1) mRNA, partial cds 

3.4e-45:505:70 

Hs.79136:U41060 

F-NT2RP3004481 

Homo sapiens mRNA for KIAA0476 protein, complete cds 

0.00065:594:58 

Hs.6684:AB007945 

F-NT2RP3004552 
Biglycan 
0.92:347:57 
Hs.821:J04599 

F-NT2RP3004557 

Human Ki nuclear autoantigen mRNA, complete cds 
2.6e-1 21:626:94 
Hs.1 52978:11 11 292 

F-NT2RP3004625 

Homo sapiens 1-1 receptor candidate protein mRNA, complete cds 

3.1e-152:710:98 

Hs.26285:AF082516 

F-NT2RP3004640 

ESTs, Moderately similar to unknown [H.sapiens] 

0.76:195:64 

Hs.6487:T65302 

F-NT2RP3004647 

Homo sapiens mRNA for KIAA0446 protein, complete cds 
6.6e-1 11:524:98 
Hs.1 58286: AB00791 5 
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F-NT2RP4000108 

NEUROFILAMENT TRIPLET L PROTEIN 

5.3e-1 59:862:93 

Hs.159540:X05608 

5 

F-NT2RP4000634 

Human MEK kinase 3 mRNA, complete cds 

2.3e-54:370:71 

Hs.86201:U78876 

10 

F-NT2RP4000962 

ESTs, Weakly similar to SPORULATION-SPECIFIC PROTEIN 1 [Saccharomyces cerevisiae] 

2.3e-95:479:96 

Hs.4789:AI418298 

15 

F-NT2RP4001001 
EST 

0.98:93:64 
Hs.147598:AI217868 

20 

F-NT2RP4001009 

Homo sapiens mRNA for Hs Ste24p, complete cds 

3.1e-176:828:98 

Hs.25846:AB016068 

25 

F-NT2RP4001467 
5' nucleotidase (CD73) 
1.1 e-1 60:742:98 
Hs.153952:X55740 

30 

F-NT2RP4001877 

ESTs, Weakly similar to siah binding protein 1 [H.sapiens] 

3.3e-1 03:495:98 

Hs.65648:AA600816 

35 

F-NT2RP4001879 
EST 

0.78:171 :61 
Hs.112790:AA609949 

40 

F-NT2RP4002187 

Hydroxysteroid (17-beta) dehydrogenases 

9.9e-27:534:63 

Hs.477:U05659 

45 

F-NT2RP4002451 
ESTs 

1.5e-11:106:86 
Hs.163724:AA017689 

50 

F-NT2RP4002715 
EST 

4.2e-07:64:93 

Hs.1 60901 :AI366910 

55 

F-NT2RP4002750 
Ecotropic retroviral receptor 
6i6e-51:581:68 
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Hs.2928:X57303 
F-OVARC 1000003 

Solute carrier family 17 (sodium phosphate), member 2 

6.9e-65:587:73 

Hs.936:L13258 

F-OVARC 1000090 
ESTs 

4.8e-07:214:65 
Hs.87456:AA434484 

F-OVARC1000105 

Human novel homeobox mRNA for a DNA binding protein 

0.00095:204:64 

Hs.37035:U07664 

F-OVARC1000137 

Human SNARE protein Ykt6 (YKT6) mRNA, complete cds 

4.0e-35:1 84:98 

Hs.31531:U95735 

F-OVARC 1000208 

Human calcium-dependent group X phospholipase A2 mRNA, complete cds 

1.5e-61:365:90 

Hs. 136004:1195301 

F-OVARC1 000255 
Spleen tyrosine kinase 
2.2e-88:615:84 
Hs.74101:L28824 

F-OVARC 1000275 

ESTs, Weakly similar to Rap2 interacting protein 8 [M.musculus] 

4.7e-85:424:97 

Hs.55165:AA573499 

F-OVARC 1000298 

Homo sapiens GABA-B receptor mRNA, complete cds 

0.00021:285:61 

Hs.12307:AF056085 

F-OVARC 1000307 
ESTs 

0.00016:226:63 
Hs.162935:AI393970 

F-OVARC1000313 

Homo sapiens mRNA for KIAA0573 protein, partial cds 

5.5e-121:585:97 

Hs.154023:AB011145 

F-OVARC1 000331 

Glucose-6-phosphate dehydrogenase 

5.3e-18:213:71 

Hs.1435:M24470 

F-OVARC1 000410 
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Homo sapiens mRNA for angiopoietin-like factor 

1.5e-27:538:62 

Hs.146559:Y16132 

F-OVARC1 000439 

F-OVARC1 000467 
ESTs 

2.5e-26:1 73:90 
Hs.105040:AA292817 

F-OVARC1 000529 

Homo sapiens mRNA for C8FW phosphoprotein 

1.1e-12:391:59 

Hs.143513:AJ000480 

F-OVARC1 000553 

Homo sapiens chromosome 19, cosmid R26894 

9.0e-111:425:99 

Hs.1 57732: AC005594 

F-OVARC1 000775 

Human chromosome 3p21 .1 gene sequence 

2.2e-70:380:95 

Hs.82837:L13435 

F-OVARC 1000811 

HEPATOCYTE GROWTH FACTOR ACTIVATOR PRECURSOR 

1.2e-06:446:61 

Hs.104:D14012 

F-OVARC 1000853 
ESTs 

7.9e-09:268:63 
Hs.92700:W37903 

F-OVARC 1000873 

Homo sapiens mRNA for MIFR-1 , complete cds 

0.038:343:60 

Hs.58269:AB010962 

F-OVARC1000916 

H. sapiens PISSLRE mRNA 

I. 3e-56:435:82 
Hs.77313:X78342 

F-OVARC 1000956 

Human TBP-associated factor (hTAFII130) mRNA, partial cds 

7.7e-05:511:59 

Hs.24644:U75308 

F-OVARC 1000995 
ESTs 

2.4e-39:205:98 
Hs.163662:AA514348 

F-OVARC1001030 
EST 
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1.1e-44:232:96 
Hs.135504:AI091717 

F-OVARC1001049 
ESTs 

6.1e-78:373:98 
Hs.1 35022: AI41 7283 



F-OVARC1001086 

Homo sapiens cyclin T2a mRNA, complete cds 
6.0e-1 66:761:99 
Hs.1 55478: AF048731 



F-OVARC1001132 
ESTs, Weakly simi! 
7.9e-1 21:61 0:96 
Hs.26461:AI34l685 



ESTs, Weakly similarto GC-RICH SEQUENCE DNA-BINDING FACTOR [Homo sapiens] 
7.9e-1 21:61 0:96 



F-OVARC1001163 
ESTs 

5.9e-39:215:94 
Hs.126067:AI344351 

F-OVARC 100 1222 
ESTs 

2.7e-93:467:95 
Hs.1 0267: W27845 



F-OVARC1001260 
Pregnancy-zone protein 
1.0:251:58 
Hs.74094:X54380 



F-OVARC1001336 

Solute carrier family 17 (sodium phosphate), member 2 

1.2e-31:304:74 

Hs.936:L13258 

F-OVARC1 001338 

Homo sapiens cam kinase I mRNA, complete cds 

3.7e-1 7:570:60 

Hs.118414:L41816 

F-OVARC1 001569 

Human novel homeobox mRNA for a DNA binding protein 

0.038:178:63 

Hs.37035:U07664 



F-OVARC1001570 
ESTs 

4.5e-1 0:75:93 
Hs.120928:AA703165 



F-OVARC 1001 596 

0 0S2S7 j3 Pr0te ' naSe 2 (9 elatinase A . 72k & gelatinase, 72kD type IV collagenase) 
Hs.111301:M55593 
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F-OVARC1001607 

Human beta- 1 ,2-N-acetylglucosaminyltransf erase II (MGAT2) gene, complete cds 

5.5e-41 :323:80 

Hs.154844:U15128 

5 

F-OVARC 1001725 

F-OVARC 1001 727 
EST 

10 3.2e-05:237:61 

Hs.119508:AA485732 

F-OVARC1001807 

Hormone receptor (growth factor-inducible nuclear protein N1 0) 
15 3.4e-91:564:88 
Hs.1119:D49728 

F-OVARC1001833 
ESTs 

20 1 .2e-94:444:97 

Hs.155256:AA707750 

F-OVARC1001952 

Myristoylated alanine-rich C-kinase substrate 
25 2.9e-1 0:364:64 

Hs.75607:D10522 

F-OVARC1001991 

Human mRNA for KIAA01 76 gene, partial cds 
30 0.0019:224:62 

Hs.4935:D79998 

F-OVARC 1002058 

Human mRNA for KIAA0149 gene, complete cds 
35 5.0e-48:674:67 

Hs. 57735: D86864 

F-OVARC 1002 178 

Homo sapiens zinc-finger protein of the cerebellum 3 (ZIC3) mRNA, complete cds 
40 0.010:310:61 

Hs.111227:AF028706 

F-PLACE1 000033 

45 F-PLACE1 000231 

Guanine nucleotide binding protein (G protein), alpha 11 (Gq class) 

0.00021:235:63 

Hs.1686:M69013 

50 F-PLACE1 000258 

KRAB zinc finger protein {alternative products} 

1.28-14241:70 

Hs.22556:U37251 

55 F-PLACE1 000442 

Zinc finger protein 136 (clone pHZ-20) 

7.3e-89:774:76 

Hs.69740:U09367 
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F- PLACE 1000560 
ESTs 

1 .5e-36:200:96 
Hs.86541:AA214554 

F-PLACE1 000740 

Homo sapiens secreted apoptosis related protein 3 (SARP3) mRNA, complete cds 

6. 5e-05 .283:62 

Hs.113285:AF017988 

F-PLACE 1000907 

ESTs, Moderately similar to zinc finger protein [H.sapiens] 

8.1e-38:237:89 

Hs.139115:AA325104 

F-PLACE1000912 
ESTs 

4.6e-61:331:95 
Hs.1 7558: AA1 55762 

F-PLACE1 000914 

Homo sapiens PB39 mRNA, complete cds 

3.1e-45:500:69 

Hs.18910:AF045584 

F-PLACE1 000927 

iT^^ k l y oJ mHart ° N - meth y | D -aspartate receptor-associated protein [D.melanogaster] 
Hs.8661:AI1 89791 

F-PLACE1 000986 
ESTs 

1.2e-1 05:494:99 
Hs.19207:AA039595 

F-PLACE1001016 

Calcium channel, voltage-dependent, L type, alpha 1S subunit 

0.011:432:59 

Hs.1294:L33798 

F-PLACE1001100 

Human clone 23839 mRNA sequence 

0.38:342:60 

Hs.78362:U79249 

F-PLACE1001114 

Human mRNA for KIAA0303 gene, partial cds 

0.085:339:59 

Hs.54985:AB002301 

F-PLACE1041123 
ESTs 

5.0e-14:505:61 
Hs.99272:AI147740 

F-PLACE1001183 

ESTs, Weakly similar to gene pp21 protein [H.sapiensl 
0.66:361:58 
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Hs.15984:A.I085974 
F-PLACE1001229 

ESTs, Weakly similar to D9481 .15 gene product [S.cerevisiae] 
5 9.3e-110:561:96 

Hs.125155:W52093 

F-PLACE1001231 

ESTs, Weakly similar to sodium iodide symporter [H. sapiens] 
10 1.0e-17:120:91 

Hs.5167:AA053914 

F-PLACE1001340 

Homo sapiens mRNA for KIAA0719 protein, complete cds 
15 4.1e-132:636:97 

Hs.21198:AB018262 

F-PLACE1001401 

ESTs, Weakly similar to IgE receptor beta subunit [H. sapiens] 
20 3.1 e-1 00:51 6:95 

Hs.43900:AA418443 

F-PLACE 1001407 

H.sapiens mRNA for B-HLH DNA binding protein 
25 0.00015:244:66 

Hs.66744:X99268 

F-PLACE1001464 
5' nucleotidase (CD73) 
30 l.6e-1 52:742:96 

Hs.153952:X55740 

F-PLACE1001500 
Bloom syndrome 
35 5.7e-05:450:58 

Hs.36820:U39817 

F-PLACE1001516 

Homo sapiens Rigui (RIGU!) mRNA, complete cds 
40 2.3e-07:663:58 

Hs.8114:AF022991 

F-PLACE1001536 
ESTs 

45 4.6e-60:318:97 

Hs.13026:H04491 

F-PLACE1001564 

H.sapiens mRNA for HE6 Tm7 receptor 
so 8.8e-41:499:70 

Hs. 155681 :X81892 

F-PLACE1001655 

Homo sapiens Shab-related delayed-rectifier K+ channel alpha subunit (KCNS3) mRNA, complete cds 
55 4.3e-1 25:585:98 

Hs.47584:AF043472 

F-PLACE1001788 
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Homo sapiens mRNA for HYA22, complete cds 

3.2e-22:234:75 

Hs.147189:D88153 



F-PLACE1001795 



F-PLACE1001836 

ESTs, Moderately similarto !!!! ALU SUBFAMILY SQ WARNING ENTRY MM [H sapiensl 
1 .1e-1 8:1 62:80 ' 1 

Hs.157223:AA309318 



F-PLACE1001918 

Human p76 mRNA, complete cds 

1.3e-22:693:60 

Hs.28757:U81006 



F-PLACE1001949 
ESTs 

0.97:243:63 
Hs.151143:AA576926 



F-PLACE1 002080 

Homo sapiens mRNA for KIAA0600 protein, partial cds 

2.4e-1 30:622:98 

Hs.9028:AF039691 

F-PLACE1 002095 



F-PLACE1002153 

Homo sapiens TACC2 protein (TACC2) mRNA, partial cds 

2.7e-1 62:764:98 

Hs.904l5:AF095791 



F-PLACE1 002329 
ESTs 

1.5e-1 07:556:95 
Hs.28907:Al343292 



F-PLACE1 002355 
Homo sapiens proi 
9.0e-19:190:77 
Hs.137574:AF055917 



Homo sapiens protease-activated receptor 4 mRNA, complete cds 
9.0e-19:190:77 



F-PLACE1 002374 
Cathepsin L 
2.0e-1 63:71 6:94 
Hs.78056:X12451 



F-PLACE1002518 

rT°i Q Sa o P Jr^ mUlt,P,e membrane s P annin 9 rece P tQ r TRC8 (TRC8) mRNA, complete cds 
/ .Ue _ l 9.396.64 

Hs.28285:AF064801 



F-PLACE1 002547 

Homo sapiens mRNA for KIAA071 9 protein, complete cds 

8.3e-1 73:81 9:98 

Hs.21198:AB018262 
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F-PLACE1 002726 

Human mRNA for KIAA0362 gene, partial cds 

1.0:310:59 

Hs.25515:AB002360 

5 

F-PLACE1 002905 
ESTs 

2.4e-74:415:92 
Hs.110298:AA621807 

w 

F-PLACE1 002911 

ESTs, Weakly similar to Y53C12A.3 [C.elegans] 

0.030:279:58 

Hs.1 07747: AI357868 

15 

F-PLACE1 002967 
ESTs 

3.3e-1 20:574:98 
Hs.11090:W37646 

20 

F-PLACE1003135 

Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds 

1.5e-50:450:75 

Hs.72292:AF024636 

25 

F-PLACE1003163 

Homo sapiens DBI-related protein mRNA, complete cds 

1.5e-1 53:722:98 

Hs.15250:AF069301 

30 

F-PLACE1 003407 

Homo sapiens putative transmembrane protein (CLN5) mRNA, complete cds 

2.0e-1 42:682:97 

Hs.30213:AF068227 

35 

F-PLACE1 003428 
Biotinidase 
8.2e-06:265:62 
Hs.78885:AF018631 

40 

F-PLACE1 003438 
ESTs 

0.018:470:60 
Hs.119482:AI361002 

45 

F-PLACE1 003460 
ESTs 

0.019:211:60 
Hs.92700:W37903 

50 

F-PLACE1003529 

130 KD LEUCINE-RICH PROTEIN 

0.53:208:63 

Hs.87157:M92439 

55 

F-PLACE1 003573 
F-PLACE1 003598 



1233 



EP1 130 094 A2 



Calcium channel, voltage-dependent, P/Q type, alpha 1 A subunlt 

0.00064:302:64 

Hs.96253:U79666 

F-PLACE1 003644 
ESTs 

1.3e-06:265:63 
Hs.1 63564: R43678 

F- PLACE 1003737 

F-PLACE1 003772 

Human p300/CBP-associated factor (P/CAF) mRNA, complete cds 

7.0e-09:448:61 

Hs.155302:U57317 

F-PLACE 1003839 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-69G12 
7.7e-1 09:521:97 
Hs.1 54050: AC0041 31 

F-PLACE1 003845 

TJeB^ZlToo Slmilar l ° Slmi,ar t0 thymldinG di P hos P n °9 ,u cose 4,6-dehydratase [C.elegans] 
Hs.1 53778 :AI246000 

F-PLACE1 003852 

Homo sapiens mRNA for KIAA0758 protein, partial cds 
2.4e-1 72:81 4:98 
Hs.22039:AB01 8301 

F-PLACE 1004028 

F-PLACE1 004078 

GELSOLIN PRECURSOR, PLASMA 
3.1 e-49:61 6:67 
Hs.80562:X04412 

F-PLACE1004166 
ESTs 

7.6e-79:415:94 

Hs.1 63741 :AA551 077 

F-PLACE1004168 

F-PLACE1004199 
EST 

6.8e-15:147:80 
Hs.128205:AA972308 

F-PLACE1 004279 

Homo sapiens putative renal organic anion transporter 1 (hROATI) mRNA, complete cds 

3.9e-20:456:62 

Hs.23965:AF057039 

F-PLACE1 004282 

F-PLACE1 004305 
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Homo sapiens mRNA for KIAA0740 protein, complete cds 

8.7e-1 23:61 2:96 

Hs.15099:AB018283 

5 F-PLACE1 004441 

Human G protein-coupled receptor (GPR1) gene, complete cds 

8.6e-99:501:96 

Hs. 159248:111 3666 

10 F-PLACE1 004450 

AM I N O P E PTI DAS E N 

1.1e-09:587:57 
Hs.1239:M22324 

15 F-PLACE1 004482 

F-PLACE1 004492 
ESTs 

2.1e-25:134:100 
20 Hs.154475:A1 199037 

F-PLACE1004519 
ESTs 

1.0e-110:518:99 
25 Hs. 1 28505 : AA306435 

F-PLACE1 004520 

Pregnancy-specific beta 1 -glycoprotein 7 
1.3e-1 10:606:92 
30 Hs.119662:M34715 

F-PLACE1 004630 

Homo sapiens mRNA for osteoblast specific cysteine-rich protein, complete cds 
2.0e-1 39:749:92 
35 Hs.82582:AB008375 

F-PLACE1 004637 

F-PLACE1 004648 

40 

F-PLACE1004816 

Homo sapiens mRNA for Hakata antigen, complete cds 

1.2e-99:590:90 

Hs.9225:D88587 

45 

F-PLACE1 004887 

Homo sapiens Achaete-Scute homologue 2 (ASCL2) gene, complete cds 

5.1e-06:486:62 

Hs. 135639:1177629 

50 

F-PLACE1 005003 

Human SNC1 9 mRNA sequence 

1.5e-21:472:63 

Hs.56937:U20428 

55 

F-PLACE1 005005 

Homo sapiens ubiquitin conjugating enzyme G2 (UBE2G2) mRNA, complete cds 
4.7e-42:245:93 
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Hs.151614:AF032456 



F-PLACE1 005031 

ESTs, Highly similar to CHLORINE CHANNEL PROTEIN P64 [Bos taurusl 
2.9e-43:538:70 J 
Hs.118991:AA675919 

F-PLACE1 005239 
ESTs 

2.4e-42:209:100 
Hs.1 54475: Al 199037 



F-PLACE1 005250 



F-PLACE 1005383 

Homo sapiens UP50 mRNA, complete cds 

8.5e-128:633:96 

Hs.11494:AF093118 



F-PLACE1 005410 

7 H i 9 8 h l' y 7 f ilar 10 PR0TE ' N TRANSP0RT PRO ™N SEC61 ALPHA SUBUNIT [Canis familiaris] 
Hs.131840:AI016073 

F-PLACE1 005426 

Pregnancy-specific beta-1 glycoprotein 4 

2.3e-109:596:93 

Hs.108936:X17097 



F-PLACE1005519 

Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds 

3.3e-55:521 :74 

Hs.72292:AF024636 



F-PLACE1 005539 

HETEROGENOUS NUCLEAR RIBONUCLEOPROTEIN U 

5.8e-05:277:63 

Hs.103804:AF068846 



F-PLACE1 005544 

F-PLACE1 005569 
EST 

0.38:60:75 

Hs.1 37086: AA91 2486 



F-PLACE1 005601 

Homo Sapiens angiotensin II receptor gene, complete cds 

0.016:72:84 

Hs.20954:AI054441 



F-PLACE 1005660 



F-PLACE 1005669 

3.^61 n 60 N " methyl " D " aSPartate reC6Pt0r 20 SUbUnit PreCUre ° r (NMDAR2D ) mRN A, complete eds 
Hs.113286:U77783 
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F-PLACE1 005682 

F-PLACE1 005725 
Huntingtin (Huntington disease) 
5 1.1e-06:401:61 

Hs.79391:L12392 

F- PLACE 1005736 
ESTs 

10 3.6e-63:343:94 

Hs.17757:AA875839 

F-PLACE1 005745 

ESTs, Weakly similar to HYPOTHETICAL 25.2 KD PROTEIN IN ACB1-KSS1 INTERGENIC REGION [S.cerevi- 
*5 siae] 

6.9e-66:351:94 
Hs.7870:AI078137 

F-PLACE1 005768 
20 ESTs 

7.9e-60:318:95 
Hs.143856:A1 186351 

F-PLACE1005815 
25 Mutated in colorectal cancers 

0.0029:199:62 
Hs.1345:M62397 

F-PLACE1 005878 

30 ESTs, Highly similar to CHLORINE CHANNEL PROTEIN P64 [Bos taurus] 

5.0e-38:464:70 
Hs.118991:AA675919 

F-PLACE1 005927 

35 INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN COMPLEX ACID LABILE CHAIN PRECURSOR 

0.010:511:59 
Hs.839:M86826 

F-PLACE1 006071 
40 EST 

0.68:224:59 
Hs.161788:AA371859 

F-PLACE1 006073 

45 Homo sapiens mRNA for glucuronyltransf erase I, complete cds 

5.5e-96:464:98 
Hs.26492:AB009598 

F-PLACE1 006079 
50 Homo sapiens BAC clone RG300E22 from 7q21-q31.1 

1.5e-1 8:402:65 
Hs.99348:AC004774 

F-PLACE1 006093 
55 Homo sapiens mRNA for protein phosphatase 1 (PPP1 R6) 

0.0022:306:59 
Hs. 106471 :Y18206 
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F-PLACE1 006208 

HOMEOBOX/POU DOMAIN PROTEIN RDC-1 

0.022:425:57 

Hs.74095:L20433 



F-PLACE1006219 

I^ISSS? Siml,ar t0 SimHar t0 thymid,ne di P hos P h °g ,UC0 ^ 4,6-dehydratase [C.elegans] 
Hs.1 53778: AI246000 



F-PLACE1 006277 
EST 

0.42:60:75 

Hs.1 37086: AA91 2486 



F- PLACE 1006290 

M^SS^^^ SimNart0 M " mUSCU,US MERS ° thSr AHP(yrSA Pr0teins ^^s] 
Hs.132096:AA314601 



F-PLACE1006443 

Homo sapiens PB39 mRNA, complete cds 

1.2e-53:553:70 

Hs.1 891 0:AF045584 



F-PLACE1006515 

Homo sapiens mRNA for KIAA0576 protein, partial cds 

1.3e-141:655:99 

Hs.14687:AB011148 



F-PLACE1006716 
EST 

7.2e-12:148:75 

Hs.1 62969: AA67731 5 

F-PLACE1 006786 
ESTs 

0.0050:125:72 

Hs.1 091 56.AA1 93501 

F-PLACE1 006809 
ESTs 

4.5e-99:477:98 
Hs.135208:Al093908 

F-PLACE1006959 
ESTs 

7.4e-72:381 :93 
Hs.4963:W29030 4 



F-PLACE1 007028 

region 1 C (BWR1C) mRNA, complete cds 

Hs.154036:AF035444 
F-PLACE1 007040 

H. sapiens NF-H gene, exon 1 (and joined CDS) 

I . 4e-09:501 :61 
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Hs.75735:X15306 
F- PLACE 1007077 

ESTs, Moderately similar to testis-specificTCP20 [H.sapiens] 
5 0.88:192:62 

Hs.85818:AI216525 

F-PLACE1 007081 

Human piectin (PLEC1) mRNA, complete cds 
10 0.079:403:60 

Hs.79706:U53204 

F-PLACE1 007096 
YY1 transcription factor 
15 0.64:173:64 

Hs.97496:M77698 

F-PLACE1 007296 

ER LUMEN PROTEIN RETAINING RECEPTOR 1 
20 4.2e-73:542:83 

Hs.78040:X55885 

F- PLACE 1007591 
EST 

25 0.026:136:64 

Hs.130897:AI014389 

F-PLACE1 007626 

Homo sapiens unknown mRNA, complete cds 
30 2.6e-1 05:51 6:97 

Hs.11441:AF047439 

F-PLACE1 007702 

Homo sapiens mRNA for UTF1 , complete cds 
35 0.033:297:62 

Hs.158307:AB011076 

F- PLACE 1007845 
ESTs 

40 4.8e-22:1 58:89 

Hs.23445:AA489015 

F-PLACE1 007881 

45 F-PLACE1 007971 

ESTs, Weakly similar to K07F5.14 [C.elegans] 
1.1 e-1 28:599:99 
Hs. 15791 8: AA31 3781 

50 F- PLACE 1008282 

ESTs, Highly similar to HEME-EGULATED EUKARYOTIC INITIATION FACTOR El F-2-ALP HA KINASE [Oryctola- 
gus cuniculus] 
2.4e-65:353:94 
Hs.1 30830: W27380 

55 

F- PLACE 1008297 
F-PLACE1 008359 
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Human arginine-rich protein (ARP) gene, complete cds 

0.020:197:64 

Hs.75412:M83751 

F-PLACE1 008469 

Homo sapiens PB39 mRNA, complete: cds 

5.3e-20.620:60 

Hs.18910:AF045584 

F-PLACE1 008549 

Homo sapiens E74-like factor 5 (ELF5) mRNA, complete cds 

1.8e-1 45:693:98 

Hs.159267:AF049703 

F- PLACE 1008657 
VILLIN 

2.3e-1 0:356:61 
Hs.3046:X12901 

F-PLACE1008716 

Human beta-1 ,2-N-acetylglucosaminyltransferase II (MGAT2) gene, complete cds 
1 .5e~31 :1 91 :92 

Hs.154844:U15128 
F-PLACE1 008744 
F-PLACE1 008984 

Pregnancy-associated plasma protein A 

0.0085:268:60 

Hs.158229:U28727 

F-PLACE1 008985 

Signal transducer and activator of transcription 5A 

0.0047:249:64 

Hs.14203:U43185 

F-PLACE1 009067 

Human density enhanced phosphatase-1 mRNA, complete cds 

2.0e-06:453:60 

Hs.1177:U10886 

F-PLACE1009196 

F-PLACE 1009279 

Homo sapiens mRNA for serin protease with IGF-binding motif, complete cds 

1.9e-1 1:327:64 

Hs.75111:D87258 

F-PLACE1 009527 

Human DNA-binding protein ABP/ZF mRNA, complete cds 

6.8e-21:125:96 

Hs.86185:U82613 

F-PLACE1 009546 
TRANSCRIPTION FACTOR RELB 
0.051:248:61 
Hs.858:M83221 
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F-PLACE1 009600 
ESTs 

1.0:124:64 
Hs.52794:W51887 

5 

F-PLACE1 009735 
ESTs 

0.022:387:61 
Hs.132253:AI027207 

10 

F-PLACE1 009982 
F-PLACE1010011 

Homo sapiens transcription factor forkhead-like 7 (FKHL7) gene, complete cds 
15 1 .3e-09:330:66 

Hs. 1 43551 :AF048693 

F-PLACE1010078 

ESTs, Weakly similar to HYPOTHETICAL 25.2 KD PROTEIN IN ACB1-KSS1 INTERGENIC REGION [S.cerevi- 
20 siae] 

8.3e-47:474:72 
Hs.13144:T67556 

F-PLACE1010081 

25 Homo sapiens serine/threonine kinase RICK (RICK) mRNA, complete cds 

2.2e-1 51:733:97 
Hs.1 03755: AF027706 

F-PLACE1010251 

30 Homo sapiens Na+/H+ exchanger regulatory factor 2 (NHERF-2) mRNA, complete cds 

0.0037:405:60 
Hs.101813:AB016243 

F-PLACE1010445 
35 ESTs 

1.7e-45:235:97 
Hs.1 44501 :N39767 

F-PLACE1010713 
40 Hydroxysteroid (1 7-beta) dehydrogenase 3 

2.8e-20:447:62 
Hs.477:U05659 

F-PLACE1010784 

45 Human protease-activated receptor 3 (PAR3) mRNA, complete cds 

0.56:199:59 
Hs.1591 96:1192971 

F-PLACE 1010827 
so H. sapiens mRNA for transmembrane protein rnp24 

2.9e-09:346:64 
Hs.75914:X92098 

F-PLACE1010968 
55 ESTs 

0.00062:52:98 
Hs.119408:T87544 
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F-PLACE1011045 

Homo sapiens El-like protein mRNA, complete cds 

6.0e-129:595:99 

Hs.28190:AF094516 



F-PLACE1011116 

F-PLACE1011181 
ESTs 

1.0:301:58 
Hs.80285:AI092519 



F-PLACE1011236 

Homo sapiens putative renal organic anion transporter 1 (hROATI) mRNA, complete cds 

i ■ 1 e~41 .776.62 

Hs.23965:AF057039 

F-PLACE1011364 

^^^^ HYPOTHETICAL 141.2 KD PROTEIN EEED8.9 IN CHROMOSOME II [C.elegans] 
Hs.106499:W28299 



F-PLACE1011407 

ESTs, Moderately similar to ZINC FINGER PROTEIN 140 [H sapiens] 

3.28-1 5:228:70 

Hs.152174:AI199619 



F-PLACE1011516 

ESTs, Weakly similar to HYPOTHETICAL 21 .5 KD PROTEIN IN SEC15-SAP4 INTERGENIC REGION [S.cerevi- 

1.7e-85:444:95 
Hs.110978:AA843431 



F-PLACE1011708 

Homo sapiens intrinsic factor-B12 receptor precursor, mRNA, complete cds 

5.9e-145:722:96 

Hs.148318:AF034611 



F-PLACE1011824 

Human Ste20-like kinase (MST2) mRNA, complete cds 
1.6e-1 01:561:92 
Hs. 9231 7:1)26424 

F-PLACE1011978 

Homo sapiens DNA from chromosome 19, BAC 33152 

3.8e-67:733:72 

Hs.55452:AC003973 



F-PLACE2000118 

i'? ienS ° NA se( ^ uence from p AC 393P12 on chromosome Xp11.21. Contains a hypothetical protein 

^£^ U « K ^ UKE 2inc Finger protein pseud09ene ' a ^^^^ 

SSSS^ 3 9 R,b ° SOma ' Pr ° tein L7 UKE PSeUd ° 9ene - C ° ntains ESTs ' an STS «d a 



GSS (BAC end sequence) 
7.8e-1 15:568:95 
Hs.120856:AL022578 



F-PLACE2000219 
EST 
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8.7e-11:137:75 
Hs.98191:AA417044 

F-PLACE3000181 

5 Human protocadherin 42 mRNA, complete cds for abbreviated PC42 

1.5e-1 28:745:90 
Hs.79769:L11370 

F-PLACE3000213 
10 EST 

1.0:219:63 

Hs.98452:AA426058 

F-PLACE4000354 
15 ESTs 

1.4e-13:190:71 
Hs. 1 38841 :R94879 

F-PLACE4000455 

20 

F-SKNMC1 000004 

Homo sapiens GABA-B receptor mRNA, complete cds 

0.00039:275:62 

Hs.12307:AF056085 

25 

F-SKNMC1000014 
ESTs 

3.3e-38:1 96:98 
Hs.113307:H16716 

30 

F-SKNMC1 000082 
Complement component 4A 
0.98:324:63 
Hs.76682:K02403 

35 

F-THYROI 000036 

Homo sapiens mRNA for putative ATPase, partial 

0.98:199:60 

Hs.91471:AJ006268 

40 

F-THYR01 000061 

Human kinase Myt1 (Myt1) mRNA, complete cds 

1.0:210:62 

Hs.77783:AF014118 

45 

F-THYROI 000099 
ESTs 

2.5e-1 19:605:96 
Hs.11782:W07369 

50 

F-THYRO1000196 

Homo sapiens Ksp-cadherin (CDH16) mRNA, complete cds 

1.6e-1 26:475:98 

Hs.115418:AF016272 

55 

F-THYROI 000400 

Human R kappa B mRNA, complete cds 
0.64:223:63 
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Hs.95262:U08191 



F-THYR01 000580 

ESTs, Weakly similar to ZINC FINGER PROTEIN 7 [H.sapiens] 
5.4e : 27:248:76 K J 

Hs.25465:AA528105 



F-THYR01 000584 

Alpha mannosidase II Isozyme 

2.2e-06:528:60 

Hs. 1 55961 :L28821 

F-THYR01 000678 

Gap junction protein, beta 2, 26kD (connexin 26) 

1 .3e-33:266:80 

Hs.81795:M86849 

F-THYR01 000776 
Human involucrin mRNA 
0.0025:497:59 
HS.157091.M13903 

F-THYROI 000795 

MITOCHONDRIAL 2-OXOGLUTARATE/MALATE CARRIER PROTEIN 
4. 1e-1 9:532:62 

Hs.3816:AF070548 



F-THYROI 000846 

wZ.sTeo* CentrOSOma, Nek2 " ass ^ated protein 1 (C-NAP1) mRNA, complete cds 
Hs.27910:AF049105 



F-THYROI 000866 

Homo sapiens SKBIHs mRNA, complete cds 

1.1e-92:529:89 

Hs.12912:AF015913 

F-THYR01 000956 

Homo sapiens mRNA for G-protein coupled receptor 
1.8e-1 5:474:64 
Hs.1 55235: Y1 3583 

F-THYROI 000964 

Human OB binding protein-2 (OB-BP2) mRNA, complete cds 

0.22:303:61 

Hs. 11 7005:1171 383 



F-THYROI 000999 
EST 

2.0e-05:1 98:63 
Hs.146520.A1 130948 



F-THYRO1001063 

Human mRNA for cerebroside sulfotransferase, complete cds 

0.51:448:60 

Hs.17958:D88667 



F-THYR01 001071 
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ESTs 

2.1e-29:237:83 
Hs.155582:AI125241 

5 F-THYRO1001102 

ESTs, Weakly similar to growth arrest inducible gene product [H. sapiens] 

4.7e-32:208:88 

Hs.7854:W21970 

10 F-THYRO1001113 

Homo sapiens dysferlin mRNA, complete cds 

3.2e-53:684:68 

Hs.1 43897: AF075575 

15 F-THYRO1001128 
ESTs 

2.1 e-1 20:589:97 
Hs.62595:AA306052 

20 F-THYR01 001205 

F-THYR01 001237 
ESTs 

0.66:326:60 
25 Hs.148352:U80757 

F-THYR01 001242 

Protein phosphatase 2C alpha [human, teratocarcinoma, mRNA, 2346 nt] 
0.017:188:63 
30 - Hs.57764:S87759 

F-THYRO1001266 

Human sodium iodide symporter mRNA, complete cds 
8.6e-43:806:62 
35 Hs.103983:U66088 

F-THYRO1001327 
ESTs 

2.8e-50:264:96 
40 Hs.1 54667: AI343524 

F-THYROI 001456 
EST 

0.90:84:72 
45 Hs.1 30049: AA902650 

F-THYROI 001457 
Protein kinase C, mu 
6.0e-53:705:67 
so Hs.2891:X75756 

F-THYROI 001471 
ESTs 

8.0e-52:278:94 
55 Hs.7604:W31115 

F-THYR01 001478 

Human mRNA for KIAA0150 gene, partial cds 
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0.79:150:66 
Hs.98508:D63484 

F-THYR01 001495 

Homo sapiens KIAA0415 mRNA, complete cds 

9.5e-75:550:82 

Hs.7289:AB007875 

F-THYRO1001523 
ESTs 

7.2e-1 9:142:86 
Hs.140588:H60533 

F-THYRO1001529 
ESTs 

5.7e-24:1 41:95 
Hs.114172:AA703201 

F-THYR01 001593 

H. sapiens mRNA for serine/threonine protein kinase EMK 

I . 4e-70:643:74 
Hs.157199:X97630 

F-THYRO1001608 

Human mRNA for KIAA0227 gene, partial cds 

2.6e-07:533:59 

Hs.79170:D86980 

F-THYRO1001641 
ESTs 

0.87:269:59 
Hs.14599:AA522511 

F-THYRO1001700 

Homo sapiens c-Jun N-terminal kinase kinase 2 (JNKK2) mRNA, complete cds 

3.3e-05:441:59 

Hs.11 0299 : A F0 13589 

F-THYRO1001702 

Human plectin (PLEC1) mRNA, complete cds 

0.00017:346:62 

Hs.79706:U53204 

F-THYRO1001725 

Homo sapiens mRNA for procollagen l-N proteinase 

1 .3e-06:275:64 

Hs.120330:AJ003125 

F-THYRO1001770 

Homo sapiens mRNA for HsGAK, complete cds 

0.046:265:58 

Hs.153227:D88435 

F-THYRO1001803 
EST 

0.0085:201 :63 
Hs.158782:AI376601 
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F-Y79AA1 000030 
ESTs 

0.00051:276:60 
Hs.111999:AA465020 

5 

F-Y79AA1000127 
ESTs 

1.3e-85:430:96 
Hs.49932:W58552 

w 

F-Y79AA1 000207 
ESTs 

4.5e-81 :407:96 
Hs.125308:AI376737 

15 

F-Y79AA1 000226 

ESTs, Highly similar to HYPOTHETICAL 52.8 KD PROTEIN T05E11.5 IN CHROMOSOME IV [Caenorhabditis 
elegans] 
0.00081:76:84 
20 Hs.11221:AI192291 

F-Y79AA1 000270 

Human mRNA for ORF, Xq terminal portion 
9.9e-97:590:88 
25 Hs.6551:D16469 

F-Y79AA 1000426 

CELL SURFACE GLYCOPROTEIN MUC18 PRECURSOR 
0.045:507:59 
30 Hs.82914:X68264 

F-Y79AA 1000521 

Homo sapiens mRNA for putative G-protein coupled receptor, EDG6 
0.0029:489:58 
35 Hs.1 59543: AJ000479 

F-Y79AA 1000750 
ESTs 

9.9e-1 2:252:65 
40 Hs.52885:H29851 

F-Y79AA1 000776 
ESTs 

1.4e-50:340:87 
45 Hs. 1441 98: AI01 7555 

F-Y79AA1 000777 

Homo sapiens mRNA for putative transcription factor, partial 
3.9e-1 0:501:61 
50 Hs.26782:AJ009770 

F-Y79AA1 000876 

Homo sapiens short form transcription factor C-MAF (c-maf) mRNA, complete cds 
1.3e-11:323:66 
55 Hs.30250:AF055376 

F-Y79AA1 000888 

Homo sapiens mRNA for KIAA0469 protein, complete cds 
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1.5e-05:641:58 
Hs.7764:AB007938 



10 



F-Y79AA1 000959 

Homo sapiens Hsp70 binding protein HspBPI mRNA, complete cds 

5.3e-54:277:96 

Hs.53066:AF093420 

F-Y79AA 1000967 

Human mRNA for KIAA0369 gene, complete cds 

8.1e-10:517:61 

Hs.21355:AB002367 



F-Y79AA1001013 
ESTs 

2.4e-44:259:93 
Hs.109468:W52074 

F-Y79AA1001056 

ESTs, Moderately similar to maternal transcript Maid [M.musculusl 

4.7e-07:90:87 

Hs.36794:AI038407 



F-Y79AA1001062 

f el%^320 9^ ' milar t0 tUm ° r neCr0S ' S factor - a 'P ha - induced P rotein B1 2 [H.sapiens] 
Hs.13982:W27344 

F-Y79AA1001090 
H.sapiens DAP-kinase mRNA 
2.3e-06:465:59 
Hs.153924:X76104 



F-Y79AA1001212 

Homo sapiens SL15 protein mRNA, complete cds 

1.5e-1 63:763:98 

Hs.6710:AF038961 

F-Y79AA 1001 264 

Homo sapiens mRNA for MSJ-1 , complete cds 

5.3e-1 5:367:64 

Hs.3845:AB014888 



F-Y79AA1001272 

Human plectin (PLEC1) mRNA, complete cds 

6.3e-05:325:63 

Hs.79706:U53204 



F-Y79AA1001328 

Homo sapiens Delta mRNA, complete cds 

1.8e-07:271:61 

Hs.144631:AF003522 



F-Y79AA1001426 
Aldehyde dehydrogenase 7 
0.94:485:56 
Hs.83155:U10868 
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F-Y79AA1001427 

NADH-CYTOCHROME B5 REDUCTASE 

1.7e-56:649:69 

Hs.75666:M28713 

5 

F-Y79AA1 001430 

Homo sapiens mRNA for KIAA0469 protein, complete cds 

2.8e-1 24:577:99 

Hs.7764:AB007938 

10 

F-Y79AA1001523 

Homo sapiens transcription intermediary factor 1 (TIF1) mRNA, complete cds 

1.1e-92:496:93 

Hs.128763:AF009353 

15 

F-Y79AA1001530 

Human beta-tubulin gene (5-beta) with ten Alu family members 

1.0e-1 31:669:95 

Hs.108014:X00734 

20 

F-Y79AA1001592 
ESTs 

1.2e-88:212:97 
Hs.131180:AA594251 

25 

F-Y79AA1001727 
F-Y79AA1001787 

Human mRNA for KIAA0315 gene, partial cds 
30 0.48:248:63 

Hs.3989:AB002313 

F-Y79AA1001793 
ESTs 

35 1.4e-67: 192:98 

Hs.118559:AA887084 

F-Y79AA1001795 

Homo sapiens mRNA for GalT4 protein 
40 5.3e-89:431:98 

Hs.21495:AL031228 

F-Y79AA1001799 
NUCLEAR FACTOR RIP140 
45 0.54:182:62 

Hs.155017:X84373 

F-Y79AA1001803 

ESTs, Highly similar to MELANOMA-ASSOCIATED ANTIGEN XP [Homo sapiens] 
50 0.72:169:63 

Hs.94011:AA627644 

F-Y79AA1001863 
EST 

55 1.0:114:63 

Hs.152260:AA489703 

F-Y79AA 1002022 
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B94 PROTEIN 
5.7e-1 3:469:65 
Hs.75522:M92357 

F-Y79AA1 002058 

Homo sapiens clone 24733 mRNA sequence 

1.7e-1 54:740:98 

Hs.21970:AF052149 



F-Y79AA1002121 
EST 

0.14:104:66 
Hs.100070:M91493 

F-Y79AA1002129 
ESTs 

5,1e-90:431:98 
Hs.40719:AI1 83452 

. F-Y79AA1002213 

F-Y79AA 1002334 
ESTs 

5.0e-20:1 87:80 
Hs.111900:AA397579 

F-Y79AA1 002373 
ESTs 

4.5e-37:1 92:98 
Hs.118559:AA887084 

F-Y79AA1 002376 

Homo sapiens cytoplasmic dynein intermediate chain 1 mRNA, complete cds 

1.2e-36:657:64 

Hs.65248:AF063228 

F-Y79AA1 002378 

Homo sapiens KIAA0426 mRNA, complete cds 

4.9e-38:424:72 

Hs.97476:AB007886 



F-Y79AA 1002381 

CELL DIVISION PROTEIN KINASE 3 
8.4e-1 7:580:61 
Hs.100009:X66357 



Homology search result 9 



KUenSl^nr' 0 ^ ^ Uni ^C«P://www.ncbi,n, m .nih.gov/UniGene, using the 

Indicated are from the top, 

the name of the clone sequence, 

title of the top hit data, 

the P-value: the length of the sequence used for comparison (nucleotide):similarity (%) 
the Accession No. of the top hit data. 

[0303] Blank indicates that the 3'-end sequence corresponding to the 5'-end was not determined in the clone. 
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[0304] Data were not shown for the clones in which the P-value was higher than 1 . 

R-HEMBA1 000006 
ESTs 
5 1.0:85:71 

Hs.130699:AA621478 

R-HEMBA1000121 
ESTs 

10 1.3e-1 11:545:97 

Hs.1 53432: AA098922 

R-HEMBA1000128 

ESTs, Weakly similar to HYPOTHETICAL 30.6 KD PROTEIN IN SCP160-MRPL8 INTERGENIC REGION PRE- 
15 CURSOR [S.cerevisiae] 

3.0e-98:532:93 
Hs.7745:H92988 

R-HEMBA1 000275 
20 ESTs 

6.5e-11:81:81 
Hs.163492:AI334460 

R-HEMBA1 000300 
25 Homo sapiens mRNA for putative lipoic acid synthetase, partial 

1.2e-39:309:81 
Hs.53531:AJ224162 

R-nnnnnnnnnnnn 
30 ESTs 

4.9e-95:455:98 
Hs.1 54009: AI2841 84 

R-HEMBA1 000462 
35 Homo sapiens clone 243 unknown mRNA, complete sequence 

3.6e-91:313:94 
Hs.20423:AF091094 

R-HEMBA1 000477 
40 ESTs 

4.7e-1 11:541:97 
Hs.84526:AI341541 

R-HEMBA1 000590 
45 Homo sapiens mRNA for matrilin-4, partial 

2.6e-1 02:547:93 
Hs.1 29361 :AJ007581 

R-HEMBA1 000634 
50 ESTs 

0.85:189:62 
Hs.131268:AA909162 

R-HEMBA1 000671 
55 ESTs 

6.5e-84:432:96 
Hs.31991:T78668 
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R-HEMBA1000713 

Homo sapiens 10kD protein (BC10) mRNA, complete cds 

4.0e-11 9:575:97 

Hs.5300:AF053470 

R-HEMBA1 000732 
EST 

3.9e-81:435:92 
Hs.1 4671 8: A! 146722 

R-nnnnnnnnnnnn 

R-HEMBA1 000875 
EST 

0.023:207:62 

Hs.1 48275: AA907849 

R-HEMBA1 000940 

Human macroph age-derived chemokine precursor (MDC) mRNA, complete cds 

7.4e-31:211:81 

Hs.97203:U83171 

R-HEMBA1 000962 
ESTs 

1.1e-104:515:97 
Hs.8978:W63573 

R-HEMBA1 001 184 
EST 

7.1e-07:382:62 

Hs.1 24559: AA847550 

R-HEMBA1 001221 

ESTs, Weakly similar to transmembrane protein [H.sapiens] 

1.2e-95:487:95 

Hs.22791:AI056665 

R-HEMBA1 001228 

Human germline oligomeric matrix protein (COMP) mRNA, complete cds 

4.0e-42:1 70:92 

Hs.1584:AC003107 

R-HEMBA1 001272 
ESTs 

5.7e-71 :514:84 
Hs.26966:N74056 

R-HEMBA1 001296 
EST 

1.7e-93:494:95 
Hs.102465:N27272 

R-HEMBA1 001297 

Homo sapiens putative transcription factor CA150 mRNA, complete cds 

1.5e-93:466:96 

Hs.13063:AF017789 

R-HEMBA1001390 
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ESTs 

1.6e-42:1 81:89 
Hs.139190:N55515 

5 R-HEMBA1 001563 

Homo sapiens DEC-205 mRNA, complete cds 

8.4e-42:311:83 

Hs.153563:AF011333 

10 R-HEMBA1001621 

ESTs, Highly similar to PROBABLE G PROTEIN-COUPLED RECEPTOR APJ [Homo sapiens] 

4.2e-56:386:86 

Hs.9305:W84893 

15 R-HEMBA1001878 

Homo sapiens U5 snRNP-specific 40 kDa protein mRNA, complete cds 

1.1e-80:433:93 

Hs.10290:AF090988 

20 R-HEMBA1001886 

Zinc finger protein 1 41 (clone pHZ-44) 

5.9e-61:530:80 

Hs.159596:L15309 

25 R-HEMBA1 002048 

ESTs 

0.95:127:63 
Hs.98690:AA431162 

30 R-HEMBA1 002131 

R-HEMBA1002163 

ESTs, Weakly similar to K09E9.2 [C.elegans] 
5.9e-36:225:90 
35 Hs.26813:AI339473 

R-HEMBA1 002167 
ESTs 

1.5e-35:325:80 
40 Hs.124171:N98933 

R-HEMBA1002178 

MICROSOMAL DIPEPTIDASE PRECURSOR 
0.99:243:61 
45 Hs.109:J05257 

R-HEMBA1 002195 
Deoxyhypusine synthase 
1.9e-19:109:100 
50 Hs.79064:U79262 

R-HEMBA1 002227 

Myristoylated alanine-rich C-kinase substrate 
2.0e-1 16:567:97 
55 Hs.75607:D10522 

R-HEMBA1002316 

Homo sapiens mRNA for putative GTP-binding protein 
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8.2e-20:1 60:85 
Hs.101033:Y14391 

R-HEMBA1 002420 

ESTs, Weakly similar to T03G11 .6 gene product [C.elegans] 

2.7e-78:402:97 

Hs.1 08354: W1 9984 

R-HEMBA1 002421 

Syndecan 2 (heparan sulfate proteoglycan 1 , cell surface-associated fibroglycan) 

1.9e-91:443:97 

Hs.1501:J04621 

R-HEMBA1 002524 

Human MHC Class I region proline rich protein mRNA, complete cds 

1.0e-111:551:96 

Hs.41548:U63336 

R-HEMBA1 002551 
ESTs 

3.4e-1 07:553:96 
Hs.92071:W80592 

R-HEMBA1 002767 

Homo sapiens chromosome 1p33-p34 beta-1 ,4-galactosyltransf erase mRNA, complete cds 

5.5e-1 08:568:95 

Hs.19154:AF038660 

R-HEMBA1 002985 
ESTs 

4.4e-39:211:96 

Hs.1 26894: AA932538 

R-HEMBA1 003047 

Homo sapiens intrinsic factor-B12 receptor precursor, mRNA, complete cds 

1.6e-115:571:96 

Hs.1 4831 8:AF0346 11 

R-HEMBA1 003072 
EST 

0.044:220:61 
Hs.136349:AA490873 

R-HEMBA1003101 

Homo sapiens tyrosylprotein sulfotransferase-2 mRNA, complete cds 

1.2e-1 17:575:97 

Hs.26350:AF049891 

R-HEMBA1 003120 

Zinc finger protein 1 0 (KOX 1 ) 

5.8e-41:412:73 

Hs.2479:X78933 

R-HEMBA1 003230 

Homo sapiens UP50 mRNA, complete cds 

4.2e-44:258:93 

Hs.11494:AF093118 
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R-HEMBA1 003294 
ESTs 

4.3e-84:410:98 
Hs.113517:AA418756 

5 

R-HEMBA1003315 

ESTs, Weakly similar to TIP49 [R.norvegicus] 

7.3e-73:476:87 

Hs.6455:AA515838 

10 

R-HEMBA1 003392 

Homo sapiens LDL receptor-related protein 6 (LRP6) mRNA, complete cds 

8.3e-11 7:557:98 

Hs.23672:AF074264 

15 

R-HEMBA1 003399 

ESTs, Highly similar to MVP1 PROTEIN [Saccharomyces cerevisiae] 

8.0e-94:526:92 

Hs.12169:N38744 

20 

R-HEMBA1 003487 
ESTs 

4.5e-84:417:96 
Hs.21835:AA458524 

25 

R-HEMBA1 003497 
ESTs 

1.4e-72:346:99 

Hs.1 29837: AA778570 

30 

R-HEMBA1 003530 
ESTs 

8.5e-82:459:91 
Hs.22140:R41751 

35 

R-HEMBA1 003602 
ESTs 

1.0e-1 01:592:90 
Hs.1 24342: AA829829 

40 

R-HEMBA1 003732 
ESTs 

2.1e-111:530:99 
Hs.101660:AA481200 

45 

R-HEMBA1 003945 
Calcineurin B 
2.9e-83:410:97 
Hs.1335:M30773 

50 

R-HEMBA1 004007 

Homo sapiens PYRIN (MEFV) mRNA, complete cds 

3.8e-57:382:77 

Hs.113283:AF018080 

55 

R-HEMBA1 004085 
ESTs 

3.0e-59:396:87 
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Hs.1 02480: AA520980 
R-nnnnnnnnnnnn 

Homo sapiens intersectin short form mRNA, complete cds 

2.0e-11 6:569:97 

Hs.66392:AF064244 

R-HEMBA1 004250 
ESTs 

1.6e-97:469:97 

Hs.1 25529: AA883986 

R-HEMBA1 004391 
EST 

0.085:113:63 

Hs.1 57582: AI356856 

R-HEMBA1 004444 
ESTs 

2.3e-88:430:98 
Hs.141680:N98441 

R-HEMBA1 004454 
ESTs 

1.7e-71:338:100 
Hs.103913:AA740543 

R-HEMBA1 004505 
ESTs 

2.2e-63:329:95 
Hs.4814:AA631254 

R-HEMBA1 004785 
EST 

1.0:77:67 

Hs.144066:AA905236 

R-HEMBA1 004797 
ESTs 

4.1e-11:71:100 
Hs.27206:AA626782 

R-HEMBA1 004952 
ESTs 

6.0e-93:435:99 
Hs.115120:AA935633 

R-HEMBA1 004971 
ESTs 

0.98:152:58 
Hs.112621:AA608964 

R-HEMBA1 004982 
ESTs 

2.3e-1 09:51 6:98 
Hs.14877:AA749081 

R-HEMBA1 005070 
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Human mRNA for KIAA0310 gene, complete cds 

4.0e-96:381 :91 

Hs.5716:AB002308 

5 R-HEMBA1 005084 

ESTs 
1.0:75:80 

Hs.62119:AA043299 

10 R-HEMBA1005145 

Homo sapiens LIM protein mRNA, complete cds 

1.6e-58:278:84 

Hs.154103:AF061258 

15 R-HEMBA1 005230 

ESTs. 

3.7e-65:336:95 
Hs.1 24946: AI026708 

20 R-H EM BA1 005246 

R-HEMBA1 005267 

Human protein i mm u no- reactive with anti-PTH polyclonal antibodies mRNA, partial cds 
7.8e-75:536:81 
25 Hs.44566:U28831 

R-HEMBA1 005337 
EST 

8.7e-58:291:97 
30 Hs.48956:N64339 

R-H EMBA1 005430 
ESTs 

7.6e-83:388:100 
35 Hs.28968:AA524690 

R-HEMBA1 005449 
ESTs 

5.0e-47:317:86 
40 Hs.23650:H21144 

R-HEMBA1 005489 
ESTs 

1.8e-96:504:94 
45 Hs.8028:AA053817 

R-HEMBA1 005522 
EST 

1.0:98:64 
50 Hs.1 57385: AI3641 94 

R-HEMBA1 005545 

MUSCARINIC ACETYLCHOLINE RECEPTOR M3 
6.3e-1 17:579:96 
55 Hs.7138:U29589 

R-HEMBA1 005698 
ESTs 
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1.6e-113:562:96 
Hs.12942:AI042353 

R-HEMBA1 005913 
5 ESTs 

2.8e-1 09:564:94 
Hs.28827:Ai1 25541 

R-HEMBA1 005929 

10 Human macrophage-derived chemokine precursor (MDC) mRNA, complete cds 

9.6e-63:497:77 
Hs.97203:U83171 

R-HEMBA1 005945 
*5 ESTs 

1.1e-74:412:92 
Hs.32246:AA464020 

R-HEMBA1 006016 
20 ESTs 

1.46-18:162:82 
Hs.149448:AI082465 

R-HEMBA1 006171 
25 EST 

0.049:94:69 
Hs.159919:AA961766 

R-HEMBA1 006276 
30 ESTs 

6.3e-22:257:75 
Hs.138847:N64493 

R-HEMBA1 006299 
35 ESTs, Weakly similar to R06B9.b [C.elegans] 

3.9e-1 07:596:91 
Hs.30432:W28988^ 

R-HEMBA1 006311 
40 Homo sapiens SALL1 gene, partial 

0.99:273:60 
Hs.123094:X98833 

R-HEMBA1 006335 
45 ESTs 

2.5e-72:447:89 
Hs.23579:W38893 

R-HEMBA1 006357 
so ESTs 

6.3e-15:187:74 
Hs.161714:AA229078 

R-HEMBA1 006430 

55 Homo sapiens tumor necrosis factor superfamily member LIGHT mRNA, complete cds 

2.9e-47:303:88 
Hs.129708:AF064090 
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R-HEMBA1 006482 

Homo sapiens h-sco1 (SC01) mRNA, nuclear gene encoding mitochondrial protein, complete cds 
5.5e-1 07:537:96 
Hs.1 451 1:AF026852 

5 

R-HEMBA1 006517 

ESTs, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY I!!! [H.sapiens] 

2.7e-43:1 73:86 

Hs.141505:N30650 

10 

R-HEMBA1 006544 

Homo sapiens mRNA for small GTP-binding protein, complete cds 

5.8e-60:329:80 

Hs.115325:D84488 

15 

R-HEMBA1 006572 
ESTs 

7.2e-94:450:99 

Hs.1 23933: AA758566 

20 

R-HEMBA1 006658 

Homo sapiens mRNA for KIAA0687 protein, partial cds 

2.3e-1 12:570:94 

Hs.3628:AB014587 

25 

R-HEMBA1 006707 

Homo sapiens mRNA for matrilin-4, partial 

1.7e-79:389:97 

Hs.1 29361 :AJ007581 

30 

R-HEMBA1 006724 
R-HEMBA1 006749 

Homo sapiens mRNA for matrilin-4, partial 
35 1 .0e-89:472:94 

Hs.1 29361 :AJ007581 

R-HEMBA1 006770 

ESTs, Moderately similar to CAGH4 [H.sapiens] 
40 2.0e-1 12:554:96 

Hs.41641:AA428519 

R-HEMBA1 006902 

Homo sapiens mRNA for matrilin-4, partial 
45 3.0e-1 13:540:98 

Hs. 1 29361 :AJ007581 

R-HEMBA1006912 

H.sapiens mRNA for phosphoinositide 3-kinase 
so 5.9e-45:297:86 

Hs.101238:Y11312 

R-HEMBA1006916 

Homo sapiens Grb14 mRNA, complete cds 
55 5.8e-1 16:346:99 

Hs.83070:L76687 

R-HEMBA1 006960 
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ESTs 

1.7e-1 10:51 9:99 
Hs.22015:AI359551 

5 R-HEMBA1 007013 

ESTs 

0.53:280:59 

Hs.1 43532: AI087321 

10 R-HEMBA1 007057 

R-HEMBA1 007063 
EST 

3.2e-41:310:83 
'5 Hs.1 63333: AA879053 

R-HEMBA1 007241 
ESTs 

1.8e-1 03:492:98 
20 Hs.127478:A1 188768 

R-HEMBA1 007291 

Human mRNA for KIAA0266 gene, complete cds 
8.7e-46:283:89 
25 Hs.78878:D87455 

R-HEMBA1 007332 

ESTs, Weakly similar to hTAFIMOO [H.sapiens] 
2.8e-1 7:1 61:80 
30 Hs.3727:AA205887 

R-HEMBB1000106 
ESTs 

1.3e-100:491:97 
35 Hs.27774:AA576731 

R-HEMBB1 000276 

R-HEMBB1 000309 
40 EST 

1.0:150:64 

Hs.125409:AA879096 

R-HEMBB1 000407 
45 ESTs, Weakly similar to C47D1 2.2 [C.elegansJ 

4.1e-110:535:97 
Hs.1 4328: AA503393 

R-HEMBB1 000447 
50 Homo sapiens JWA protein mRNA, complete cds 

5.6e-109:533:97 
Hs.92384:AF070523 

R-HEMBB1 000542 
55 ESTs, Weakly similar to C01 H6.7 [C.elegans] 

1.6e-88:497:91 
Hs.18171:AA524327 
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R-HEMBB1 000567 

Insulin-like growth factor 2 (somatomedin A) 
8.9e-61 :369:88 
Hs.1 55487: J03242 

R-HEMBB1 000642 
ESTs 

2.2e-44:308:84 
Hs.141318:N71080 

R-HEMBB1 000668 

ESTs, Weakly similar to hTAFIMOO [H.sapiens] 
2.5e-1 02:520:95 
Hs.3830:AA1 67691 

R-HEMBB1 000679 
ESTs 

6.7e-36:1 88:97 

Hs.1 5421 8:AA1 69554 

R-HEMBB1 000881 
ESTs 

8.4e-1 05:51 9:96 
Hs.110967:AA570505 

R-HEMBB1 000905 
ESTs 

1.1e-94:454:98 
Hs.52515:AA464314 

R-HEMBB1001026 
ESTs 

0.22:93:69 

Hs.119510:AA630235 

R-HEMBB1001048 
EST 

0.42:127:66 
Hs.147466:AI215091 

R-HEMBB1 001200 
ESTs 

3.7e-07:330:62 
Hs.10109:AI148628 

R-HEMBB1001407 

MHC class II transactivator 

3.8e-35:414:71 

Hs.3076:U18259 

R-HEMBB1 001530 
ESTs 

2.4e-95:455:98 
Hs.8956:AI1 46421 

R-HEMBB1001547 
ESTs 

1.06-111:533:98 
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Hs.33979:AI074147 
R-HEMBB1 001573 

ESTs, Moderately similar to LL5 protein [R.norvegicus] 

1 .7e-06:64:95 

Hs.131327:AI148746 

R-HEMBB1001847 
ESTs 

1.4e-54:280:96 
Hs.109755:AA1 80809 

R-HEMBB1001959 

Homo sapiens clone 24781 mRNA sequence 

1.5e-1 04:504:97 

Hs.108112:AF070640 

R-HEMBB1001978 

Homo sapiens mRNA forTRAFS, complete cds 

7.0e-28:220:84 

Hs.29736:AB000509 

R-HEMBB1 002039 

ESTs, Weakly similar to I 1 1 1 ALU SUBFAMILY J WARNING ENTRY 1 1 1 1 [H.sapiens] 

1 .5e-34:423:72 

Hs.154912:N63897 

R-HEMBB1 002041 

ESTs, Weakly similar to transmembrane protein [H.sapiens] 

7.0e-1 22:575:98 

Hs.22791:AI056665 

R-HEMBB1 002051 

ESTs, Weakly similar to HYPOTHETICAL 92.1 KD PROTEIN ZK1098.3 IN CHROMOSOME Ml [Caenorhabditis 

elegans] 

4.2e-43:298:84 

Hs.141429:AA631915 

R-HEMBB1 002120 
ESTs 

1.4e-91:438:99 
Hs.1 4501 4:AI21 8562 

R-HEMBB1002162 
ESTs 

1 .0e-34:238:86 
Hs.164036:AA845659 

R-HEMBB1 002228 

Homo sapiens neuronal thread protein AD7C-NTP mRNA, complete cds 

1.7e-59:583:77 

Hs.129735:AF010144 

R-HEMBB1 002245 
ESTs 

9.1e-66:383:91 
Hs.8989:R71365 
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R-HEMBB1 002302 
ESTs 

3.6e-54:329:89 
Hs.37706:AA005120 

5 

R-HEMBB1 002427 
ESTs 

4.2e-83:400:98 
Hs.130783:AI263114 

10 

R-HEMBB1 002465 
EST 

9.9e-38:231:90 
Hs.133443:AI061405 

15 

R-HEMBB1 002661 
ESTs 

2.5e-1 01:472:99 
Hs.26878:AI421289 

20 

R-HEMBB1 002663 

Small inducible cytokine A5 (RANTES) 

7.1e-43:268:88 

Hs.155464:AF088219 

25 

R-HEMBB1 002693 
ESTs 

4.6e-84:435:96 

Hs.1 55522: AA829725 

30 

R-MAMMA1 000046 
EST 

3.9e-06:1 96:65 

Hs.1 36664: AA707467 

35 

R-MAMMA1000102 

Human G protein-coupled receptor (STRL22) mRNA, complete cds 

1.1e-31237:83 

Hs.46468:U45984 

40 

R-MAMMA1000106 

ESTs - 

1 .3e-65:333:95 

Hs.130749:AI284219 

45 

R-MAMMA1000118 
ESTs 

7.3e-95:465:97 
Hs.119286:AA1 26730 

50 

R-MAMMA1000141 
ESTs 

4.2e-94:515:93 
Hs.8116:H23508 

55 

R-MAMMA1 000204 

Homo sapiens dysferlin mRNA, complete cds 
2.3e-1 08:542:96 
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Hs.143897:AF075575 

R-MAMMA1 000226 
ESTs 

5 2.1e-112:535:98 

Hs.1 05761 :AA903862 

R-MAMMA1 000403 
ESTs 

10 1.5e-36:1 62:83 

Hs.152413:AA780515 

R-MAMMA1 000449 
EST 

15 1.5e-40:347:78 

Hs.163333:AA879053 

R-MAMMA1 000457 

Homo sapiens clone 638 unknown mRNA, complete sequence 
20 2.6e-1 17:570:97 

Hs.5825:AF091084 

R-MAMMA1 000473 
ESTs 

25 1.3e-62:308:99 

Hs.53565:W02102 

R-MAMMA1 000496 

Phosphodiesterase 4C, cAMP-specific (dunce (Drosophila)-homolog phosphodiesterase E1) 
30 0.051:125:68 

Hs.189:AC005759 

R-MAMMA1 000528 
ESTs 

35 2.4e-1 2:21 6:71 

Hs.134105:AI078038 

R-MAMMA1 000591 
ESTs 

40 5.0e-1 04:509:98 

Hs.151678:AA032243 

R-MAMMA1000614 

Homo sapiens mRNA for KIAA0665 protein, complete cds 
45 0.57:251:62 

Hs.119004:AB014565 

R-MAMMA1 000652 
ESTs 

50 0.93:49:87 

Hs.13248:R54144 

R-MAMMA1 000681 
ESTs 

55 1.3e-87:434:97 

Hs.46668:N47089 

R-MAMMA1 000706 
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Homo sapiens cGMP phosphodiesterase A1 (PDE9A) rnRNA, complete cds 

3.7e-48:232:100 

Hs.18953:AF067223 

5 R-MAMMA1 000788 

ESTs 

3.7e-1 08:559:94 
Hs.38969:AA1 30220 

w R-MAMMA1 000810 

ESTs 

1.2e-45:347:80 
Hs.146811:AA410788 

15 R-MAMMA1000814 
ESTs 

1.1 e-1 8:288:70 
Hs.140608:N53448 

20 R-MAMMA1 000881 

ESTs 

1.9e-1 07:557:96 
Hs.141602:N63562 

25 R-MAMMA1 000986 

ESTs 

3.8e-46:342:83 

Hs.1 32722: AA61 8531 

30 R-MAMMA1 000994 

Homo sapiens rnRNA for ISLR, complete cds 

1.2e-1 09:552:96 

Hs.102171:AB003184 

35 R-MAMMA1001043 
ESTs 

2.3e-88:445:96 
Hs.20450:AI094818 

40 R-MAMMA1001066 

Homo sapiens KIAA0414 rnRNA, partial cds 

1.5e-43:282:81 

Hs.1 27649: AB007874 

45 R-MAMMA1001094 

Homo sapiens clone 243 unknown rnRNA, complete sequence 

3.0e-116:566:97 

Hs.20423:AF091094 

so R-MAMMA1001141 
ESTs 

1.2e-1 04:496:98 
Hs.29669:AI285856 

55 R-MAMMA1001150 

ESTs, Highly similar to MYOSIN LIGHT CHAIN KINASE [Dictyostelium discoideum] 

1.9e-59:284:100 

Hs.9915:AI300083 
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R-MAMMA1001237 
ESTs 

0.45:206:62 
Hs.121366:AA758653 

R-MAMMA1 001284 
ESTs 

6.3e-40:279:85 
Hs.109765:AI096738 

R-MAMMA1 001310 

ESTs, Moderately similar to Ml! ALU SUBFAMTLY J WARNING ENTRY Ml! [H.sapiens] 

5.1e-98:498:96 

Hs.27264:AA1 59597 

R-MAMMA1001418 

Human mRNA for platelet-activating factor acetyl hydrolase 2, complete cds 

1.2e-41:302:85 

Hs.86188:D87845 

R-MAMMA1001532 
ESTs 

3.9e-22:331:71 
Hs.141840:AA028117 

R-MAMMA1001609 

Small inducible cytokine A5 (RANTES) 

1.5e-31:277:78 

Hs.155464:AF088219 

R-MAMMA1001615 
ESTs 

1.1e-72:376:95 

Hs.1 35569 :AA923461 

R-MAMMA1001623 
ESTs 

7.9e-1 06:505:98 
Hs.22908:AI224910 

R-MAMMA1001634 

Homo sapiens PYRIN (MEFV) mRNA, complete cds 

1.9e-44:428:76 

Hs.113283:AF018080 

R-MAMMA1001893 
ESTs 

8.0e-67:367:92 
Hs.19210:W26097 

R-MAMMA1001901 

Homo sapiens mRNA, chromosome 1 specific transcript KIAA0492 

4.7e-35:342:69 

Hs.127338:AB007961 

R-MAMMA1001957 

Cytochrome P450, subfamily I (aromatic compound-inducible), polypeptide 2 
5.5e-47:383:79 
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Hs.1361:M55053 

R-MAMMA1001978 

ESTs 

6.6e-1 08:560:95 
Hs.8859:AA191552 

R-MAMMA1 002070 

R-MAMMA1 002080 

ESTs, Weakly similar to GTP-BINDING PROTEIN YPTM1 [Zea mays] 

9.8e-1 05:542:94 

Hs.10092:AI189282 

R-MAMMA1 002087 
ESTs 

4.0e-1 9:1 53:84 
Hs.136678:AA730474 

R-MAMMA1 002095 
ESTs 

6.8e-34:196:93 
Hs.48119:AA454227 

R-MAMMA1002128 

ESTs, Highly similar to ABC1 PROTEIN PRECURSOR [Saccharomyces cerevisiae] 

9.0e-96:503:94 

Hs.39088:AA1 94773 

R-MAMMA1002142 
ESTs 

5.6e-21:145:90 
Hs.62119:AA043299 

R-MAMMA1002165 
ESTs 

1.6e-35:351:76 
Hs.140413:N47721 

R-MAMMA1 002205 

Homo sapiens DNA fragmentation factor 40 kDa subunit (DFF40) mRNA, complete cds 

6.4e-42:217:79 

Hs.133089:AF064019 

R-MAMMA1 002224 
ESTs 

0.50:170:64 
Hs.144140:H04293 

R-MAMMA1 002234 

R-MAMMA1 002586 
ESTs 

5.0e-1 05:529:96 
Hs.4814:AA631254 

R-MAMMA1 002633 
ESTs 
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7.3e-97:470:98 
Hs.38039:AI360128 

R-MAMMA1003126 
ESTs 

6.1 e-11 4:567:97 
Hs.20733:AI417917 

R-NT2RM4000100 
ESTs 

3.6e-71:343:99 
Hs.92186:AI080282 

R-NT2RM4000115 
ESTs 

1.5e-86:405:100 
Hs.129151:AA988192 

R-NT2RM4000198 
ESTs 

8.4e-83:462:93 
Hs.96772:AI369496 

R-NT2RM4000284 

Human IgG Fc receptor hFcRn mRNA, complete cds 

5.4e-95:440:100 

Hs.110804:U12255 

R-NT2RM4000295 
ESTs 

1.1 e-11 2:544:97 
Hs.21452:AA581881 

R-NT2RM4000326 
EST 

4.0e-59:301:96 
Hs.86264:AA206496 

R-NT2RM4000417 
ESTs 

2.0e-88:489:93 
Hs.29098:AA521439 

R-NT2RM4000444 
ESTs 

6.4e-90:497:92 
Hs.6129:U66676 

R-NT2RM4000587 
ESTs 

1.0e-97:473:98 
Hs.24947:AA039350 

R-NT2RM4000593 
ESTs 

9.8e-1 09:554:95 
Hs.7579:AA775865 
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R-NT2RM4000648 

ESTs, Moderately similar to GLYPICAN-1 PRECURSOR [Homo sapiens] 

7.6e-39:262:85 

Hs.118407:AA001322 

R-NT2RM4000761 
ESTs 

6.4e-86:433:95 
Hs.153428:AI246519 

R-NT2RM4000965 
ESTs 

2. 8e-1 02:523:96 
Hs.61790:AA421156 

R-NT2RM4000997 

R-NT2RM4001321 
ESTs 

2.4e-66:315:100 
Hs.75425:AA1 49434 

R-NT2RM4001325 
ESTs 

0.99:104:62 
Hs.116257:AA628680 

R-NT2RM4001377 

Homo sapiens mRNA for KIAA0638 protein, partial cds 

9.3e-1 13:553:96 

Hs.77864:AB014538 

R-NT2RM4001735 

Homo sapiens clone 23904 mRNA sequence 

1.5e-1 07:553:94 

Hs.67364:AF052129 

R-NT2RM4001768 
EST 

1.6e-1 4:82:85 
Hs.140922:R51520 

R-NT2RM4001843 
ESTs 

2.1e-123:579:98 
Hs.3741:AI057614 

R-NT2RM4002352 

Homo sapiens hLRpI 05 mRNA for LI)L receptor related protein 1 05, complete cds 
1.8e-1 09:557:95 
Hs.1 43641 :AB009462 

R-NT2RP2000092 
ESTs 

3.3e-08:286:65 
Hs.79881:AA401302 

R-NT2RP2000178 
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ESTs, Weakly similar to MITOCHONDRIAL LON PROTEASE HOMOLOG PRECURSOR [H.sapiens] 

2.3e-95:462:98 

Hs.47305:AA195153 

R-NT2RP2000240 
ESTs 

1 .3e-55:272:98 
Hs.1 25522: AI299693 

R-NT2RP2000394 
ESTs 

2.4e-1 07:528:96 
Hs.28555:W55892 

R-NT2RP2000447 

ESTs, Moderately similar to dynamin, internal form 2, short C-terminal form [H.sapiens] 

1 .6e-67:357:94 

Hs.1 28788: AA424076 

R-NT2RP2000479 
ESTs 

2.6e-48:312:86 

Hs. 1 4681 1:AA41 0788 

R-NT2RP2000514 
EST 

3.2e-63:348:93 
Hs.44542:N33966 

R-NT2RP2000533 
ESTs 

0.017:307:57 
Hs.97873:AA402799 

R-NT2RP2000616 
ESTs 

1.0e-91:475:95 
Hs.50344:AI300539 

R-NT2RP2000649 

Homo sapiens mRNA for Hs Ste24p, complete cds 

1.4e-66:322:98 

Hs.25846:AB016068 v 

R-NTT2RP2000663 
ESTs 

8.2e-59:311:96 
Hs.9728:T98746 

R-NT2RP2000712 
EST 

1 .7e-27:239:76 
Hs.161561:W60681 

R-NT2RP2000739 

ESTs, Weakly similar to zinc finger protein [H.sapiens] 

6.3e-86:462:93 

Hs.13323:AA897542 
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R-NT2RP2000818 
ESTs 

7.3e-99:485:97 
Hs.100525:AI310204 

5 

R-NT2RP2000903 

H. sapiens 5T4 gene for 5T4 Oncofetal antigen 

I. 2e-1 00:505:96 
Hs.82128:AJ012159 

10 

R-NT2RP2001200 

Homo sapiens mRNA for KIAA0676 protein, partial cds 

6.6e-59:306:95 

Hs.115763:AB014576 

15 

R-NT2RP2001223 
ESTs 

1.2e-94:475:95 
Hs.27556:AA1 15361 

20 

R-NT2RP2001276 

ESTs, Moderately similar to regulatory protein [M.musculus] 

4.7e-65:354:92 

Hs.105547:AI361036 

25 

R-NT2RP2001388 
ESTs 

5.5e-83:459:93 
Hs.15713:AA485755 

30 

R-NT2RP2001469 

ESTs, Weakly similar to teg292 protein [M.musculus] 

2.0e-30:233:83 

Hs.68791:AA527270 

35 

R-NT2RP2001480 

Homo sapiens thrombospondin 3 (THBS3) gene, complete cds 

2.1e-84:426:95 

Hs.82165:L38969 

40 

R-NT2RP2001495 

ESTs, Weakly similar to transporter protein [H.sapiens] 

1.7e-14:130:84 

Hs.18272:N78499 

45 

R-NT2RP2001514 

ESTs, Weakly similar to PROBABLE CATION-TRANSPORTING ATPASE YEL031 W [Saccharomyces cerevisiae] 

3.3e-45:242:95 

Hs.9275:AA973284 

50 

R-NT2RP2001538 
EST 

1.4e-05:111:73 
Hs.137268:T39311 

55 

R-NT2RP2001562 
EST 

0.50:35:91 



1271 



EP1 130 094 A2 



Hs.140505:AA804211 
R-NT2RP2001662 

Homo sapiens clone 24615 mRNA sequence 
5 1.0e-95:485:95 

Hs.94785:AF055012 

R-NT2RP2001755 

Homo sapiens mRNA for KIAA0762 protein, partial cds 
10 4.2e-1 05:576:92 

Hs.5378:AB018305 

R-NT2RP2001769 
ESTs 

w 4.2e-1 02:548:93 

Hs.14014:AA745592 

R-NT2RP2001817 
ESTs 

20 6.0e-97:472:97 

Hs.31176:AI037953 

R-NT2RP2001878 
ESTs 

25 3.3e-94:475:95 

Hs.1 44655: AI279798 

R-NT2RP2001903 
ESTs 

30 1.7e-88:461:95 

Hs.112218:AI038601 

R-NT2RP2001915 
ESTs 

35 7.8e-96:480:96 

Hs.100890:AA779892 

R-NT2RP2001921 
ESTs 

40 2.5e-88:466:94 

Hs.1 04859: AA7791 01 

R-NT2RP2001948 
ESTs 

45 1 .9e-81 :439:91 

Hs.105463:AA583017 

R-NT2RP2001956 
ESTs 

50 8.7e-85;477:91 

Hs.12101:AA677423 

R-NT2RP2002015 
ESTs 

55 3.5e-85:431:95 

Hs.75425:AA1 49434 

R-NT2RP2002063 
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EST 

0.0083:199:62 
Hs.48699:N63049 

5 R-NT2RP2002188 
ESTs 

1.5e-1 08:559:94 
Hs.47320:AA057440 

. 10 R-NT2RP2002232 
ESTs 

2.5e-1 13:576:95 
Hs.7099:AI089774 

15 R-nnnnnnnnnnnn 

Human mRNA for KIAA0383 gene, partial cds 

8.0e-1 02:51 1:96 

Hs.27590:AB002381 

20 R-NT2RP2002409 
ESTs 

3.2e-84:432:95 
Hs.1 28443: AI281 991 

25 R-NT2RP2002510 
ESTs 

1 .3e-42:303:82 

Hs.1 4681 1:AA41 0788 

30 R-NT2RP2002527 

Thromboxane A2 receptor 
2.9e-23:1 64:88 
Hs.89887:D38081 

35 R-NT2RP2002533 

Homo sapiens putative tumor suppressor gene 26 protein alpha 2 delta calcium channel subunit mRNA, complete 
cds 

4.0e-1 17:580:96 
Hs.127436:AF040709 

40 

R-NT2RP2002564 

Human zinc-finger protein C2H2-150 mRNA, complete cds 

4.0e-111:569:94 

Hs.1 081 39:U38864 

45 

R-NT2RP2002674 

ESTs, Weakly similar to putative p150 [H. sapiens] 

0.010:293:60 

Hs.140964:AI214400 

50 

R-NT2RP2002721 
ESTs 

5.6e-1 0:1 65:69 
Hs.108745:H95644 

55 

R-NT2RP2002824 
EST 

0.0055:209:58 
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Hs.1 36259: AA347883 

R-NT2RP2002942 
ESTs 

9.2e-82:422:96 
Hs.140952:R59211 

R-NT2RP2002974 
ESTs 

5.6e-99:507:96 
Hs.43314:AA1 60543 

R-NT2RP2002976 
ESTs 

2.9e-78:397:91 
Hs:83575:N28730 

R-NT2RP2003042 
ESTs 

2.7e-1 07:526:97 
Hs.6770:AA972732 

R-NT2RP2003179 
ESTs 

2.9e-59:335:92 
Hs.87019:AA760977 

R-NT2RP2003210 
ESTs 

2.1e-80:419:94 
Hs.25354:N28667 

R-NT2RP2003302 

ESTs, Moderately similar to ZINC FINGER PROTEIN 7 [Homo sapiens] 

2.1e-92:443:98 

Hs.112508:AA599140 

R-NT2RP2003369 
ESTs 

9.7e-84:462:92 
Hs.1 551 16:C1 6874 

R-NT2RP2003383 

Homo sapiens mRNA for KIAA0458 protein, complete cds 

1.3e-1 12:549:97 

Hs.7414:AB007927 

R-NT2RP2003390 

Homo sapiens SEC63 (SEC63) mRNA, complete cds 

4.9e-56:286:96 

Hs.31575:AF100141 

R-NT2RP2003469 

Human mRNA for KIAA0355 gene, complete cds 

6.6e-40:302:83 

Hs.153014:AB002353 

R-NT2RP2003545 
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ESTs 

8.0e-121:572:98 
Hs.23643:AI299952 

R-NT2RP2003593 
EST 

1.0:124:62 
Hs.59890:AA001879 

R-NT2RP2003599 
EST 

5.2e-06:319:60 
Hs.1 47887: AI223203 

R-NT2RP2003655 
ESTs 

9.3e-1 07:51 9:97 
Hs.5831:AA1 76450 

R-NT2RP2003664 

Homo sapiens mRNA for leptin receptor gene-related protein 

5.3e-1 12:549:96 

Hs.23581:Y12670 

R-NT2RP2003931 

Human mRNA for KIAA0365 gene, partial cds 

1.7e-113:571:96 

Hs.84123:AB002363 

R-NT2RP2003940 
EST 

3.0e-71 :385:93 
Hs.162657:AA603590 

R-NT2RP2003950 

Homo sapiens clone 24778 unknown mRNA 

5.0e-98:494:95 

Hs.25306:AF070572 

R-NT2RP2004069 

Human kpni repeat mma (cdna clone pcd-kpni-8), 3' end 

6.3e-54:556:74 

Hs.103948:K00627 

R-NT2RP2004108 

ESTs, Moderately similar to ZINC FINGER PROTEIN ZFP-36 [Homo sapiens] 

6.9e-92:442:98' 

Hs.1 4831 :AI261 191 

R-NT2RP2004141 
ESTs 

8.3e-29:171 :93 
Hs.25700:AI338437 

R-NT2RP2004179 
ESTs 

3.1e-71 :461:88 
Hs.6748:R68509 



1275 



EP1 130 094 A2 



R-NT2RP2004205 
ESTs 

2.6e-44:397:78 
Hs.95115:AA206594 

5 

R-NT2RP2004447 
ESTs 

4.0e-1 01:494:97 
Hs.51655:AA523276 

10 

R-NT2RP2004495 

ESTs, Weakly similar to transporter protein [H.sapiens] 

6.1e-71:417:92 

Hs.18272:N78499 

15 

R-NT2RP2004524 
ESTs 

1.8e-93:482:95 
Hs.119285:Al225008 

20 

R-NT2RP2004556 

Homo sapiens mRNA for KIAA0459 protein, partial cds 

8.8e-48:353:82 

Hs.28169:AB007928 

25 

R-NT2RP2004606 

Tissue inhibitor of metal loproteinase 1 (erythroid potentiating activity, collagenase inhibitor) 

3.5e-1 16:576:96 

Hs.148726:X03124 

30 

R-NT2RP2004648 
ESTs 

5.9e-1 14:600:93 
Hs.3741:AI057614 

35 

R-NT2RP2004670 
ESTs 

1.7e-92:488:94 
Hs.6262:T89093 

40 

R-NT2RP2004794 
EST 

0.44:205:57 
Hs.147759:Al220726 

45 

R-NT2RP2004837 
ESTs 

6.9e-111:576:94 
Hs.12305:AA1 66889 

50 

R-NT2RP2004847 
ESTs 

8.3e-94:445:99 
Hs.53996:AI268861 

55 

R-NT2RP2005027 

GLUCOSE TRANSPORTER TYPE 3, BRAIN 
2.5e-1 04:508:97 
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Hs.7594:M20681 
R-NT2RP2005069 

ESTs, Highly similar to vacuolar protein sorting homolog r-vps33b [R.norvegicus] 
5 4.7e-111:541:97 

Hs.26510:AA700425 

R-NT2RP2005163 
ESTs 

10 6.8e-64:327:89 

Hs.83575:N28730 

R-NT2RP2005181 

ESTs, Moderately similar to HIGH-AFFINITY CATIONIC AMINO ACID TRANS PORTE R-1 [H.sapiens] 
15 1.6e-1 06:527:97 

Hs.86362:AA205485 

R-NT2RP2005247 
MHC class II transactivator 
20 7.9e-35:465:69 
Hs.3076:U18259 

R-NT2RP2005378 
ESTs 

25 3.4e-11 0:566:94 

Hs.23060:N64748 

R-NT2RP2005391 
ESTs 

30 5.5e-82:463:92 

Hs.118793:AA1 92438 

R-NT2RP2005425 

Homo sapiens mRNA for KIAA0803 protein, partial cds 
35 2.6e-1 01:526:94 

Hs.58103:AB018346 

R-NT2RP2005463 

ESTs, Weakly similar to weakly similar to S. cervisiae PTM1 precursor [C.elegans] 
40 7.6e-1 11:554:97 

Hs.16492:N95400 

R-NT2RP2005514 
ESTs 

45 1.8e-97:490:95 

Hs.109677:AA447864 

R-NT2RP2005535 
EST 

50 5.1e-40:399:73 

Hs.127142:AA937570 

R-NT2RP2005541 
ESTs 

55 5.2e-1 14:573:96 

Hs.70823:AI378619 

R-NT2RP2005597 
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ESTs, Weakly similar to rotated abdomen protein [D.melanogaster] 

3.7e-1 09:543:96 

Hs.99654:AA670164 

R-nnnnnnnnnnnn 
ESTs 

1.1 e-1 00:501:97 
Hs.112011:AA987961 

R-NT2RP2005666 
ESTs 

2.7e-1 06:560:94 
Hs.42814:AA205754 

R-NT2RP2005774 

Homo sapiens apoptosis-related mRNA, 3'UTR, partial sequence 

7.0e-96:440:96 

Hs.1 39345: AF035364 

R-NT2RP2005878 
ESTs 

2.8e-89:479:93 
Hs.1 42305: R42591 

R-NT2RP2005883 
ESTs 

1 .0e-85:431 :96 
Hs.6909:AA928115 

R-NT2RP2005887 
ESTs 

5.5e-1 09:566:94 
Hs.12305:AA166889 

R-nnnnnnnnnnnn 

Paired box homeotic gene 6 (aniridia, keratitis) 

1.6e-11 6:578:96 

Hs.89506:M93650 

R-NT2RP2005994 
EST 

0.0061:129:68 
Hs.160756:AI310589 

R-NT2RP2006004 

ESTs, Weakly similar to KIAA0405 [H.sapiens] 

4.7e-45:303:86 

Hs.14146:W92235 

R-NT2RP2006042 
EST 

0.64:84:71 

Hs.133275:AI053487 
R-NT2RP2006092 

ESTs, Weakly similar to HYPOTHETICAL PROTEIN KIAA0168 [H.sapiens] 

1.1e-75:384:95 

Hs.32822: AM 94045 
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R-NT2RP2006099 
ESTs 

6.9e-35:224:82 
Hs.139446:AA461080 

5 

R-NT2RP2006134 
EST 

1.3e-95:445:100 
Hs.162033:AA514590 

10 

R-NT2RP2006269 

Human mRNA for KIAA0315 gene, partial cds 

0.96:343:60 

Hs.3989:AB002313 

15 

R-NT2RP2006512 

Homo sapiens clone 23904 mRNA sequence 

1.5e-1 07:531:96 

Hs.67364:AF052129 

20 

R-NT2RP3000011 
ESTs 

7.3e-92:508:91 
Hs.112041:W26001 

25 

R-NT2RP3000022 
EST 

0.78:175:63 
Hs.135650:AA902912 

30 

R-NT2RP3000059 
ESTs 

6.2e-99:475:98 
Hs.123136:AA631067 

35 

R-NT2RP3000063 
ESTs 

9.7e-1 05:554:94 
Hs.7542:AA121663 

40 

R-nnnnnnnnnnnn 

Human mRNA for KIAA0314 gene, partial cds 

5.0e-1 7:307:65 

Hs.155045:AB002312 

45 

R-NT2RP3000148 
ESTs 

6.4e-1 01:527:94 
Hs.58461:W80378 

50 

R-NT2RP3000169 

Homo sapiens MRS1 mRNA, complete cds 

1.4e-111:551:96 

Hs.30985:AF093239 

55 

R-NT2RP3000171 
EST 

0.45:205:57 
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Hs.1 47759: AI220726 

R-NT2RP3000172 
ESTs 

2.0e-89:494:93 
Hs.6262:T89093 

R-NT2RP3000201 

Human mRNA for K1AA0355 gene, complete cds 

1.1e-40:305:83 

Hs.153014:AB002353 

R-NT2RP3000232 

ESTs, Weakly similar to kruppel-related zinc finger protein [H.sapiens] 

5.7e-65:386:90 

Hs.4841:AI279875 

R-NT2RP3000304 

Homo sapiens LDL receptor- related protein 6 (LRP6) mRNA, complete cds 

1.1 e-1 09:541:97 

Hs.23672:AF074264 

R-NT2RP3000378 
EST 

2.0e-05:112:74 
Hs.137268:T39311 

R-NT2RP3000436 
EST 

1 .2e-08:347:62 
Hs.1 58830: AI377454 

R-NT2RP3000444 
ESTs 

3.3e-70:314:99 
Hs.57973:AI263207 

R-NT2RP3000460 
EST 

1.9e-50:294:92 
Hs.7260:T23737 

R-NT2RP3000481 

PROBABLE G PROTEIN-COUPLED RECEPTOR GPR6 

1.0:183:59 

Hs.46332:U18549 

R-NT2RP3000616 
ESTs 

3.0e-71 :309:93 
Hs.41296:N71923 

R-NT2RP3000645 
ESTs 

1.5e-1 01:550:92 
Hs.21910:AA020743 

R-NT2RP3000652 
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ESTs 

6.6e-88:411:100 
Hs.43134:AA766138 

R-NT2RP3000676 

Homo sapiens mRNA for KIAA0446 protein, complete cds 

1.0e-1 04:542:94 

Hs.158286:AB007915 

R-NT2RP3000677 
ESTs 

0.33:307:59 
Hs.133022:AI374739 

R-NT2RP3000721 
ESTs 

1 .6e-75:390:90 
Hs.83575:N28730 

R-NT2RP3000789 
ESTs 

1 .5e-71 :340:99 
Hs.37776:H93038 

R-NT2RP3000818 
ESTs 

1.9e-52:330:88 
H:s.111052:H80504 

R-NT2RP3000820 
EST 

9.1e-05:82:74 

Hs.1 24352: AA830406 

R-NT2RP3000838 

Homo sapiens mRNA for KIAA0638 protein, partial cds 

1.5e-1 00:522:94 

Hs.77864:AB014538 

R-NT2RP3000871 
ESTs 

3.9e-76:424:91 
Hs.121642:AA772262 

R-NT2RP3000907 

ESTs, Weakly similar to PROBABLE CATION-TRANSPORTING ATPASE YEL031 W [Saccharomyces cerevisiae] 

4.5e-95:493:94 

Hs.9275:AA973284 

R-NT2RP3000921 
ESTs 

4.1e-52:283:94 
Hs.49714:AA442453 

R-NT2RP3001012 

Homo sapiens mRNA for CMP-sialic acid transporter, complete cds 

0.60:250:61 

Hs.82921:D87969 
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R-NT2RP3001044 
ESTs 

3.5e-1 06:547:95 
Hs.1 2305: AA1 66889 

5 

R-NT2RP3001061 
ESTs 

1.3e-96:453:99 
Hs.4916:AI1 49707 

10 

R-NT2RP3001159 

ESTs, Weakly similar to T13F2.1 [C.elegans] 

3.8e-47:302:90 

Hs.6281:AA523081 

15 

R-NT2RP3001170 

Homo sapiens mRNA for KIAA0784 protein, partial cds 

2.8e-1 18:561:98 

Hs.3657:AB018327 

20 

R-NT2RP3001195 
ESTs 

1 .5e-40:461 :72 
Hs.152438:AI334078 

25 

R-NT2RP3001240 
EST 

1.9e-50:294:92 
Hs.7260:T23737 

30 

R-NT2RP3001271 
ESTs 

1.1e-77:432:92 
Hs.12211:AA908631 

35 

R-NT2RP3001322 
ESTs 

0.25:331:60 
Hs.44330:N32264 

40 

R-NT2RP3001542 
EST 

0.0032:432:58 
Hs.148107:AA693476 

45 

R-NT2RP3001560 
EST 

3.5e-50:281:93 
Hs.101727:H16171 

50 

R-NT2RP3001592 
ESTs 

3.2e-65:344:93 
Hs.28964:AA715101 

55 

R-NT2RP3001685 
EST 

3.0e-37:1 65:81 
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Hs.1 60895: AI365871 
R-NT2RP3001738 

ESTs, Weakly similar to T13F2.1 [C.elegans] 

3.8e-47:302:90 

Hs.6281 :AA523081 

R-NT2RP3001754 
EST 

0.00043:104:69 
Hs.148331:AA911426 

R-NT2RP3001858 
ESTs 

7.6e-93:502:93 

Hs.1 53524: AA533582 

R-NT2RP3001976 
ESTs 

5.0e-1 04:51 6:96 
Hs.35461:AA777644 

R-NT2RP3002015 

R-NT2RP3002160 
ESTs 

1.4e-34:1 78:99 
Hs.130783:AI263114 

R-NT2RP3002281 

Homo sapiens mRNA for KIAA0765 protein, partial cds 

3.5e-83:446:93 

Hs.62318:AB018308 

R-NT2RP3002286 
ESTs 

2.1 e-1 03:51 3:97 
Hs.58570:AA521423 

R-NT2RP3002311 
ESTs 

-1.4e-1 08:538:96 
Hs.3741:AI057614- 

R-NT2RP3002324 
ESTs 

3.7e-1 02:483:99 
Hs.99668:AA829521 

R-NT2RP3002342 

ESTs, Weakly similar to transporter protein [H.sapiens] 

2.0e-60:339:95 

Hs.18272:N78499 

R-NT2RP3002353 
ESTs 

6.8e-98:484:97 
Hs.9732:AA527784 
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NNNNNNNNNNNNNN 

Homo sapiens mRNA for KIAA0788 protein, partial cds 

2.7e-29:214:85 

Hs.2397:Z70200 

5 

NNNNNNNNNNNNNN 
ESTs 

3.0e-72:389:94 
Hs.32246:AA464020 

10 

R-NT2RP3002448 

ESTs, Weakly similar to Y48E1B.t [C.elegans] 

1.0e-1 9:131:75 

Hs.8715:H58021 

15 

R-NT2RP3002571 
ESTs 

1.1e-78;407:95 
Hs.27356:AA740928 

20 

R-NT2RP3002664 
ESTs 

1 .2e-56:341 :90 
Hs.23308:AA1 15020 

25 

R-NT2RP3002721 
EST 

2.8e-41:302:82 

Hs.1 24936: AA825548 

30 

R-NT2RP3002737 
EST 

1.7e-51:267:97 
Hs.161348:AI422470 

35 

R-NT2RP3002738 

ESTs, Weakly similar to enhancer of filmentation 1 [H.sapiens] 

1.7e-1 06:530:96 

Hs.4894:AM91323 

40 

R-NT2RP3002790 

R-NT2RP3002836 
ESTs 

45 4.6e-49:282:92 

Hs.107979:AA1 46994 

R-NT2RP3002887 
ESTs 

50 6.3e-98:5 16:94 

Hs.11900:AA535065 

R-NT2RP3002900 
ESTs 

55 2.0e-29:155:99 

Hs.153329:AA1 12325 

R-NT2RP3002958 
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Homo sapiens done 23851 mRNA sequence 

6.6e-11 9:575:98 

Hs.10065:AF035313 

5 R-NT2RP3002983 
ESTs 

1.18-61:374:90 
Hs.1 7834: AA1 28246 

10 R-NT2RP3003000 

Homo sapiens T-type calcium channel alpha-1 subunit mRNA, complete cds 

4. le-65:358:94 

Hs.122359:AF051946 

15 R-NT2RP3003076 
ESTs 

2.6e-95:507:93 
Hs.21910:AA020743 

20 R-NT2RP3003354 

ESTs, Moderately similar to !!!! ALU SUBFAMILY SQ WARNING ENTRY !!!! [H.sapiens] 

2.1e-78:385:96 

Hs.92177:AI207792 

25 R-NT2RP3003448 
ESTs 

6.7e-1 05:521:96 
Hs.1 06833: AA4701 28 

30 R-NT2RP3003469 
ESTs 

1.1e-91 :461:96 
Hs.75425: AA1 49434 

35 R-NT2RP3003473 

R-NT2RP3003527 

Homo sapiens mRNA for protein kinase DyrklB 
1.6e-92:445:97 
40 Hs.130988:Y17999 

R-NT2RP3003532 
ESTs 

0.022:193:63 
45 * Hs.122593:Z99400 

R-nnnnnnnnnnnn 
EST 

0.036:279:59 
50 Hs.158745:AI375513 

R-NT2RP3003559 
ESTs 

9.8e-1 06:51 3:97 
55 Hs.44970:AI061464 

R-NT2RP3003614 

Homo sapiens mRNA, chromosome 1 specific transcript KIAA0510 
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0.00016:113:69 
Hs.92660:AB007979 

R-NT2RP3003729 
5 ESTs 

1 .2e-43:289:86 
Hs.1 06401 :R50967 

R-NT2RP3003849 
10 ESTs 

5.4e-91:435:98 
Hs.1 44840: AI221 746 

R-NT2RP3003874 
15 ESTs 

0.21:323:59 
Hs.4291 9:AA805764 

R-NT2RP3003963 
20 ESTs 

1 .7e-90:438:97 

Hs.1 05894: AA564110 

R-NT2RP3004000 
25 ESTs 

2.9e-1 01:559:91 
Hs.21910:AA020743 

R-NT2RP3004025 
30 ESTs 

2.3e-1 08:51 7:98 
Hs.15356:AA911109 

R-NT2RP3004075 
55 ESTs 

7.4e-84:453:93 
Hs.22412:AA523036 

R-NT2RP3004083 
40 ESTs, Weakly similar to R06B9.D [C.elegans] 

4.2e-84:474:91 
Hs.30432:W28988 

R-NT2RP3004090 
45 ESTs 

1.0:207:61 

Hs.92832:AA631027 

R-NT2RP3004119 
50 EST 

1.8e-50:248:99 

Hs. 1 62023 :AA506 128 

R-NT2RP3004130 
55 ESTs 

1.1 e-1 03:520:96 
Hs.1 0491 :W28968 
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R-NT2RP3004133 
ESTs 

4.7e-1 04:545:93 
Hs.15727:H98190 

5 

R-NT2RP3004202 
ESTs 

1.1e-98:471:98 
Hs.61884:AI335985 

w 

R-NT2RP3004294 

ESTs, Weakly similar to R06B9.b [C.etegans] 

2.4e-96:500:94 

Hs.30432:W28988 

15 

R-NT2RP3004309 

ESTs, Weakly similar to T13F2.1 [C.elegans] 

3.5e-48:308:90 

Hs.6281:AA523081 

20 

R-NT2RP3004321 
ESTs 

2.6e-99:494:97 
Hs.19306:N53491 

25 

R-NT2RP3004345 
ESTs 

5.4e-95:444:99 
Hs.107149:AI379497 

30 

:R-NT2RP3004355 
ESTs 

3.9e-99:490:97 
Hs.43410:N23651 

35 

R-NT2RP3004374 
ESTs 

1 .2e-90:462:95 
Hs.75425:AA1 49434 

40 

R-NT2RP3004406 
ESTs 

1.9e-1 00:502:96 
Hs.24936:AA479402 

45 

R-NT2RP3004481 
ESTs 

1.6e-53:370:87 
Hs.11953:AA1 94120 

50 

R-NT2RP3004552 

ESTs, Weakly similar to gene SEZ-6 [M.musculus] 

7.8e-92:488:93 

Hs.6314:AA522619 

55 

R-NT2RP3004625 

Homo sapiens 1-1 receptor candidate protein mRNA, complete cds 
2.6e-50:352:84 . 
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Hs.26285:AF082516 

R-NT2RP3004640 
ESTs 

5 1.1 e-1 05:551:94 

Hs.83348:AA527170 

R-NT2RP3004647 

Homo sapiens mRNA for KIAA0446 protein, complete cds 
10 4.9e-1 11:555:96 

Hs.158286:AB007915 

R-NT2RP4000108 
ESTs 

15 2.9e-94:479:96 

Hs.6625:AA115182 

R-NT2RP4000634 
ESTs 

20 3.0e : 1 20:572:98 

Hs.28827:A1 125541 

R-NT2RP4000962 

ESTs, Weakly similar to SPORULATION-SPECIFIC PROTEIN 1 [Saccharomyces cerevisiae] 
25 6.0e-1 7:98:98 

Hs.4789:AI418298 

R-NT2RP4001001 
ESTs 

30 3.1 e-1 17:567:97 

Hs.4931:AA523860 

R-NT2RP4001009 

Homo sapiens mRNA for Hs Ste24p, complete cds 
35 1.6e-83:404:98 

Hs.25846:AB016068 

R-NT2RP4001467 
5' nucleotidase (CD73) 
40 5.9e-1 13:545:97 

Hs.153952:X55740 

R-NT2RP4001877 

ESTs, Highly similar to GONADOTROPIN-RELEASING HORMONE RECEPTOR [Rattus norvegicus] 
45 2.2e-67:375:93 

Hs.16389:AA206356 

R-NT2RP4001879 

50 R-NT2RP4002187 
EST 

0.010:117:70 
Hs.160416:AI394161 

55 R-NT2RP4002451 
EST 

1.3e-62:386:87 
Hs.57082:H25761 
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R-NT2RP4002715 
ESTs 

6.9e-1 11:552:96 
Hs.1 2305: AA1 66889 

5 

R-NT2RP4002750 

ESTs, Moderately similar to HIGH-AFFINITY CATIONIC AMINO ACID TRANS PORTER-1 [H.sapiens] 

7.0e-1 09:532:97 

Hs.86362:AA205485 

10 

R-OVARC1 000003 
ESTs 

1 .3e-74:391 :95 
Hs.105039:AA477819 

15 

R-OVARC1 000090 

Homo sapiens neuronal thread protein AD7c-NTP mRNA, complete cds 

9.9e-44:471 :75 

Hs.129735:AF010144 

20 

R-OVARC1000105 

60S RIBOSOMAL PROTEIN L38 

8.8e-14:83:100 

Hs.2017:Z26876 

25 

R-OVARC1000137 
ESTs 

3.0e-84:387:95 
Hs.22028:AA167715 

30 

R-OVARC1 000208 

Human mRNA for KIAA0392 gene, partial cds 

2.8e-51:313:89 

Hs.40100:AB002390 

35 

R-OVARC1 000255 
Spleen tyrosine kinase 
2.8e-1 06:51 0:98 
Hs.74101:L28824 

40 

R-OVARC1 000275 

ESTs, Highly similar to PROBABLE PHOSPHATIDYLINOSITOL-4-PHOSPHATE 5-KINASE FAB [Saccharomyces 
cerevisiae] 
6.9e-1 05:556:94 
45 Hs.5748:AA608559 

R-OVARC1 000298 

ESTs, Weakly similar to T03G11 .6 gene product [C.elegans] 
2.4e-56:338:90 
50 Hs.1 08354: W1 9984 

R-OVARC1 000307 
ESTs 

2.4e-1 01:563:93 
55 Hs.24479:N25972 

R-OVARC1000313 

Homo sapiens mRNA for KIAA0573 protein, partial cds 
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5.0e-98:534:93 
Hs.154023:AB011145 

R-OVARC1 000331 
5 Homo sapiens chromosome 9, P1 clone 11659 

1.0e-55:281:97 
Hs.3439:AC004472 

R-OVARC1 000410 
10 Homo sapiens clone 23767 and 23782 mRNA sequences 

3.3e-90:462:94 
Hs.8025:AF007150 

R-OVARC1 000439 

15 ESTs, Highly similar to HYPOTHETICAL 64.3 KD GTP-BINDING PROTEIN C02F5.3 IN CHROMOSOME III 

[Caenorhabditis elegans] 
1.6e-99:510:95 
Hs.7471:AI1 43226 

20 R-OVARC1 000467 

R-OVARC 1000529 
ESTs 

5.7e-93:461:96 
25 Hs.21396:AA1 14834 

R-OVARC 1000553 
ESTs 

4.3e-51:351:87 
30 Hs.42979:W31096 

R-OVARC1 000775 

R-OVARC1 000811 
35 ESTs 

1.3e-82:441:95 
Hs.73452:AA581386 

R-OVARC1 000853 

40 ESTs, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY Ml! [H.sapiens] 

3.1e-95:492:95 
Hs.6853:AA401703 

R-OVARC 1000873 
45 ESTs 

2.4e-46:281:91 
Hs.43857:R91358 

R-OVARC1000916 
so H.sapiens PISSLRE mRNA 

1.9e-1 12:588:94 
Hs.77313:X78342 

R-OVARC1 000956 
55 Homo sapiens mRNA for MDC3, complete cds 

0.18:259:62 
Hs.7164:AB009672 
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R-OVARC1 000995 
EST 

6.6e-43:343:81 

Hs. 149580: AI281 881 

5 

R-OVARC1001030 

ESTs, Weakly similar to neuroendocrine-specific protein C [H. sapiens] 

1.5e-21:116:100 

Hs.65450:AA055913 

10 

R-OVARC1001049 
ESTs 

1.2e-70:369:95 
Hs.42949:N2113.1 

15 

R-OVARC1001086 

Homo sapiens cyclin T2a mRNA, complete cds 

1.3e-1 06:569:94 

Hs.155478:AF048731 

20 

R-OVARC1001132 

INITIATION FACTOR IF-2, MITOCHONDRIAL PRECURSOR 

0.16:170:64 

Hs.149894:L34600 

25 

R-OVARC1001163 
ESTs 

1.9e-39:219:94 
Hs.1 26067: AI344351 

30 

R-OVARC1001222 
ESTs 

0.62:177:63 
Hs.141162:H66213 

35 

R-OVARC1001260 
ESTs 

2.1e-79:425:94 
Hs.105039:AA477819 

40 

R-OVARC1001336 
ESTs 

9.2e-75:439:91 
Hs.105039:AA477819 

45 

R-OVARC1001338 
ESTs 

2.3e-19:139:92 
Hs.7978:W05059 

50 

R-OVARC1001569 
ESTs 

2.4e-83:412:97 
Hs.21396:AA1 14834 

55 

R-OVARC1001570 
ESTs 

2.6e-49:280:94 
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Hs.3854:R12478 

R-OVARC1001596 
EST 

5 8.2e-15:93:97 

Hs.1 3691 8:AA81 1543 

R-OVARC1001607 
ESTs 

10 0.019:413:56 

Hs.24684:AA587245 

R-OVARC1001725 
ESTs 

15 1.4e-96:504:95 

Hs.23754:N29716 

R-OVARC1001727 

20 R-OVARC1001807 

Hormone receptor (growth factor-inducible nuclear protein N1 0) 

8.5e-78:425:94 

Hs.1119:D49728 

25 R-OVARC1001833 
ESTs 

1 .0e-63:325:96 
Hs.126912:AA469087 

30 R-OVARC1001991 
ESTs 

1.3e-92:467:95 
Hs.26506:AI348000 

35 R-OVARC1 002058 

ESTs 

2.5e-89:512:91 
Hs.58093:W63576 

40 R-OVARC1002178 
ESTs 

3.3e-99:487:96 
Hs.1 36527: AI41 9398 

45 R-PLACE1 000033 

ESTs 

0.012:202:59 
Hs.157400:AI370528 

50 R-PLACE1 000231 

ESTs 

2.9e-56:285:96 
Hs.36688:AA603479 

55 R-PLACE1 000258 

EST 

3.4e-50:353:83 
Hs.1 46794: Al 149478 
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R-PLACE1 000442 

ESTs, Moderately similar to ZINC FINGER PROTEIN ZFP-36 [Homo sapiens] 

5.5e-91:437:98 

Hs.14831:AI261191 

5 

R-PLACE1 000560 
ESTs 

3.7e-60;317:94 
Hs.65713:AI269328 

w 

R-PLACE1 000740 
ESTs 

4.2e-67:362:94 
Hs.1 63434 :T79849 

15 

R-PLACE1000912 
ESTs 

3.4e-57:329:92 
Hs.121907:R66773 

20 

R-PLACE1000914 
ESTs 

2.6e-71:419:89 
Hs.90809:AA010979 

25 

R-PLACE1 000927 

ESTs, Weakly similar to N-methyl-D-aspartate receptor-associated protein [D.melanogaster] 

7.8e-111:545:97 

Hs.8661:AI1 89791 

30 

R-PLACE1 000986 
ESTs 

1.59-91:431:99 
Hs.42458:AA452296 

35 

R-PLACE1001016 
ESTs 

3.4e-45:231 :97 
Hs.121013:AA324765 

40 

R-PLACE1001100 

Homo sapiens nephrin (NPHS1) mRNA, complete cds 

3.5e-43:321 :83 

Hs.1 28834: AF035835 

45 

R-PLACE1001114 

Human clone 23732 mRNA, partial cds 

1.6e-42:305:83 

Hs.81281:U79258 

50 

R-PLACE1001123 

ESTs, Highly similar to UBIQUITIN-CONJUGATING ENZYME E2-28.4 KD [Saccharomyces 
cerevisiae] 
1.2e-51:310:90 
55 Hs.7773:AA1 27629 

R-PLACE1001183 

Human mRNA for KIAA0308 gene, partial cds 
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0.88:182:65 
Hs.10351:AB002306 

R-PLACE1001229 
5 ESTs 

5.2e-90:471 :95 
Hs.18271:N92774 

R-PLACE1001231 

w 

R-PLACE1001340 

Homo sapiens mRNA for KIAA0719 protein, complete cds 

6.6e-53:265:98 

Hs.21198:AB018262 

15 

R-PLACE1001401 
ESTs 

1.9e-72:362:96 
Hs.20161:AA056410 

20 

R-PLACE1001407 
ESTs 

2.1e-36:249:85 
Hs.23579:W38893 

25 

R-PLACE1001464 
5' nucleotidase (CD73) 
1.0e-91:457:96 
Hs.153952:X55740 

30 

R-PLACE1001500 

ESTs, Weakly similar to DNA helicase Q1 [H .sapiens] 

2.0e-19:150:87 

Hs. 1541 99: AA1 55882 

35 

R-PLACE1001516 
EST 

1.9e-11:109:82 

Hs.1 37486: AA425225 

40 

R-PLACE1001536 

Human BRCA2 region, mRNA sequence CG016 

0.28:146:63 

Hs.112434:U50529 

45 

R-PLACE1001564 
ESTs 

6.3e-14:109:88 
Hs.26519:AA442703 

50 

R-PLACE1001655 

Homo sapiens Shab-related delayed-rectifier K+ channel alpha subunit (KCNS3) mRNA, complete cds 

1.2e-11 8:578:97 

Hs.47584:AF043472 

55 

R-PLACE1001788 
ESTs 

8.4e-38:205:95 
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Hs.23800:AA524095 
R-PLACE1001795 

ESTs, Weakly similar to HYPOTHETICAL 30.6 KD PROTEIN IN SCP160-MRPL8 INTERGENIC REGION PRE- 
5 CU RSO R [S.cerevisiae] 

2.5e-77:392:96 
Hs.7745:H92988 

R-PLACE1001836 
10 ESTs 

1.5e-49:296:90 
Hs.17691:H60366 

R-PLACE1001918 

15 ESTs, Weakly similar to multispanning membrane protein [H.sapiens] 

2.0e-42:304:85 
Hs.110439:N93209 

R-PLACE1001949 

20 

R-PLACE1 002080 

Small inducible cytokine A5 (RANTES) 

8.5e-41:296:82 

Hs. 155464:AF088219 

25 

R-PLACE1 002095 
ESTs 

8.5e-25:227:81 
Hs.110488:AA034235 

30 

R-PLACE1002153 

Homo sapiens TACC2 protein (TACC2) mRNA, partial cds 

1.56-101:514:95 

Hs.90415:AF095791 

35 

R-PLACE1 002329 
ESTs ' 
8.7e-48:257:94 
Hs.126062:AA411593 

40 

R-PLACE1 002355 
ESTs 

7.7e-71 :362:95 
Hs.1 20866: AI076780 

45 

R-PLACE1 002374 
Cathepsin L 
8.4e-1 03:501:97 
Hs.78056:X12451 

50 

R-PLACE1002518 
ESTs 

6.9e-97:471 :97 

Hs.1 04893: AA576941 

55 

R-PLACE1 002547 

Homo sapiens mRNA for KIAA0719 protein, complete cds 
6.5e-55:276:97 
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Hs.21198:AB018262 
R-PLACE1 002726 

Human DNA-binding protein ABP/ZF mRNA, complete cds 

3.8e-39:212:94 

Hs.861 85:118261 3 

R-PLACE1 002905 

Homo sapiens mRNA for KIAA0563 protein, complete cds 

2.9e-41:330:81 

Hs.15731:AB011135 

R-PLACE1 002911 

R-PLACE1 002967 
ESTs 

1.0e-43:384:77 

Hs. 1 32722: AA6 18531 

R-PLACE1003135 
ESTs 

8.2e-94:462:97 
Hs.23643:AI299952 

R-PLACE1003163 

Homo sapiens DBI-related protein mRNA, complete cds 

3.5e-110:541:96 

Hs.15250:AF069301 

R-PLACE1 003407 

Homo sapiens putative transmembrane protein (CLN5) mRNA, complete cds 

5.5e-49:287:91 

Hs.30213:AF068227 

R-PLACE1 003428 

ESTs, Moderately similar to BIOTINIDASE PRECURSOR [Homo sapiens] 

6.8e-83:406:97 

Hs.1 7586: AA461 448 

R-PLACE1 003438 
ESTs 

2.9e-83:463:92 
Hs.11067:H30385 

R-PLACE1 003460 
ESTs 

-7.0e-27:1 87:87 
Hs.18763:H56292 

R-nnnnnnnnnnnn 
ESTs 

1.7e-52:265:97, 
Hs.114049:AI091839 

R-PLACE1 003573 

Human mRNA for KIAA0160 gene, partial cds 

0.13:102:69 

Hs.79880:D63881 
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R-PLACE1 003598 
ESTs 

8.0e-39:210:95 
Hs.26286:AA040823 

5 

R-PLACE1 003644 
EST 

0.47:84:73 

Hs.1 05856: AA551 478 

10 

R-PLACE1 003737 
ESTs 

1.1e-77:366:100 
Hs.62699:AA707766 

15 

R-PLACE1 003772 

Human mRNA for KIAA0355 gene, complete cds 

6.1e-27:551:65 

Hs.1 5301 4:AB002353 

20 

R-PLACE1 003839 
ESTs 

0.019:244:59 
Hs.137825:AA778400 

25 

R-PLACE1 003845 
EST 

5.3e-79:416:93 
Hs.150153:AI300555 

30 

R-PLACE1 003852 

Homo sapiens mRNA for KIAA0758 protein, partial cds 

2.2e-87:439:96 

Hs.22039:AB018301 

35 

R-PLACE1 004028 

Si aly transferase 4A (beta-galactosidase alpha-2,3-sialytransferase) 

0.73:128:71 

Hs.60617:L13972 

40 

R-PLACE1 004078 
ESTs 

1.7e-69:353:96 

Hs.1 42075: AA654529 

45 

R-PLACE1004166 
ESTs 

1.7e-64:362:92 
Hs.10177:AA191619 

50 

R-nnnnnnnnnnnn 
EST 

0.98:59:71 

Hs.132255:AI027216 

55 

R-PLACE1004199 
ESTs 

1.3e-55:279:97 
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Hs.1 47585: AI21 7699 

R- PLACE 1004279 
ESTs 

5 3.7e-68:373:93 

Hs.1 45531 :H871 81 

R-PLACE1 004282 

10 R-PLACE1 004305 

Homo sapiens mRNA for KIAA0740 protein, complete cds 

6.4e-79:377:99 

Hs.1 5099: AB01 8283 

15 R-PLACE1 004441 

ESTs 

1.8e-46:244:95 
Hs.107082:R63714 

20 R-PLACE1 004450 

R-PLACE1 004482 
ESTs 

1 .2e-92:491 :93 
25 Hs.17840:Ai269915 

R-PLACE1 004492 
ESTs 

6.1e-54:278:95 
30 Hs.55862:A1341676 

R-PLACE1004519 
ESTs 

3.1e-25:133:100 
35 Hs.47378:AI1 93598 

R-PLACE1 004520 

Pregnancy-specific beta-1 glycoprotein 4 
2.8e-66:390:89 
40 Hs.108936:X17097 

R-PLACE1 004630 
ESTs 

7.3e-58:338:92 . 
45 Hs.1 55506: AI281 549 

R-PLACE1 004637 
ESTs 

1.1e-37:309:82 
50 Hs.20102:AA150165 

R-PLACE1 004648 
ESTs 

2.3e-67:340:96 
55 Hs.69321 :AA633240 

R-PLACE1004816 

Homo sapiens mRNA for Hakata antigen, complete cds 
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1.8e- 104:586:90 
Hs.9225:D88587 

R-PLACE1 004887 
5 ESTs, Weakly similar to GOLIATH PROTEIN [D.melanogaster] 

2.6e-30:222:86 
Hs.18557:AA203416 

R-PLACE1 005003 
10 ESTs 

0.99:123:68 
Hs.146244:AI276718 

R-PLACE1 005005 

- 15 Homo sapiens ubiqultin conjugating enzyme G2 (UBE2G2) mRNA, complete cds 

6.8e-58:299:95 
Hs.151614:AF032456 

R-PLACE1 005031 
20 ESTs 

4.7e-57:325:92 
Hs.31196:H 13265 

R-PLACE1 005239 
25 Homo sapiens mRNA for HIRIP3 protein, clone pH4-1 7 

1.4e-86:450:93 
Hs.26484:AJ223351 

R-PLACE1 005250 

30 ESTs, Moderately similar to maternal transcript Maid [M.musculus] 

1.7e-1 06:521:97 
Hs.36794:AI038407 

R-PLACE1 005383 
35 Homo sapiens UP50 mRNA, complete cds 

6.3e-79:471 :88 
Hs.11494:AF093118 

R-PLACE1 005410 
40 EST 

2.3e-49:296:90 
Hs.7260:T23737 

R-PLACE1 005426 
<5 Pregnancy-specific beta-1 glycoprotein 4 

8.0e-1 09:576:93 
Hs.108936:X17097 

R-PLACE1005519 
50 ESTs 

5.4e-1 08:569:93 
Hs. 23643 :AI299952 

R-PLACE1 005539 
55 ESTs, Weakly similar to p20 protein [R.norvegicus] 

4.5e-05:1 07:77 
Hs.56874:W61026 
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R-PLACE1 005544 
ESTs 

4.2e-57:280:98 
Hs.155391:AA451633 

R-PLACE1 005569 
ESTs 

2.7e-90:470:94 
Hs.8904:AI129815 

R-PLACE1 005601 

R-PLACE1 005660 

ESTs, Highly similar to HYPOTHETICAL 64.3 KD GTP-BINDING PROTEIN C02F5.3 IN CHROMOSOME III 
[Caenorhabditis elegans] 
1.4e-91:483:93 
Hs.7471:AI1 43226 

R-PLACE1 005669 
ESTs 

1.7e-84:438:95 
Hs.18271:N92774 

R-PLACE1 005682 
ESTs 

6.3e-80:482:88 
Hs.128679:AI1 60081 

R-PLACE1 005725 
ESTs 

1.5e-98:519:93 
Hs.11360:AI1 47467 

R-PLACE1 005736 
ESTs 

3.1e-110:561:95 
Hs.24111:AI346026 

R-PLACE1 005745 
ESTs 

2.4e-96:473:97 
Hs.126935:AA603217 

R-PLACE1 005768 

Cytochrome P450, subfamily I (aromatic compound-inducible), polypeptide 2 

4.0e-46:387:77 

Hs.1361:M55053 

R-PLACE1005815 

Homo sapiens PYRIN (MEFV) mRNA, complete cds 

7.1e-56:324:79 

Hs.113283:AF018080 

R-PLACE1 005878 
ESTs 

3.1e-75:388:94 

Hs.1 53483: AA5691 28 
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R-PLACE1 005927 
ESTs 

4.3e-64:403:87 
Hs.126899:N50907 

5 

R-PLACE1 006071 
ESTs 

5.3e-96:510:93 
Hs.24398:AI262946 

10 

R-PLACE1 006073 

Homo sapiens mRNA for glucuronyltransferase I, complete cds 

3.0e-97:504:93 

Hs.26492:AB009598 

15 

R-PLACE1 006079 
ESTs 

3.1e-79:453:90 
Hs.134194:AI142137 

20 

R-PLACE1 006093 
ESTs 

1.3e-78:378:98 
Hs.1 29327: AI201 040 

25 

R-nnnnnnnnnnnn 

R-PLACE1006219 
EST 

30 1.6e-75:412:92 

Hs.150153:AI300555 

R-PLACE1 006277 
ESTs 

35 2.8e-92:493:93 

Hs.8904:AI129815 

R-PLACE1 006290 
ESTs 

40 2.8e-92:433:99 

Hs.23445:AA489015 

R-PLACE1 006443 
ESTs 

45 2.5e-73:419:91 

Hs.90809:AA010979 

R-PLACE1006515 

Homo sapiens mRNA for KIAA0576 protein, partial cds 
50 6.9e-78:413:94 

Hs.14687:AB011148 

R-PLACE1006716 
ESTs 

55 4.8e-44:262:88 

Hs.8503:AI393886 

R-PLACE1 006786 
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ESTs 

6.3e-89:431 :98 
Hs.4245B:AA452296 

R-PLACE1 006809 
ESTs 

1.6e-68:377:92 
Hs.8956:AI1 46421 

R-PLACE1 006959 
EST 

0.00065:211:63 
Hs.136605:AA665784 

R-PLACE1 007028 
ESTs 

7.4e-92:475:94 
Hs.110222:AA532444 

R-PLACE1 007040 
ESTs 

5.1e-103:509:97 
Hs.71190:AA524036 

R-PLACE1 007077 
ESTs 

1.0e-98:529:93 
Hs.24398:AI262946 

R-PLACE1 007081 

Human growth factor independence-1 (Gfi-1) mRNA, complete cds 

0.57:238:61 

Hs. 731 72:1167369 

R-PLACE1 007096 
ESTs 

1 .2e-88:466:94 
Hs.8268:N70144 

R-PLACE1 007296 
EST 

4.3e-53:338:86 
Hs.147274:AI206582 

R-PLACE1 007591 
EST 

4.6e-76:384:97 
Hs.94445:N90719 

R-PLACE1 007626 

Homo sapiens unknown mRNA, complete cds 

5.0e-30:1 79:91 

Hs.11441:AF047439 

R-PLACE1 007702 
ESTs 

1 .0e-52:341 :87 
Hs.103382:AA026923 
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R-PLACE1 007845 
ESTs 

2.2e-1 02:541:93 
Hs.15727:H98190 

5 

R-PLACE1 007881 
ESTs 

4.1e-75:398:93 
Hs.55560:A1 142804 

w 

R-PLACE1 007971 
ESTs 

2.8e-43:304:85 
Hs.82933:AA058963 

15 

R- PLACE 1008282 

ESTs, Highly similar to HEME-REGULATED EUKARYOTIC INITIATION FACTOR EIF-2-ALPHA KINASE [Oryc- 
tolagus cuniculus] 
2.2e-74:393:94 
20 Hs.77613:AI367385 

R-PLACE1 008297 
ESTs 

6.5e-1 01:506:96 
25 Hs.44274:AA523749 

R-PLACE1 008359 
ESTs 

1.8e-94:469:96 
30 Hs.160551:AI281417 

R-PLACE1 008469 
ESTs 

7.0e-74:421 :90 
35 Hs. 90809: AA01 0979 

R-PLACE1 008549 
ESTs 

2.0e-81:474:90 
40 Hs.11713:T65960 

R-PLACE1 008657 
ESTs 

9.5e-89:512:89 
45 Hs.1 42075 :AA654529 

R-PLACE1008716 

Human beta- 1 ,2-N-acetylglucosaminyltransf erase II (MGAT2) gene, complete cds 
5. 6e-1 00:504:95 
50 Hs. 154844:111 51 28 

R-PLACE1 008744 

ESTs, Highly similar to COMPLEMENT RECEPTOR TYPE 2 PRECURSOR [Homo sapiens] 
2.3e-1 07:528:96 
55 Hs.8963:AI379350 

R-PLACE1 008984 
ESTs 
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2.0e-76:464:89 
Hs.40094:D12041 

R-PLACE1 008985 

5 EST, Highly similar to SYNAPTOTAGMIN B [Discopyge ommata] 

2.2e-59:343:90 
Hs.161031:H72014 

R-PLACE1 009067 
10 ESTs 

7.7e-90:503:92 
Hs.55067:AA037664 

R-PLACE1009196 
15 EST 

0.011:243:60 

Hs.1 49839: AI287601 

R-PLACE1 009279 

20 Homo sapiens mRNA for serin protease with IGF-binding motif, complete cds 

5.4e-27:553:62 
Hs.75111:D87258 

R-PLACE1 009527 
25 Human DNA-binding protein ABP/ZF mRNA, complete cds 

2.7e-92:497:91 
Hs.86185:U82613 

R-PLACE1 009546 
30 ESTs 

5.9e-80:461 :90 5 
Hs.134292:AA603031 

R-PLACE1 009600 
35 ESTs 

5.5e-98:509:93 
Hs.21015:AA428288 

R-PLACE1 009735 
40 ESTs 

1.1e-85:462:93 
Hs.48563:AA526595 

R-nnnnnnnnnnnn 
45 ESTs 

6.8e-82:499:87 
Hs.43498:AA570507 

R-PLACE1010011 

50 ESTs, Moderately similar to synaptonemal complex protein [M.musculus] 

2.7e-15:171 :78 
Hs.31655:AI075991 

R-PLACE1010078 
55 ESTs 

1.2e-48:267:92 
Hs.12101:AA677423 
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R-PLACE1010081 

Homo sapiens serine/threonine kinase RICK (RICK) mRNA, complete cds 
3.0e-1 06:560:93 
Hs.1 03755: AF027706 

5 

R-PLACE1010251 
ESTs 

0.00049:248:60 
Hs.1 541 64:AI246893 

W 

R-PLACE1010445 
ESTs 

1.5e-90:496:92 

Hs.1 63999: AA7781 10 

15 

R-PLACE1010713 

Interleukin 1 receptor antagonist 

4.1e-07:307:59 

Hs.81 134:1165590 

20 

R-PLACE1010784 

ESTs, Weakly similar to putative G-protein-coupled receptor [H.sapiens] 

1.5e-21:206:78 

Hs.29202:R71586 

25 

R-PLACE1010827 

R-PLACE 1010968 
ESTs 

30 2.6e-75:385:95 

Hs.1 09884: AA76601 8 

R-PLACE1011045 

Homo sapiens E1 -like protein mRNA, complete cds 
35 5.3e-92:453:96 

Hs.28190:AF094516 

R-PLACE1011116 

Homo sapiens embryonic lung protein (HUEL) mRNA, complete cds 
40 1.5e-73:385:94 

Hs.44053:AF006621 

R-PLACE1011236 

45 R-PLACE1011364 
ESTs 

2.3e-47:289:89 
Hs.6163:W26652 

50 R-PLACE1011407 
ESTs 

1.1e-09:191:64 
Hs.118620:T60326 

55 R-PLACE1011516 

ESTs, Weakly similarto HYPOTHETICAL 21 .5 KD PROTEIN IN SEC15-SAP4 INTERGENIC REGION [S.cerevi- 
siae] 

6.3e-75:441:88 
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Hs.110978:AA843431 
R-PLACE1011708 

Homo sapiens intrinsic factor-B1 2 receptor precursor, mRNA, complete cds 

7.7e-93:521:91 

Hs.148318:AF034611 

R-PLACE1011824 
ESTs 

0.013:199:62 
Hs.44343:AA532514 

R-PLACE1011978 
EST 

4.0e-97:462:98 
Hs.116391:AA644085 

R-PLACE2000118 
ESTs 

1.2e-83:468:92 
Hs.110578:AA1 15763 

R-PLACE2000219 

Homo sapiens KIAA0414 mRNA, partial cds 

2.0e-44:344:81 

Hs.127649:AB007874 

R-PLACE3000181 

Human protocadherin 42 mRNA, 3' end of cds for alternative splicing PC42-8 

1 .3e-82:441 :94 

Hs.115642:L11369 

R-PLACE3000213 

ESTs, Highly similar to COMPLEMENT RECEPTOR TYPE 2 PRECURSOR [Homo sapiens] 

2.3e-114:557:97 

Hs.8963:AI379350 

R-PLACE4000354 

ESTs, Highly similar to COMPLEMENT RECEPTOR TYPE 2 PRECURSOR [Homo sapiens] 

3.4e-1 05:51 8:97 

Hs.8963:AI379350 

R-PLACE4000455 
ESTs 

9.0e-57:289:96 
Hs.42458:AA452296 

R-THYR01 000036 
Collagen, type IX, alpha 3 
1.3e-1 00:527:93 
Hs.53563:L41162 

R-THYR01 000061 
ESTs 

1.8e-87:460:94 
Hs.1 24869: H989 77 

R-THYR01 000099 
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ESTs 

1.2e-34:1 93:94 
Hs.149488:AI243816 

5 R-THYRO1000196 

Homo sapiens Ksp-cadherin (CDH16) mRNA, complete cds 

3.7e-1 06:530:96 

Hs.115418:AF016272 

10 R-THYROI 000400 

Human HU-K4 mRNA, complete cds 

0.99:227:60 

Hs.74573:U60644 

15 R-THYR01 000580 

Homo sapiens mRNA for KIAA0628 protein, complete cds 

0.21:126:67 

Hs.43133:AB014528 

20 R-THYR01 000584 

ESTs, Weakly similar to golgi alpha-mannosidasell [H.sapiens] 

3.0e-1 06:529:96 

Hs.12183:AA888145 

25 R-THYR01 000678 

EST 

2.9e-62:304:99 
Hs.48956:N64339 

30 R-THYR01 000776 

ESTs 

1.3e-1 02:533:94 
Hs.4866:AA582196 

35 R-THYROI 000795 

ESTs 

3.3e-98:529:92 
Hs.55263:AI344338 

40 R-THYROI 000846 

ESTs 

1.6e-1 05:522:96 
Hs.135106:AI335251 

45 R-THYR01 000866 

Homo sapiens SKBIHs mRNA, complete cds 

1.3e-43:251:92 

Hs.12912:AF015913 

50 R-THYR01 000956 

ESTs, Highly similar to PROBABLE G PROTEIN-COUPLED RECEPTOR APJ [Homo sapiens] 

5.2e-1 06:548:94 

Hs.9305:W84893 

55 R-THYR01 000964 

R-THYR01 000999 
ESTs 
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1.9e-18:150:84 
Hs.111583:AA463590 

R-THYRO1001063 
5 ESTs 

1.5e-95:464:97 

Hs.1 42684: AA902402 

R-THYRO1001071 
10 ESTs 

2.5e-1 04:496:98 
Hs.6071:AA868544 

R-THYRO1001102 

15 

R-THYRO1001113 

ESTs, Weakly similar to FER-1 [C.elegans] 

7.1e-90:446:97 

Hs.8076:AA1 15644 

20 

R-THYRO1001128 
ESTs 

1.98-1 6:270:68 
Hs.140194:N35720 

25 

R-THYRO1001205 

Small inducible cytokine A5 (RANTES) 

1.9e-58:400:84 

Hs.155464:AF088219 

30 

R-THYRO1001237 
ESTs 

1.5e-1 04:532:96 
Hs.6603:AA772122 

35 

R-THYRO1001242 
EST 

1 .7e-50:281 :93 
Hs.101727:H16171 

40 

R-THYRO1001266 

Homo sapiens mRNA for KIAA0650 protein, partial cds 

0.00037:403:60 

Hs.8118:AB014550 

45 

R-THYRO1001327 
ESTs 

1.2e-96:530:93 
Hs.28786:AA034412 

50 

R-THYRO1001456 

ESTs, Weakly similar to Similar to phytoene desaturase [C.elegans] 

3.3e-43:257:92 

Hs.97031:AA773647 

55 

R-THYRO1001457 

ESTs, Highly similar to MYOSIN LIGHT CHAIN KINASE [Dictyostelium discoideum] 
4.8e-59:284:99 
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Hs.9915:Al300083 

R-THYRO1001471 
ESTs 

s 1.1e-67:378:93 

Hs.52113:R40587 

R-THYRO1001478 

10 R-THYR01 001495 

H. sapiens mRNA for Zinc-finger protein (ZNFpTI 7) 

I. 6e-63:434:84 
Hs.32954:X65233 

15 R-THYR01 001523 

ESTs 

5.8e-75:388:96 
Hs.6527:R21517 

20 R-THYRO1001529 
ESTs 

1.1e-25:184:87 
Hs.18441:AA005104 

25 R-THYRO1001593 
ESTs 

4, 7e-34: 182:98 
Hs.8312:AA813022 

30 R-THYRO1001608 
ESTs 

2.8e-1 07:547:95 
Hs.23765:AA524283 

35 R-THYRO1001641 

Homo sapiens clone 24448 unknown mRNA, partial cds 

1.1 e-1 11:562:96 

Hs.4973:AF070638 

40 R-THYRO1001700 
ESTs 

1.3e-78:407:95 
Hs.86987:N99896 

45 R-THYRO1001702 
ESTs 

4.3e-98:566:92 
Hs.119447:AA524436 

50 R-THYRO1001725 
ESTs 

1.3e-84:424:96 
Hs.38039:AI360128 

55 R-THYRO1001770 
ESTs 

1.0e-62:325:97 
Hs.20137:R08273 
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R-THYRO1001803 
ESTs 

6.8e-90:456:96 
Hs.134438:R42585 

5 

R-Y79AA1 000030 

ESTs, Weakly similar to HYPOTHETICAL PROTEIN KIAA0168 [H.sapiens] 

2.4e-98:515:94 

Hs.32822:A1 194045 

10 

R-Y79AA1000127 

ESTs, Weakly similar to MM ALU SUBFAMILY J WARNING ENTRY (III [H.sapiens] 

1.1e-57:307:95 

Hs.83513:W05849 

15 

R-Y79AA1 000207 
EST 

1.00-97:411:96 
Hs. 141 431 :N21286 

20 

R-Y79AA1 000226 

ESTs, Highly similar to HYPOTHETICAL 52.8 KD PROTEIN T05E11.5 IN CHROMOSOME IV [Caenorhabditis 
elegans] 
7.2e-1 02:545:94 
25 Hs.11221:AI192291 

R-Y79AA1 000270 

Human mRNA for ORF, Xq terminal portion 
3.3e-1 07:564:93 
30 Hs.6551:D16469 

R-Y79AA1 000426 

H.sapiens mRNA for activin beta-C chain 
2.5e-1 0:21 7:66 
35 Hs.83267:X82540 

R-Y79AA1 000521 

Homo sapiens N-methyl-D-aspartate receptor 2D subunit precursor (NMDAR2D) mRNA, complete cds 
0.73:257:59 
40 Hs.113286:U77783 

R-Y79AA1 000750 
ESTs 

4.3e-75:391 :95 
45 Hs.157192:W84862 

R-Y79AA1 000776 
ESTs 

3.5e-56:303:95 
50 Hs.118559:AA887084 

R-Y79AA1 000777 

ESTs, Weakly similar to LIS-1 protein [H.sapiens] 
9.5e-98:515:95 
55 Hs.59461:W93217 

R-Y79AA1 000876 
EST 
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2.7e-23:1 73:84 
Hs.135872:AI037885 

R-Y79AA1 000959 

5 Homo sapiens Hsp70 binding protein HspBPI mRNA, complete cds 

3.4e-80:453:92 
Hs.53066:AF093420 

R-Y79AA1 000967 
10 ESTs 

7.3e-86:461 :93 
Hs.6262:T89093 

R-Y79AA1001013 
15 ESTs 

1.4e-1 15:566:97 
Hs.108408:N31922 

R-Y79AA1001056 

20 ESTs, Moderately similar to maternal transcript Maid [M.musculus] 

8.7e-11 1:557:95 
Hs.36794:AI038407 

R-Y79AA1001062 
25 ESTs 

0.0021 :365:59 
Hs.106129:AA292171 

R-Y79AA1001090 
30 ESTs 

5.0e-52:255:99 
Hs.1 0621 4:A1 123831 

R-Y79AA1001212 
35 Homo sapiens SL15 protein mRNA, complete cds 

1.8e-83:407:97 
Hs.6710:AF038961 

R-Y79AA1001264 

40 ESTs, Highly similar to DNAJ PROTEIN HOMOLOG 2 [Homo sapiens] 

2.8e-111:552:96 
Hs.62489:AI057091 

R-Y79AA1001272 
45 Zinc finger protein, X-linked 

0.019:317:59 
Hs.2074:X59739 

R-Y79AA1001328 
50 ESTs 

3.6e-67:385:92 
Hs.127792:AI421472 

R-Y79AA1001426 
55 ESTs 

2.0e-1 3:92:93 
Hs.105607:AA478379 
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R-Y79AA1 001430 

Homo sapiens mRNA for KIAA0469 protein, complete cds 

2.0e-1 12:555:96 

Hs.7764:AB007938 

5 

R-Y79AA1001523 
EST 

1.7e-07: 120:73 
Hs.130984:AI015430 

10 

R-Y79AA1001530 

Homo sapiens RRM RNA binding protein Gry-rbp (GRY-RBP) mRNA, complete cds 

0.030:169:63 

Hs.1 55489: AF037448 

15 

R-Y79AA1001592 
ESTs 

5.0e-60:340:91 
Hs.87019:AA760977 

20 

R-Y79AA1001727 
ESTs 

6. 1e-1 01:547:93 
Hs.7404:W29012 

25 

R-Y79AA1001787 
ESTs 

8.8e-84:449:95 
Hs.128866:AA977749 

30 

R-Y79AA1001795 

Homo sapiens mRNA for GalT4 protein 
9.9e-1 10:541:97 
Hs.21495:AL031228 

35 

R-Y79AA1001799 

ESTs, Highly similar to MITOCHONDRIAL RNA SPLICING PROTEIN MSR4 [Saccharomyces cerevisiae] 

1.6e-94:567:90 

Hs.34401:AA447775 

40 

R-Y79AA1001803 

ESTs, Highly similar to SECRETOGRANIN III PRECURSOR [Mus musculus] 

1 .2e-86:509:90 

Hs.22215:AI371482 

45 

R-Y79AA1001863 
ESTs 

1.4e-23:268:73 
Hs.131613:AI190576 

50 

R-Y79AA1 002022 
ESTs 

8.9e-97:462:98 
Hs.6140:D52151 

55 

R-nnnnnnnnnnnn 
R-nnnnnnnnnnnn 
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Homo sapiens DNA recombination and repair protein (MRE11B) mRNA, complete cds 

0.00075:456:59 

Hs.1 53855: AF022778 

5 R-Y79AA1002213 

Human mRNA for KIAA0392 gene, partial cds 

6.2e-45:304:85 

Hs.40100:AB002390 

10 R-Y79AA1 002334 

ESTs 

7.7e-91:495:92 
Hs.90804:W28091 

15 R-Y79AA1 002373 

Human kpni repeat mrna (cdna clone pcd-kpni-8), 3' end 

5.2e-98:545:91 

Hs.103948:K00627 

20 R-Y79AA1 002376 

ESTs 

2.0e-91:455:97 
Hs.153375:AI287812 

25 R-Y79AA1 002378 

ESTs, Highly similar to ZINC FINGER PROTEIN ZFP-35 [Mus musculus] 
9.4e-15:131:83 
Hs.20082:W89121 

R-Y79AA1 002381 

ESTs, Highly similar to CELL DIVISION CONTROL PROTEIN 2 HOMOLOG [Plasmodium falciparum (isolate k1/ 
thailand)] 
1.5e-1 04:531:95 
Hs.26322:AA1 56858 

Homology search result 10 

[0305] Data obtained by the homology search for full length nucleotide sequences and deduced amino acid sequenc- 
es. In the result of the search shown below, both units, aa and bp, are used as length units for the sequences to be 
40 compared. Each data includes Clone name, Definition in matching data, P value, Length of sequence to be compared, 
Homology, and Accession number (No.) of matching data. These items are shown in this order, separated by a double- 
slash mark, //. 

C-HEMBA1 000006//Homo sapiens mRNA; cDNA DKFZp564G1762 (from clone DKFZp564G1762).//0//1230bp// 
45 92%//AB026894 

C-nnnnnnnnnnnn//GAMETOGENESIS EXPRESSED PROTEIN GEG-154.//2.30E-71//344aa//50%//P50636 
C-HEMBA1 0001 21 //HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME lll.//4.80E-05//83aa//27%// 
P34679 

C-HEMBA1 0001 28//PATHOG EN ESI S- RELATED PROTEIN 1 PRECURSOR (PR-1).//3.20E-07//89aa//34%// 
50 P33154 

C-HEMBA1 000275 
C-HEMBA1 000300 

C-HEMBA1 000349//ATP-BINDING CASSETTE TRANSPORTER 1 V/5.30E-65//352aa//39%//P41233 
C-HEMBA1 000443//Homo sapiens CGI-96 protein mRNA, complete cds.//4.70E-129//686bp//91%//AF151854 
55 C-HEMBA1 000590//Homo sapiens mRNA for matrilin-4, partial.//2.00E-273//1254bp//99%//AJ007581 

C-HEMBA1000634//Homo sapiens T-cell activation protein (PGR1) gene, complete cds.//0//994bp//99%// 
AF1 16272 

C-HEMBA1 00071 3//Homo sapiens 10kD protein (BC10) mRNA, complete cds.//0//1254bp//99%//AF053470 
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C-HEMBA1 000745//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS) 7/2. 00 E-07//445aa//27%//P02454 
C-HEMBA1 000907 

C-HEMBA1000940//GAP JUNCTION ALPHA-3 PROTEIN (CONNEXIN 44) (CX44).//2.90E-39//362aa//31%// 
P41987 

C-HEMBA1 000962 

C-HEMBA1001221//AGRIN PRECURSOR7/2.50E-25//294aa//29%//P31696 

C-HEMBA1001228//Human germline ollgomeric matrix protein (COMP) mRNA, complete cds7/7.80E-286// 

1105bp//94%//L32137 

C-HEMBA1 001297 

C-HEMBA1001390//Mus musculus polymerase l-transcript release factor mRNA, complete cds 7/2. 50 E-5 7// 

464bp//82%//AF036249 

C-HEMBA1 001563 

C-HEMBA1001621//PROBABLE G PROTEIN-COUPLED RECEPTOR APJ 7/3.50 E-123//259aa//89%//P3541 4 
C-nnnnnnnnnnnn//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//2.40E-85//293aa//50%// 
P51523 

C-HEMBA1001878//Homo sapiens U5 snRNP-specific 40 kDa protein mRNA, complete cds.//0//1488bp//99%// 
AF090988 

C-HEMBA1002131//PROCOLLAGEN-LYSINE,2-OXOGLUTARATE 5-DIOXYGENASE 1//4.10E-10//140aa// 
30%//P24802 

C-HEMBA1 0021 63//HYPOTHETICAL 40.7 KD PROTEIN IN DAK1-ORC1 INTERGENIC REGION.//9.40E-28// 

309aa//30%//Q04651 

C-HEMBA1 002164 

C-HEMBA1002167//Rattus norvegicus neuroligin I mRNA, complete cds.//1 .30E-305//1643bp//91%//U22952 
C-HEMBA1002178//PROCOLLAGEN-LYSINE 1 2-OXOGLUTARATE 5-DIOXYGENASE 1 PRECURSOR (EC 
1.14.11.4) (LYSYL HYDROXYLASE 1) (LH 1)7/3. 70 E-10//1 40aa//30%//P24802 
C-nnnnnnnnnnnn//Human glycyl-tRNA synthetase mRNA, complete cds.//0//2380bp//99%//U09587 
C-HEMBA1 002195//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 .//8.80E-23//221 aa//31 %//Q00808 
C-HEMBA1 002227//Homo sapiens mRNA for 80K-L protein, complete cds7/0//1324bp//98%//D 10522 
C-HEMBA1 002239 
C-HEMBA1002316 
C-HEMBA1 002420 

C-HEMBA1002421//Human heparan sulfate proteoglycan (HSPG) core protein, 3' end.//0//2097bp//99%//J04621 
C-HEMBA1002524//Human MHC Class I region proline rich protein mRNA, complete cds.//0//1763bp//95%// 
U63336 

C-HEMBA1 002551 //PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-).//9.80E-08//110aa// 
37%//P49695 

C-HEMBA1 002767//Homo sapiens chromosome 1p33-p34 beta-1 ,4-galactosyltransf erase mRNA, complete cds.// 
0//1 497bp//99%//AF038660 

C-HEMBA1002992//UBIQUITIN-LIKE PROTEIN DSK27/2.00E-21//216aa//35%//P48510 

C-HEMBA1003047//Homo sapiens intrinsic factor-B12 receptor precursor, mRNA, complete cds.//0//1768bp// 
99%//AF034611 

C-HEMBA1003072//Gallus gallus single-strand DNA-binding protein csdp mRNA, partial cds.//3.30E-93//927bp// 
73%//U68380 

C-HEMBA1003101//Homo sapiens tyrosylprotein sulfotransferase-2 mRNA, complete cds.//0//1 854bp//99%// 
AF049891 

C-HEMBA1 003230//Homo sapiens fibulin-5.//5.60E-308//1 398bp//99%//AJ1 33490 
C-HEMBA1 003294 

C-HEMBA1 00331 5//Mus musculus mRNA for DNA helicase, complete cds7/6.30E-250//1 426bp//88%//AB01 391 2 
C-HEMBA1003392//Homo sapiens LDL receptor-related protein 6 (LRP6) mRNA, complete cds.//0//1721bp// 
100%//AF0 74264 

C-HEMBA1003399//MVP1 PROTEIN.//2.30E-15//279aa//23%//P40959 
C-HEMBA1 003487 

C-HEMBA1 003530//S.scrofa mRNA for BM88 antigen.//1 .20E-60//900bp//66%//X82027 
C-HEMBA1003602//Homo sapiens CGI-67 protein mRNA, complete cds.//3.50E-70//732bp//66%//AF151825 
C-HEMBA1 003732//SFT2 PROTEIN.//1 .50E-06//1 62aa//30%//P381 66 

C-HEMBA1 003945//Homo sapiens hypothetical 43.2 Kd protein mRNA, complete cds 7/8.90 E-287//757bp//97%// 
AF077030 

C-HEMBA1 0041 1 0//Homo sapiens intersectin short form mRNA, complete cds .//0//2033bp//99%//AFO 64243 
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C-HEMBA1 004250//CADH ERIN-RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN).//6.40E-51// 
277aa//35%//P33450 

C-HEMBA1004391//TUMOR SUPPRESSOR PROTEIN DCC PRECURSOR.//5.60E-20//194aa//26%//P70211 
C-HEMBA1 004444//GLYCO PROTEIN 25L PRECURSOR (GP25L)7/4.60E-41//148aa//52%//P27869 
5 C-HEMBA1 004454 

C-HEMBA1 004505//MANNOSYL-OLIGOSACCHARIDE ALPHA- 1 ,2-MANNOSIDASE ISOFORM 1 (EC 
3.2.1 .113) (MAN(9)-ALPHA-MANNOSIDASE).//2.70E-45//239aa//43%//P53624 
C-HEMBA1 004797 

C-HEMBA1 004982//TETRACYCLINE RESISTANCE PROTEIN, CLASS E (TETA(E)).//6.30E-10//149aa//26%// 
10 Q07282 

C-HEMBA1005070//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN).//1 .10E-05//187aa// 
29%//P17437 

C-HEMBA1 005084//NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1 .112) (TYROSINE- PRO- 
TEIN KINASE 1).//1.20E-07//102aa//37%//P18160 
15 C-HEMBA1005145 
C-HEMBA1 005430 

C-HEMBA1 005449//GLUCO AMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA- GLUCOSI- 
DASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//5.40E-10//224aa//24%//P13983 
C-HEMBA1 005489 

20 C-HEMBA1 005522//COAGULATION FACTOR VII PRECURSOR (EC 3.4.21 . 21)7/7. 70 E-15//78aa//51%//P98 139 

C-HEMBA1 005545//MUSCARINIC ACETYLCHOLINE RECEPTOR M3.//0//2121aa//100%//U29589 
C-HEMBA1005698//Homo sapiens vesicle trafficking protein (SEC22C) mRNA, complete cds.//6.60E-163// 
753bp//99%//AF039568 
C-HEMBA1005913 

25 C-HEMBA1 005929//H.sapiens mRNA for serine/threonine protein kinase EMK.//6.50E-92//1 092bp//69%//X97630 

C-HEMBA1005945//Oryctolagus. cuniculus peroxisomal Ca-dependent solute carrier mRNA, complete Gds.// 

1 .90E-44//666bp//65%//AF004161 

C-HEMBA1006016 

C-HEMBA1006171 
30 C-HEMBA1 006299 

C-HEMBA1 006311 

C-HEMBA1 006335 

C-HEMBA1006430//Human putative transmembrane protein precursor (B5) mRNA, complete cds7/2.40E-70// 
1108bp//65%//L38961 

35 C-HEMBA1 006482//Homo sapiens h-scol (SCOI) mRNA, nuclear gene encoding mitochondrial protein, complete 

cds.//0//1 1 01 bp//98%//AF026852 

C-HEMBA1 006572//ODD-SKIPPED PROTEINV/2.60E-39//85aa//83%//P23803 
C-HEMBA1006707//Homo sapiens mRNA for matrilin-4, partial. //0//2003bp//99%//A J 007581 
C-HEMBA1 006724 

40 C-HEMBA1 006902//Homo sapiens mRNA for matrilin-4, partial. //4. 80 E-275//1 799bp//85%//AJ007581 

C-HEMBA1 006916//Homo sapiens Grb14 mRNA, complete cds.//3.00E-277//1010bp//95%//L76687 

C-HEMBA1 006960 

C-HEMBA1007013 

C-HEMBA1 007057 
45 C-HEMBA1 007241 

C-HEMBA1 007291 

C-HEMBA1 007332 

C-HEMBB1 000276 

C-HEMBB1000447//Homo sapiens JWA protein mRNA, complete cds.//0//2059bp//99%//AF0 70523 

50 C-HEMBB1 000642 

C-HEMBB1000668//Homo sapiens mRNA for KIAA0893 protein, complete cds.//0//2375bp//99%//AB020700 
C-HEMBB1000679//C.familiaris mRNA for TRAM-protein.//4.10E-210//1149bp//80%//X63678 
C-HEMBB1 000881//Danio rerio mRNA for MINDIN2, complete cds.//1 .70E-67//948bp//66%//AB006085 
C-HEMBB1 000905//TRANSCRIPTIONAL REPRESSOR RCO-1 .//1 .00E-1 1//311 aa//27%//P 78706 

55 C-HEMBB1 001 026//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHE- 

ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPO- 
NENT) 7/5.30 E-1 1 //1 42aa//30%//P32802 

C-HEMBB1001048//Human Hpast (HPAST) mRNA, complete cds.//6.50E-39//448bp//75%//AC000159 
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C-HEMBB1 001200 
C-HEMBB1 001407 

C-HEMBB1001530//SLS1 PROTEIN PRECURSOR7/9.80E-10//273aa//27%//Q99158 
C-HEMBB1 001573 

C-nnnnnnnnnnnn//Homo sapiens orphan G protein -coup led receptor (GPR34) gene, complete cds.//1.50E-251// 
1 1 46bp//99%//AF11 8670 

C-HEMBB1 001 847//NEUROGENIC PROTEIN BIG B R Al N 7/4. 70 E-06//258 aa//24%//P23 645 
C-HEMBB1001978 

C-HEMBB1 002162//Homo sapiens genethonin 1 mRNA, complete cds 7/8.30 E-67//328bp//99%//AP062354 
C-HEMBB1 002228 

C-HEMBB1 002245//PROSTAGLANDIN F2-ALPHA RECEPTOR REGULATORY PROTEIN PRECURSOR 
(PROSTAGLANDIN F2-ALPHA RECEPTOR ASSOCIATED PROTEIN)7/0//879aa//89%//Q62786 
C-HEMBB 1 002427//FUCOSYLGLYCOPROTEIN ALPHA-N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 
2.4.1.40) (HISTO-BLOOD GROUP A TRANSFERASE) (A TRANSFERASE) / FUCOSYLGLYCO PROTEIN 3-AL- 
PHA-GALACTOSYLTRANSFERASE (EC 2.4.1.37) (HISTO-BLOOD GROUP B TRANSFERASE) (B TRANS- 
FERASE) (NAGAT).//1 .80E-70//221aa//50%//P16442 

C-HEMBB1002465//ACYL-COA DEHYDROGENASE (EC 1 .3.99.-).//2.30E-53//249aa//48%//P45857 

C-HEMBB1 002663 

C-HEMBB1 002693 

C-MAMMA1 000046 

C-MAMMA1000118 

C-nnnnnnnnnnnn//Homo sapiens SNC73 protein (SNC73) mRNA, complete cds.//1 .50E-312//1594bp//93%// 

AF067420 

C-MAMMA1 000449 

C-MAMMA1000457//Human NADH-cytochrome b5 reductase mRNA, 3' end7/9.50E-79//829bp//71%//M 16462 
C-MAMMA1 000591//POLYPEPTIDE N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1.41) (PROTEIN- 
UDP ACETYLGALACTOSAMINYLTRANSFERASE) (UDP-GALNAC:POLYPEPTIDE, N- ACE7YLGALACTOS- 
AMINYLTRANSFERASE) (GALNAC-T1).//1 . 20 E-115//515aa//49%//Q 07537 

C-MAMMA1 000681//PROBABLE G PROTEIN-COUPLED RECEPTOR EDG-1 7/9 .40 E-82//31 1aa//52%//0 08530 

C-MAMMA1001043//MRC OX-45 SURFACE ANTIGEN PRECURSOR (BCM1 SURFACE ANTIGEN)(BLAST-1 ) 

(CD48)7/2.90E-12//239aa//28%//P10252 

C-MAMMA1001893 

C-NT2RM2000241 

C-NT2RM2000306//PUTATIVE GTP-BINDING PROTEIN W08E3.37/4.50E-130//362aa//68%//P91917 
C-NT2RM2000410 

C-NT2RM2000423//BETA-GALACTOSIDASE PRECURSOR (EC 3.2.1 .23) (LACTASE).//1.80E-38//308aa//35%// 
P48982 

C-NT2RM2000497//CHL1 PROTEIN.//9.90E-24//296aa//29%//P2251 6 

C-NT2RM2000514//Homo sapiens mRNA for KIAA0875 protein, partial cds.//0//2381bp//99%//AB020682 
C-NT2RM2000622 

C-NT2RM2001126//Homo sapiens mRNA for multi PDZ domain protein.//0//1600bp//99%//AJ0001319 
C-NT2RM2001902//Homo sapiens mRNA for PAK4 protein 7/5.40E-216//988bp//99%//AJ0 11 855 
C-NT2RM2001 939//Human G protein-coupled receptor G PR- NG A gene, complete cds.//0//1559bp//98%//U5531 2 
C-NT2RM2001941//MUSCARINIC ACETYLCHOLINE RECEPTOR M1 7/7.40 E-38//1 93aa//34%//P 08482 
C-NT2RM4000198 

C-NT2RM4000284//Human IgG Fc receptor hFcRn mRNA, complete cds 7/1 .30 E -25 7//603bp//96%//U 12255 
C-NT2RM4000295 

C-NT2RM4000326//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//9.00E-1 00//434aa//43%// 
P51523 

C-NT2RM4000444//ANTIGEN PEPTIDE TRANSPORTER 1 (APT1).//1 .70E-112//493aa//44%//P36370 
C-NT2RM4000587 

C-NT2RM4000648//K-GLYPICAN PRECURSOR7/4.00E-193//531aa//66%//P51 655 

C-NT2RM4000997//MONO- AND DIACYLGLYCEROL LIPASE PRECURSOR (EC 3.1.1.-) (MDGL)7/1 .80E-10// 

189aa//30%//P25234 

C-NT2RM4001321 

C-NT2RM4001325//CHONDROITIN 6-SULFOTRANSFERASE (EC 2.8.2.17) (C6ST).//2.90E-48//343aa//34%// 
Q92179 

C-NT2RM4001735 
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C-NT2RM4002352//Homo sapiens hLRp105 mRNA for LDL receptor related protein 105, complete cds.//0// 
21 84bp//99%//AB009462 
C-NT2RP1 000002 
C-NT2RP1 000050 

5 C-NT2RP1 0001 81//Homo sapiens delta-6 fatty acid desaturase mRNA, complete cds 7/3.30 E-1 21 //1 394bp//69%// 

AF1 26799 

C-NT2RP1000261//ORM1 PROTEIN 7/2.40E-1 7//1 37aa//35%//P53224 

C-NT2RP1000300//Human transporter protein (g17) mRNA, complete cds.//3.80E-26//758bp//62%//U49082 
C-NT2RP1000325//H.sapiens gene for phosphate carner.//0//439bp//98%//X77337 
10 C-NT2RP1 000448 

C-NT2RP1000551//Homo sapiens putative interferon-related protein (SM15) mRNA, partial cds.//0//1761bp// 
99%//U09585 

C-NT2RP1000579//Human succinate dehydrogenase flavoprotein subunit (SDH) mRNA, complete cds.//0// 
1951bp//94%//L21936 

15 C-NT2RP1 00061 3//CARBONIC ANHYDRASE VI (EC 4.2.1 .1) (SALIVARY) (CARBONATE DEHYDRATASE VI).// 

3.40E-52//304aa//40%//P08060 
C-NT2RP1 000903 

j C-NT2RP1000981//CELL SURFACE A33 ANTIGEN PRECURSOR.//3.60E-14//286aa//27%//Q99795 

C-NT2RP1001004//F-SPONDIN PRECURSOR.//9.20E-43//322aa//35%//P35446 
20 C-NT2RP1001020//SERINE/THREONINE-PROTEIN KINASE PAK-BETA (EC 2.7.1.-) (BETA-PAK) (P21-ACTI- 

VATED KINASE 3) (CDC42/RAC EFFECTOR KINASE PAK-B)7/9.70E-22//227aa//31%//Q61036 
C-NT2RP1 001 563//TESTIS-SPECIFIC PROTEIN TPX-1 PRECURSOR (AUTO ANTIGEN 1) (25 KD ACROSOM- 
AL AUTOANTIGEN) (AA1).//9.70E-19//201aa//31%//Q60477 

C-NT2RP2000394//Gallus gallus p52 pro-apototic protein mRNA, complete cds.//1.60E-90//956bp//70%// 
25 AF029071 

C-NT2RP2000479 

C-NT2RP2000514//Homo sapiens roundabout 2 (robo2) mRNA, partial cds7/3.00E-185//855bp//99%//AF040991 
C-NT2RP2000533//Homo sapiens cornichon protein mRNA, complete cds.//1 .30E-290//1 324bp//99%//AF070654 
C-NT2RP2000649//Homo sapiens mRNA for Hs Ste24p, complete cds 7/0//2847bp//99%//AB01 6068 

30 C-NT2RP2000663 

C-NT2RP2000694//Homo sapiens 5T4 oncofetal trophoblast glycoprotein gene.//0//2278bp//99%//AJ012159 
C-NT2RP2000903//Homo sapiens 5T4 oncofetal trophoblast glycoprotein gene.//0//2276bp//100%//AJ012159 
C-NT2RP2001480//Homo sapiens thrombospondin 3 (THBS3) gene, complete cds.//0//2547bp//99%//L38969 
C-NT2RP2001495//Human transporter protein (g17) mRNA, complete cds.//2.20E-65//641bp//65%//U49082 

35 C-NT2RP2001514//PROBABLE CALCIUM -TRANS PORTING ATPASE 6 (EC 3.6.1 .38)7/1 .20 E-1 33//429aa// 

41%//P39986 

C-NT2RP2001529//Homo sapiens mRNA for ZIP-kinase, complete cds.//0//2079bp//99%//AB0071 44 
C-NT2RP2001769//SERINE/THREONINE-PROTEIN KINASE ORB6 (EC 2.7.1.-)7/9.10E-47//185aa//44%// 
013310 
40 C-NT2RP2001878 

C-NT2RP2001903//CALPAIN, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CALCIUM- ACTIVATED NEU- 
TRAL PROTEINASE) (CANP) (MU/M-TYPE)7/3.80E-58//475aa//34%//P00789 
C-NT2RP2001915 

C-NT2RP2001956//ORM1 PROTEIN7/3.90E-1 9//1 37aa//37%//P53224 
45 C-NT2RP2002063//GNS1 PROTEIN.//3.60E-1 8//231 aa//33%//P25358 

C-NT2RP2002188//Rattus norvegicus neuroligin 3 mRNA, complete cds 7/2.50 E-226//1284bp//89%//U41 663 
C-NT2RP2002232//HYPOTHETICAL 85.7 KD PROTEIN C13G6.03 IN CHROMOSOME 17/1 .90E-93//420aa// 
43%//Q09782 

C-NT2RP2002304//Human mRNA for KIAA0383 gene, partial cds 7/0//1 640b p//99%//AB002381 
50 C-NT2RP2002409 
C-NT2RP2002510 

C-NT2RP2002527//CYTOCHROME B5.//1 .30E-11//92aa//38%//P40312 

C-NT2RP2002533//Homo sapiens alpha 2 delta calcium channel subunit isoform I mRNA, complete cds.//0// 
2365bp//99%//AF042792 

55 C-NT2RP2002564//Human zinc-finger protein C2H2-150 mRNA, complete cds 7/0//2237bp//99%//U 38864 

C-NT2RP2002674//SOLUBLE EPOXIDE HYDROLASE (SEH) (EC 3.3.2.3) (EPOXIDE HYDRATASE) (CY- 
TOSOLIC EPOXIDE HYDROLASE) (CEH)7/5.50E-38//201aa//39%//P34913 
C-NT2RP2002721 //REGULATORY PROTEIN UHPC.//1 .60E-23//153aa//30%//P27669 
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C-NT2RP2002824//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHE- 
ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPO- 
NENT) 7/3 .50 E-63//404aa//33%//P32 802 

C-NT2RP2002942//Homo sapiens mRNA for KIAA0806 protein, complete cds.//0//2090bp//99%//AB0 18349 
C-NT2RP2002974//HOMEOBOX PROTEIN SIX5 (DM LOCUS-ASSOCIATED HOMEODOMAIN PROTEIN HO- 
MOLOG) (FRAGMENT)7/8,20E-241//555aa//84%//P701 78 
C-NT2RP2002976 

C-NT2RP2003042//PHOSPHATIDYLCHOLINE-STEROL ACYLTRANSF ERASE PRECURSOR (EC 2.3.1.43) 
(LECITHIN-CHOLESTEROL ACYLTRANSFERASE) (PHOSPHOLIPID-CHOLESTEROL ACYLTRANSFERASE) 
(FRAGMENT)7/2.1 0E-1 09//385aa//52%//P53760 

C-NT2RP2003179//PUTATIVE SERINE/THREONINE-PROTEIN KINASE EMK (EC 2.7.1 .-).//2.60E-67//256aa// 
49%//Q05512 

C-NT2RP200321 0//Homo sapiens fatty acid transport protein (FATP) mRNA, complete cds.//9.80E-272//1 265bp// 
98%//AF055899 

C-NT2RP2003369//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1).//5.90E-20//204aa// 
34%//Q 15404 

C-NT2RP2003383//Homo sapiens mRNA for KIAA0458 protein, complete cds.//0//2565bp//99%//AB007927 
C-NT2RP2003469//GALACTOSE- PROTON SYMPORT (GALACTOSE TRANSPORTER).//1 .10E-45//324aa// 
29%//P37021 

C-NT2RP2003545//Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds.//5.40E-48//578bp//71%// 

AF024636 

C-NT2RP2003593 

C-NT2RP2003599 

C-NT2RP2003655//HYPOTHETICAL26.3 KD PROTEIN IN OYE2-GND1 INTERGENIC//4.80E-15//93aa//47%// 
P38869 

C-NT2RP2003931 
C-NT2RP2004141 
C-NT2RP2004179 

C-NT2RP2004205//BUTYROPHILIN PRECURSOR (BT).//1 .60E-21//276aa//32%//Q62556 
C-NT2RP2004447 

C-NT2RP2004495//Human transporter protein (g1 7) mRNA, complete cds.//9.80E-64//642bp//64%//U49082 

C-NT2RP2004524 

C-NT2RP2004556 

C-NT2RP2004606/7Human fibroblast collagenase inhibitor mRNA, complete cds.//2.10E-166//768bp//99%// 
M 12670 

C-NT2RP2004648//Mouse beta-galactosidase (BGAL) gene, complete cds.//1 .20E-33//1136bp//59%//M57734 
C-NT2RP2004670//Rattus norvegicus vesicla-associate calmodulin-binding protein mRNA, complete cdsy/0// 
l250bp//86%//L22557 

C-NT2RP2004794//HYPOTHETICAL24.5 KD PROTEIN IN SAP185-BCK1 INTERGENIC REGION.//2.70E-09// 

203aa//26%//P40857 

C-NT2RP2004837 

C-NT2RP2004847//ZINC FINGER PROTEIN 135.//8.00E-35//193aa//40%//P52742 

C-nnnnnnnnnnnn//Homo sapiens SCG10-like-protein (SCLIP) mRNA, complete cds.//2.90E-170//813bp//98%// 

AF069709 

C-NT2RP2005027 

C-NT2RP2005163 

C-NT2RP2005181//Mus musculus cationic amino acid transporter (CAT3) mRNA, complete cds.//5.30E-315// 
2126bp//81%//U70859 

C-NT2RP2005247//ZINC-FINGER PROTEIN RFP (RET FINGER PROTEIN).//5.00E-53//296aa//37%//Q62158 
C-NT2RP2005425//Homo sapiens mRNA for AKAP450 protein 7/0//4341bp//99%//AJ 131 693 
C-NT2RP2005463//PROTEIN PTM1 PRECURSOR.//7.40E-15//284aa//28%//P32857 
C-NT2RP2005514 

C-NT2RP2005541//N-ACETYLGLUCOSAMINE-6-SULFATASE PRECURSOR (EC 3.1.6.14) (G6S) (GLU- 

COSAMINE-6-SULFATASE).//4.70E-24//78aa//51%//P15586 

C-NT2RP2005632 

C-NT2RP2005878//PUTATIVE STEROID DEHYDROGENASE KIK-I (EC 1 .1 .1 .-).//3.60E-55//238aa//50%// 
057314 

C-NT2RP2005883//DOPAMINE-BETA-MONOOXYGENASE PRECURSOR (EC 1.14.17.1) (DOPAMINE BETA- 
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HYDROXYLASE) (DBH).//6.70E-72//512aa//34%//P15101 
C-NT2RP2005887 

C-NT2RP2005941//Human paired box gene (PAX6) homologue, complete cds.//1.40E-308//1396bp//99%// 
M93650 

5 C-NT2RP2005994//HYPOTHETICAL 51.5 KD PROTEIN D2024.3 IN CHROMOSOME IW/3.50E-35//144aa// 

47%//P49191 

C-NT2RP2006042//GLU CO AMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
DASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//9.40E-15//501aa//25%//P08640 

C-NT2RP2006269//DOLICHYL-PHOSPHATE-MANNOSE--PROTEIN MANNOSYLTRANSFERASE 2 (E,C 
10 2.4.1 .109).//2.30E-78//679aa//32%//P31382 

C-NT2RP2006512//GNS 1 PROTEINV/2.00E-21//290aa//29%//P25358 

C-NT2RP3000059//ANKYRIN, BRAIN VARIANT 2 (ANKYRIN B) (ANKYRIN, NONERYTHROID) (FRAGMENT).// 
3.70E-1 2//1 33aa//32%//Q01 485 

C-NT2RP3000063//NEUROFILAMENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PROTEIN) (NF-H).// 

15 5.00E-29//596aa//30%//P1 9246 

C-NT2RP30001 25//RETINOBLASTOMA BINDING PROTEIN 2 (RBBP-2).//6.30E-08//70aa//41%//P29375 
C-NT2RP3000169//Homo sapiens MRS1 mRNA, complete cds.//0//1519bp//97%//AF093239 
C-NT2RP30001 72//CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE TYPE I (EC 2.7.1 .123) (CAM KI- 
NASE l).//1 .30E-80//359aa//44%//Q14012 

20 C-NT2RP3000201//Homo sapiens mRNA for KIAA0687 protein, partial cds.//2.00E-305//1 224bp//99%//AB01 4587 

C-NT2RP3000436//PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR (EC 5.3.4.1 ).//6.20E-27// 
90aa//42%//P38660 

C-NT2RP3000460//Canis familiaris sec61 homologue mRNA, complete cds.//1 . 80 E-198//643bp//89%//M 96629 
C-NT2RP3000616//FIBROMODULIN PRECURSOR (FM) (COLLAGEN-BINDING 59 KD PROTEIN).//5.20E-26// 
25 227aa//36%//Q06828 

C-NT2RP3000721 //HYPOTHETICAL 149.7 KD PROTEIN IN IRE1-KSP1 INTERGENIC REGION.//1 .10E-22// 
171aa//36%//P38800 

C-NT2RP3000820//PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-).//1 .90E-30//269aa// 
33%//P49695 
30 C-NT2RP3000871 

C-NT2RP3000907//PROBABLE CALCIUM-TRANSPORTING ATPASE 6 (EC 3.6.1 .38).//2.20E-134//296aa// 
42%//P39986 

C-NT2RP3001012//Homo sapiens mRNA for KIAA0829 protein, partial cds.//0//2906bp//98%//AB020636 
C-NT2RP3001044 

35 C-NT2RP3001 061//Homo sapiens mRNA for KIAA0853 protein, partial cds.//0//3591 bp//99%//AB020660 

C-NT2RP3001170//Homo sapiens mRNA; cDNA DKFZp586K2120 (from clone DKFZp586K21 20).//0//2421 bp// 
99%//AL080163 

C- N J2 R P3001 1 95//G ALACTOS E- P R OTO N SYMPORT (GALACTOSE TRANSPORTER).//4.70E-48//339aa// 
29%//P37021 

40 C-NT2RP3001240//Canis familiaris sec61 homologue mRNA, complete cds.//1 .20E-301//1141bp//89%//M96629 

C-NT2RP3001322//PROBABLE CALCIUM-TRANSPORTING ATPASE 3 (EC 3.6.1 .38) (ENDOPLASMIC RETIC- 
ULUM CA2+-ATPASE).//1 .70E-21//220aa//30%//P39524 
C-NT2RP3001 388//SYNAPTOTAGMIN IV.//2.00E-1 1 8//430aa//54%//P50232 
C-nnnnnnnnnnnn//Human mRNA for KIAA0315 gene, partial cds.//0//2971bp//99%//AB002313 

45 C-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA001 7 protein, complete cds.//0//3243bp//99%//D 87686 

C-NT2RP3001 560//Homo sapiens cleft lip and palate transmembrane protein 1 (CLPTM1 ) mRNA, complete cds.// 
0//2468bp//99%//AF037339 

C-NT2RP3001592//N2,N2-DIMETHYLGUANOSINE TRNA METHYLTRANSFERASE PRECURSOR (EC 
2.1 .1 .32) .//1 .30E-1 8//279aa//27%//P1 5565 
50 C-NT2RP3001 738//CYTOCH ROME B5.//1 .30E-1 1//1 33aa//33%//P001 69 

C-NT2RP3001754 
C-NT2RP3001858 

C-NT2RP3002160//Canis familiaris forssman synthetase mRNA, complete cds.//5.00E-152//789bp//84%//U66140 
C-NT2RP3002311//BETA-GALACTOSIDASE PRECURSOR (EC 3.2.1.23) (LACTASE).//9.80E-1 03//547aa// 
55 43%//P48982 

C-NT2RP3002342//Human transporter protein (g1 7) mRNA, complete cds.//1 .70E-65//641 bp//65%//U49082 
C-NT2RP3002448 

C-NT2RP3002721 //Porcine citrate synthase mRNA, complete cds.//9.10E-281//1454bp//93%//M21197 
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C-NT2RP3002738//Homo sapiens enhancer of filamentation (HEF1) mRNA, complete cds.//2.20E-47//763bp// 

65%//L43821 

C-NT2RP3002790 

C-NT2RP3002836//Homo sapiens mRNA for KIAA0463 protein, partial cds.//0//1617bp//99%//AB007932 
C-NT2RP3002958//TRANS-GOLGI NETWORK INTEGRAL MEMBRANE PROTEIN TGN38 PRECURSOR.// 
8.00E-08//1 97aa//26%//P1 981 4 

C-NT2RP3003000//Homo sapiens T-type calcium channel alpha-1 subunit mRNA, complete cds.//0//31 60bp// 

96%//AF051946 

C-NT2RP3003076 

C-NT2RP3003354//SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 3.//5.10E-55//208aa//51%// 
035609 

C-NT2RP3003469 

C-NT2RP3003527//Homo sapiens mRNA for protein kinase Dyrkl B.//0//2483bp//99%//Y1 7999 

C-NT2 R P3003535//U D P -N -AC ETYLG LU CO S AM I N E-- P E PTI D E N-ACETYLGLUCOSAMINYLTRANSFERASE 

110 KD SUBUNIT (EC 2.4.1.-) (O-GLCNAC TRANSFERASE P11 0 SUBUNIT) .//8.80E-18//368aa//25%//P56558 

C-NT2RP3003559 

C-NT2RP3003614 

C-NT2RP3003729 

C-NT2RP3003849//PROTEIN KINASE C, BRAIN ISOZYME (EC 2.7.1.-) (PKC) (DPKC53E(BR)). PKC1 .//1 .20E- 
1 3//1 26aa//34%//P051 30 

C-NT2RP3003874//Homo sapiens incomplete cDN A for a mutated allele of a myosin class I, myh-1c://0//2160bp// 

98%//AJ001381 

C-NT2RP3003963 

C-NT2RP3004000 

C-NT2RP3004075 

C-NT2RP3004083 

C-NT2RP3004090//GOLIATH PROTEIN (G1 PROTEIN).//9.00E-33//179aa//47%//Q06003 
C-NT2RP3004130//CELL SURFACE ANTIGEN 114/A10 PRECURSOR.//8.10E-06//71aa//42%//P 19467 
C-NT2RP3004133//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-).//2.50E-48//198aa//37%//P43636 
C-NT2RP3004202 

C-NT2RP3004309//Homo sapiens mRNA; cDNA DKFZp586C201 (from clone DKFZp586C201).//0//2584bp// 

99%//AL050118 

C-NT2RP3004321 

C-NT2RP3004355 

C-NT2RP3004374 

C-NT2RP3004406//HYPOTHETICAL 37.4 KD PROTEIN IN IRR1-TIM44 INTERGENIC REGION.//3.20E-15// 
165aa//33%//P40544 

C-NT2RP3004552//COM PLEM ENT RECEPTOR TYPE 1 PRECURSOR (C3B/C4B RECEPTOR) (CD35 ANTI- 
GEN). //8.50E-24//263aa//33%//P1 7927 

C-NT2RP3004557//Human Ki nuclear autoantigen mRNA, complete cds.//0//2181bp//96%//U11292 
C-NT2RP3004625//Homo sapiens mRNA for KIAA0975 protein, partial cds.//0//1339bp//99%//AB023192 
C-NT2RP3004640//Bos taurus tuftelin mRNA, complete cds.//0//1 204bp//88%//AF1 05228 
C-NT2RP3004647//PUTATIVE MITOCHONDRIAL CARRIER YMR166C.//2.00E-15//220aa//27%//Q03829 
C-NT2RP4000108//Human gene for neurofilament subunit NF-L.//0//1998bp//99%//AF1 76680 
C-NT2RP4000962//SPORULATION-SPECIFIC PROTEIN 1 (EC 2.7.1 .-).//2.60E-1 8//225aa//32%//P08458 
C-NT2RP4001009//Homo sapiens mRNA for farnesylated-proteins converting enzyme 1 7/0//2965bp//99%// 
Y13834 

C-NT2RP4001467//Human placental cDNA coding for 5'nucleotidase (EC 3.1 .3.5).//0//2140bp//99%//X55740 
C-OVARC1 000090 

C-OVARC1 0001 05//UBIQUITIN-CONJUGATING ENZYME E2-28.4 KD (EC 6.3,2.19) (UBIQUITIN- PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN).//4.20E-47//171aa//56%//P33296 
C-OVARC1000137 
C-OVARC1 000208 

C-OVARC1000255//H.sapiens syk mRNA for protein-tyrosine kinase.//0//1525bp//97%//Z29630 

C-OVARC1 000275//DESMOPLAKIN I AND II (DPI AND DPII) (FRAGMENT).//9.90E-16//352aa//23%//P15924 

C-OVARC1 000298 

C-OVARC1 00041 0//Homo sapiens angiopoietin Y1 mRNA, complete cds.//2.10E-63//744bp//69%//AF 107253 
C-OVARC1 000439//HYPOTHETICAL 64.3 KD GTP-BINDING PROTEIN C02F5.3 IN CHROMOSOME III.//1 .40E- 
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33//1 43aa//53%//P34280 
C-OVARC1 000467 

C-OVARC1000529//PROBABLE SERINE/THREONINE-PROTEIN KINASE YKL101W (EC 2.7.1 .-).//! .40 E-23// 
165aa//39%//P34244 
5 C-OVARC1 000775 

C-nnnnnnnnnnnn//ZINC FINGER PROTEIN 1577/1 .00 E-35//1 30aa//46%//P5 1786 

C-OVARC1 000811 //PLASMINOGEN (EC 3.4.21.7) (FRAGMENT).//6.40E-13//115aa//34%//Q01177 

C-OVARC1 000853 

C-OVARC1 00091 6//H.saplens PISSLRE mRNA.//7.30E-280//1 1 1 7bp//95%//X 78342 
10 C-OVARC1000956//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN).//2.20E-09//250aa// 

28%//P17437 

C-OVARC1001030//Homo Sapiens mRNAfor KIAA0886 protein, complete cds.//0//907bp//99%//AB 020693 
C-OVARC1001049//TRANSCRIPTION FACTOR HES- (C-HAIRY1).//7.50E-14//96aa//36%//O57337 
C-OVARC1001086//Homo Sapiens cyclin T2a mRNA, complete cds.//0//1593bp//98%//AF048731 
15 C-OVARC1 0011 321 /GC-RICH SEQUENCE DNA-BINDING FACTOR (GCF) (TRANSCRIPTION FACTOR 9) 

(TCF-9) 7/2.30 E^4//268aa//36%//P 1 6383 

C-OVARC1 001 1 63//HYPOTHETICAL 49.3 KD PROTEIN C30D11.06C IN CHROMOSOME l.//2.30E-20//152aa// 

30%//Q09906 

C-OVARC1001222 

20 C-OVARC1 001 338//AUTOPHAGY SERINE/THREONINE-PROTEIN KINASE APG1 (EC 2.7.1 .-).//8.80E-30// 

125aa//40%//P53104 

C-OVARC1001569//PROBABLE SERINE/THREONINE-PROTEIN KINASE YKL101W (EC 2.7.1 .-).//1 .50 E-22// 
164aa//39%//P34244 

C-OVARC1001596//Homo sapiens Arf-like 2 binding protein BART1 mRNA, complete cds.//0//1 766bp//99%// 
25 AF1 26062 

C-OVARC1001725 
C-OVARC1001727 

C-OVARC1 001 807//Human TR3 orphan receptor mRNA, complete cds.//1 . 1 0E-243//1 1 45bp//98%//L1 3740 
C-OVARC1 001 991 //VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV3.3 (KSHIIID).//8.30E-06//114aa/ 
30 35%//Q01 956 

C-OVARC1002058//Human 18S rRNA gene, complete.//1.50E-164//921bp//91%//M10098 
C-OVARC1002178 

C-PLACE1000033/A/ON WILLEBRAND FACTOR PRECURSOR.//3.80E-17//190aa//28%//Q28295 
C- P LAC E1 000231 //Rattus norvegicus WAP four-disulfide core domain protein (ps20) mRNA, complete cds.// 
35 2.70E-101//947bp//74%//AF037272 

C-PLACE1000258//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//1 .70E-55//431 aa// 
35%//Q05481 

C-PLACE1000442//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT).//1 .00E-88//21 3aa//67%//P1 641 5 
C-PLACE1 000560 

40 C-PLACE1000740//Mus musculus (Notch2) mRNA, complete cds.//5.60E-122//893bp//81%//M93661 

C-PLACE1000912. 

C-PLACE1 00091 4//Homo sapiens PB39 mRNA, complete cds 7/7.50 E-88//500bp//69%//AF 045584 

C-PLACE1 000927//HYPOTHETICAL 20.9 KD PROTEIN B0563.3 IN CHROMOSOME X.//6.30E-21//123aa// 

37%//Q11079 

45 C-PLACE1001016//SODIUM CHANNEL PROTEIN PARA (PARALYTIC 

PROTEIN).//6.80E-12//133aa//28%//P35500 

C-nnnnnnnnnnnn//Homo sapiens T245 protein (T245) mRNA, complete cds7/0//1801bp//99%//AF043906 
C-PLACE1001100 

C-PLACE1001114//HYPOTHETICAL BHLF1 PROTEIN.//9.20E-06//389aa//31%//P03181 
50 C-PLACE1001123 
C-PLACE1001183 
C-PLACE1001229 

C-PLACE1 001 231 //Rattus norvegicus sodium-dependent multi-vitamin transporter (SMVT) mRNA, complete 
cds.//2.20E-1 37//91 8bp//80%//AF026554 
55 C-nnnnnnnnnnnn//Human pregnancy-specific beta 1 -glycoprotein 4 (PSG4) clone FL-64 mRNA, complete cds.// 

7.60E-293//1 631 bp//90%//U1 8469 

C-PLACE1001340//Homo sapiens mRNA for KIAA0719 protein, complete cds. //0//2868bp//99%//AB0 18262 
C-PLACE1001401//HIGH AFFINITY IMMUNOGLOBULIN EPSILON RECEPTOR BETA-SUBUNIT (FCERI) (IGE 
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FC RECEPTOR, BETA-SUBUNIT).//3.70E-18//148aa//39%//P13386 
C-PLACE1001407 

C-PLACE1 001 464//Human placental cDNA coding for 5'nucleotidase (EC 3.1 .3.5).//0//2756bp//99%//X55740 
C-PLACE1001500//Homo sapiens RecQ5 mRNA for DNA helicase, complete cds.//2.30E-271//1230bp//99%// 
AB006533 

C-PLACE1001516//240 KD PROTEIN OF ROD PHOTORECEPTOR CNG-CHANNEL [CONTAINS: GLUTAMIC 
ACID-RICH PROTEIN (GARP); CYCLIC-NUCLEOTIDE-GATED CATION CHANNEL 4 (CNG CHANNEL 4) (CNG- 
4) (CYCLIC NUCLEOTI DE-GATED CATION CHANNEL MODULATORY SUBUNIT)].//2.30E-08//274aa//28%// 
Q28181 

C-PLACE1001536 

C-PLACE1001564//H.sapiens mRNA for HE6 Tm7 receptor.//5.10E-36//499bp//70%//X81892 
C-PLACE1 001 655//Homo sapiens Shab-related delayed-rectifier K+ channel alpha subunit (KCNS3) mRNA, com- 
plete cds.//0//1 708bp//99%//AF043472 

C-nnnnnnnnnnnn//Homo sapiens calumein (Calu) mRNA, complete cds.//0//1776bp//99%//AF013759 
C-PLACE1001788 

C-PLACE1 001 795//HYPOTHETICAL 30.6 KD PROTEIN IN SCP160-SMC3 INTERGENIC REGION PRECUR- 
SOR .//3. 40 E-20//1 59aa//40%//P47032 

C-PLACE1001836//ENV POLYPROTEIN PRECURSOR (COAT POLYPROTEIN) [CONTAINS: OUTER MEM- 
BRANE PROTEIN GP70; TRANSMEMBRANE PROTEIN P2OE].//5.00E-27//134aa//47%//P 10269 
C- PLACE 1 001 91 8//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHE- 
ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPO- 
NENT) 7/2 .30 E -53//339aa//33%//P32 802 

C-PLACE1 001 949//PROBABLE CALCIUM-TRANSPORTING ATPASE 9 (EC 3.6.1 . 38)7/3. 00 E-75//315aa//44%// 
Q 12697 

C-PLACE1002080//Homo sapiens antigen NY-CO-9 (NY-CO-9) mRNA, partial cds.//0//1588bp//99%//AF039691 
C-PLACE1 002095 

C-PLACE1002153//Homo sapiens TACC2 protein (TACC2) mRNA, partial cds.//0//1202bp//99%//AF095791 
C-PLACE1002329//EPIDERMAL GROWTH FACTOR RECEPTOR KINASE SUBSTRATE EPS8.//6.50E-105// 
213aa//45%//Q08509 

C-PLACE1002355//COMPLEMENTC4 PRECURSOR [CONTAINS: C4A ANAPHYLATOXIN].//4.20E-1 2//1 31 aa// 
40%//P01029 

C-PLACE1 002374//Human mRNA for pro-cathepsin L (major excreted protein MEP).//1 .30E-31 3//1 363bp//97%// 
X12451 

C-PLACE1002518 

C-PLACE1002547//Homo sapiens mRNA for KIAA0719 protein, complete cds7/0//2985bp//99%//AB01 8262 
C-PLACE1002726//Oryctolagus cuniculus mRNA for epithelial calcium channel (ECaC).//2.80E-202//926bp// 
82%//AJ133128 

C-PLACE1002905//ENDOZEPINE-RELATED PROTEIN PRECURSOR (MEMBRANE-ASSOCIATED DIAZEPAM 
BINDING INHIBITOR) (MA-DBI).//2.40E-37//188aa//40%//P07106 

C-PLACE1 00291 1//POLIOVIRUS RECEPTOR HOMOLOG PRECURSOR.//4.50E-39//345aa//32%//P32507 
C-PLACE1002967//HIGH AFFINITY IMMUNOGLOBULIN EPSILON RECEPTOR BETA-SUBUNIT (FCERI) (IGE 
FC RECEPTOR, BETA-SUBUNIT)7/4.60E-08//156aa//30%//Q01362 

C-PLACE1 0031 35//SPORULATION-SPECIFIC PROTEIN 1 (EC 2.7.1 .-).//1 .30E-47//210aa//49%//P08458 
C-PLACE1003163//Homo sapiens DBI-related protein mRNA, complete cds.//1.00E-294//1344bp//99%// 
AF069301 

C-PLACE1003428//Homo sapiens mRNA for VNN1 protein.//1 . 80 E-142//676bp//72%//AJ 132099 
C-PLACE1 003438 
C-PLACE1 003460 

C-PLACE1 003529//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAG- 
MENT) .//1 .30E-09//281 aa//22%//P1 1414 

C-PLACE1003573//T-CELL SURFACE GLYCOPROTEIN YE1/48 (T LYMPHOCYTE ANTIGEN A1) (LY49-A AN- 
TIGEN ).//3 . 70 E - 1 6//226aa//2 6%//P20937 

C-PLACE1003598/7TRP-ASP REPEATS CONTAINING PROTEIN RBA-1 .//1 .80E-07//1 61 aa//27%//P9091 7 
C- PLACE 1003644 

C-PLACE1 003737//TOLL PROTEIN PRECURSOR.//5.40E-07//203aa//27%//P08953 

C-PLACE1 003772//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN)// 
2.40E-1 2//1 24aa//38%//P 1 3983 

C-PLACE1 003839//Homo sapiens putative G protein-coupled receptor (RAIG1 ) mRNA, complete cds.//8.1 0E-1 8// 
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771bp//58%//AF095448 

C-PLACE1 003845//PUTATIVE UDP-GLUCOSE 4-EPIMERASE (EC 5.1.3.2) (GALACTOWALDENASE) (UDP- 
GALACTOSE 4-EPIMERASE)7/3.40E-37//302aa//30%//Q57664 

C-PLACE1003852//Homo sapiens mRNA for KIAA0758 protein, partial cds.//0//1 66 7bp//99%//AB0 18301 
C-PLACE1 004028 

C-PLACE1 0041 66//CREB-BINDING PROTEIN.//T.80E-12//147aa//35%//P45481 

C-PLACE1 0041 68//Homo sapiens mRNA for KIAA1 007 protein, partial cds.//0//2637bp//99%//AB023224 
C-PLACE1004199 

C-PLACE1 004279//HYPOTHETICAL 59.1 KD PROTEIN ZK637.1 IN CHROMOSOME III.//1 .40E-08//1 66aa// 
30%//P30638 

C-PLACE1004282//MONO- AND DIACYLGLYCEROL LIPASE PRECURSOR (EC 3.1.1.-) (MDGL).//2.10E-11// 
189aa//30%//P25234 

C-PLACE1 004305// RAS- RELATED PROTEIN RAC1 V/9.60E-29//197aa//41%//P40792 

C-PLACE1 004441 //Human G protein-coupled receptor (GPR1 ) gene, complete cds.//0//1 880bp//98%//AC 007383 
C-PLACE1004450//AMINO PEPTIDASE N (EC 3.4.11.2) (MICROSOMAL AMINOPEPTIDASE) (LEUKEMIA AN- 
TIGEN CD13).//1 .30E-91//562aa//35%//P15541 

C-PLACE 1 004482//Rattus norvegicus hematopoietic lineage switch 2 related protein (Hls2-rp) mRNA, complete 

cds.//1 .90E-246//1 643bp//83%//AF097723 

C-PLACE1004519 

C-PLACE1004520//Human pregnancy-specific beta-glycoprotein d mRNA, complete cds.//9.10E-279//882bp// 
88%//M20881 
C-PLACE1 004630 
C-PLACE1 004637 

C-PLACE1 004648//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA- GLUCOSI- 
DASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//1 .40E-18//395aa//25%//P08640 
C-nnnnnnnnnnnn//Homo sapiens tyrosylprotein sulfotransferase-2 mRNA, complete cds.//0//1 825bp//99%// 
AF049891 

C-PLACE1 00481 6//Homo sapiens mRNA for Hakata antigen, complete cds.//1 .00E-1 66//856bp//94%//D88587 

C-PLACE1004887//GOLIATH PROTEIN (G1 PROTEIN).//4.80E-33//1 79aa//47%//Q06003 

C- PLACE 1005003//PROSTAS IN PRECURSOR (EC 3.4.21. -).//2.20E-52//269aa//41%//Q1 6651 

C-PLACE1 005005//Homo sapiens ubiquitin conjugating enzyme G2 (UBE2G2) mRNA, complete cdsV/4.1 0E-261// 

1 209bp//98%//AF032456 

C-PLACE1 005031 //CHLORINE CHANNEL PROTEIN P64.//8.00E-92//205aa//87%//P35526 

C-PLACE1 005239//Homo sapiens mRNA for HIRIP3 protein (clone pH4-31 , pH4-1 7).//1 .80E-235//1 01 0bp//84%// 

AJ223351 

C-PLACE1005250//Homo sapiens D-type cyclin-interacting protein 1 (DIP1) mRNA, complete cds.//0//1 046bp// 
96%//AF082569 

C-PLACE1005383//Homo sapiens UP50 mRNA, complete cds.//0//2019bp//99%//AF093118 
C-PLACE1 00541 0//Canis famiiiaris sec61 homologue mRNA, complete cds.//2.40E-204//673bp//89%//M96629 
C-PLACE1005426//Human pregnancy-specific beta 1 -glycoprotein 4 (PSG4) clone FL-64 mRNA, complete cds.// 
0//1 629bp//95%//U1 8469 

C-PLACE1 00551 9//Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds.//4.60E-1 08//1 070bp//73%// 
AF024636 

C- PLACE 1 005544//Mus musculus junctional adhesion molecule (Jam) mRNA, complete cds.//2.00E-159// 
1237bp//76%//U89915 

C- PLACE 1 005660//HYPOTHETICAL 64.3 KD GTP-BINDING PROTEIN C02F5.3 IN CHROMOSOME III.//1 .90E- 
33//1 43aa//53%//P34280 
C-PLACE1 005669 

C-PLACE1005682//B-CELL LYMPHOMA 3-ENCODED PROTEIN (BCL-3 PROTEIN).//4.90E-09//183aa//33%// 
P20749 

C-PLACE1 005725//HYPOTHETICAL 55.1 KD PROTEIN B0416.5 IN CHROMOSOME X.//7.60E-17//295aa// 
27%//Q11073 

C-PLACE1005736//Human mRNA for BAS-GRIP protein. //0//2378bp//99%//E 16311 
C-PLACE1 005768 

C-PLACE1005878//Bovinechlorinechannel protein (p64)mRNA, complete cds.//5.90E-137//889bp//85%//L1 6547 
C-PLACE1 006093 

C-PLACE1006208//Homo sapiens nGAP mRNA, complete cds.//3.30E-151//694bp//100%//AP047711 
C-PLACE 1 00621 9//PUTATIVE UDP-GLUCOSE 4-EPIMERASE (EC 5.1.3.2) (GALACTOWALDENASE) (UDP- 
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GALACTOSE 4-EPIMERASE).//3.50E-37//302aa//30%//Q57664 
C-PLACE1006277//Homo sapiens mRNAfor Z39lg protein. //0//1768bp//99%//AJ 132502 
C-PLACE1006290//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-).//8.50E-75//301aaY/39%//P43636 
C-PLACE1006443//Homo sapiens PB39 mRNA, complete cds.//4.30E-98//553bp//70%//AF045584 

5 C-PLACE1 00651 5//Homo sapiens mRNA for KIAA0576 protein, partial cdsV/0//2846bp//99%//AB011148 

C-PLACE1 00671 6//30 KD ADIPOCYTE COMPLEMENT-RELATED PROTEIN PRECURSOR (ACRP30) (ADI- 
POCYTE SPECIFIC PROTEIN ADIPOQ).//4.60E-25//181aa//35%//Q60994 
C-PLACE1006809//SLS1 PROTEIN PRECURSOR.//9.10E-10//273aa//27%//P08124 
C-PLACE1 006959 

10 C-PLACE1 007028 

C-PLACE1 007040 

C-PLACE1007096//PUTATIVE SUGAR TRANSPORT PROTEIN GETA.//2.70E-17//174aa//27%//O34368 
C-nnnnnnnnnnnn//Homo sapiens mRNA for putative glucosyltransferase, partial cds.//0//1 373bp//99%//AJ224875 
C-PLACE1007296//Human mRNA for a presumptive KDEL receptor.//1 .10E-1 85//1038bp//91%//X55885 

15 C-PLACE1 007591 

C-PLACE1007626//Homo sapiens unknown mRNA, complete cds.//3.00E-246//1122bp//99%//AF047439 
C-PLACE1007702//Mus musculus TRA1 mRNA, complete cds.//7.50E-41//662bp//64%//D 78335 
C-PLACE1007845//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-).//4.80E-14//158aa//40%//P43636 
C-PLACE1 007881 //HYPOTHETICAL 69.4 KD PROTEIN F13H10.3 IN CHROMOSOME IV.//3.1 0E-99//504aa// 

20 42%//Q19425 

C-PLACE1008297//MYOSIN HEAVY CHAIN KINASE B (EC 2.7.1.129) (MHCK B).//1 .30E-14//187aa//33%// 
P90648 

C-nnnnnnnnnnnn//Homo sapiens mRNAfor putative glucosyltransferase, partial cds.//0//1616bp//99%//AJ224875 
C-PLACE1 008469 

25 C-PLACE1008549//Homo sapiens Ets transcription factor ESE-2b mRNA, complete cds.//0//2274bp//99%// 

AF1 15403 

C-PLACE1008657//Bovine mRNA for adseverin, complete cds.//7.80E-227//1246bp//90%//D26549 
C-PLACE1 00871 6//Human beta-1 ,2-N-acetylglucosaminyltransferase II (MGAT2) gene, complete cds.//0// 
1888bp//99%//U15128 
30 C-PLACE1 008984 

C-PLACE1008985//Mus musculus synaptotagmin VIII mRNA, partial cds.//3.80E-140//650bp//81%//U20107 

C-PLACE1 009067 

C-PLACE1009196 

C-PLACE1009279//cDNA encoding novel physiologically active protein which have serine protease activity.// 
35 6.60E-86//1414bp//64%//E12965 

C-PLACE1 009527//Oryctolagus cuniculus mRNA for epithelial calcium channel (ECaC).//1 .20E-87//585bp//83%// 

AJ133128 

C-PLACE1 009546 

C-PLACE1009600//Mouse mRNA for tetracycline transporter-like protein, complete cds.//1 .10E-264//924bp// 
40 88%//D88315 

C-PLACE1 009735 

C-PLACE1 009982//SALIVARY GLUE PROTEIN SGS-3 PRECURSOR.//5.20E-08//166aa//28%//P02840 
C-PLACE1 01 0078//ORM 1 PROTEIN.//3.70E-1 9//1 37aa//37%//P53224 

C-PLACE1 01 0081 //Homo sapiens serine/threonine kinase RICK (RICK) mRNA, complete cds.//0//2033bp//99%// 
45 AF027706 

C-PLACE1010251//FIBRILLIN 2 PRECURSOR.//1 .70E-31//201 aa//35%//Q61555 

C-PLACE1 01 0784//Homo sapiens orphan G protein-coupled receptor (GPR34) gene, complete cds.//2.30E-252// 
1 1 46bp//99%//AF008670 

C-PLACE1010827//COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR (FRAGMENT).//1 .90E- 

50 1 9//163aa//34%//P49020 

C-PLACE1010968//PROTEIN-TYROSINE PHOSPHATASE DLAR PRECURSOR (EC 3.1.3.48) (PROTEIN- TY- 
ROSINE-PHOSPHATE PHOSPHOHYDROLASE).//3.40E-30//690aa//26%//P16621 
C-PLACE1011045//Homo sapiens E1-like protein mRNA, complete cds.//0//2376bp//99%//AF094516 
C-PLACE1 01 1 1 1 6//GLUCO AMYLASE S1/S2 PRECURSOR (EC3.2.1 .3) (GLUCAN 1 ,4-ALPHA-GLUCOSIDASE) 

55 (1 ,4-ALPHA-D-GLUCAN GLUCO HYDRO LAS E).//3. 30 E-09//234aa//27%//P08640 

C-PLACE1011236//Mus musculus mRNA for RST, complete cds.//1 .70E-90//1398bp//65%//AB005451 

C-PLACE1011407//ZINC FINGER PROTEIN 184 ( FRAGMENT). //1 .80E-1 33//342aa//59%//Q99676 

C- PLACE 1 01151 6//HYPOTHETICAL 21.5 KD PROTEIN IN SEC15-SAP4 INTERGENIC REGION.//1 .30E-13// 
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139aa//34%//P53073 

C-PLACE1 01 1 708//Homo sapiens intrinsic factor-B1 2 receptor precursor, mRN A, complete cds.//0//1 840bp//98%// 
AF034611 

C-PLACE1011824//Human Ste20-like kinase (MST2) mRNA, complete cds.//6.40E-202//561bp//92%//U26424 
C-PLACE1011978//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//1.10E-194//547aa// 
57%//Q05481 

C-PLACE20001 1 8//WISKOTT-ALDRICH SYNDROME PROTEIN HOMOLOG (WASP).//3.20E-27//205aa//43%// 
P70315 

C-PLACE2000219 
C-SKNMC1 000004 

C-THYRO1000036//Homo sapiens collagen alpha 3 type IX (COL9A3) mRNA, complete cds.//1 .20E-258// 
1376bp//93%//L41162 
C-THYR01 000061 
C-THYR01 000099 

C-THYRO1000196//Homo sapiens Ksp-cadherin (CDH16) mRNA, complete cdsV/0//1632bp//91%//AF0 16272 
C-THYRO1000400//Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 25795 .//0//1 893 bp//99%// 
AL1 09665 

C-THYRO1000580//ZINC FINGER PROTEIN 184 (FRAGMENT),//9.90E-114//279aa//59%//Q99676 
C-THYRO1000584//Homo sapiens mRNA for KIAA0935 protein, partial cds.//0//1338bp//99%//AB023152 
C-THYRO1000678//Homo sapiens Cx30 gene.//0//1741bp//97%//AJ005585 

C-THYRO1000795//C.elegansmRNA for Oxoglutarate/malate carrier protein.//8.80E-42//821bp//63%//X761 14 
C-THYR01 000846 

C-THYRO1000866//SHK1 KINASE-BINDING PROTEIN 1 .//4.40E-91//449aa//44%//P78963 
C-THYRO1000956//Human G protein-coupled receptor APJ gene, complete cds7/0//1583bp//99%//U03642 
C-THYR01 000999 
C-THYRO1001063 

C-THYR01 001 071//GAMMA-ADAPTIN (GOLGI ADAPTOR HA1/AP1 ADAPTIN GAMMA SUBUNIT) (CLATHRIN 
ASSEMBLY PROTEIN COMPLEX 1 GAMMA LARGE CHAIN) 7/8. 20E-14//1 57aa//33%//P22892 
C-THYRO1001102 

C-THYRO1001113//Homo sapiens mRNA; cDNA DKFZp564E1 616 (from clone DKFZp564E1 61 6).//0//1361bp// 

99%//AL096713 

C-THYRO1001 128 

C-THYRO1001205 

C-THYRO1001237//PHYTOENE DEHYDROGENASE (EC 1.3.-.-) (PHYTOENE DESATURASE) (ALBINO- 1 
PROTEIN).//3.10E-13//346aa//22%//P21334 

C-THYRO1001266//Human sodium iodide symporter mRNA, complete cds.//7.20E-81//1466bp//62%//U66088 
C-THYRO1001327 

C-THYR01 001 456//HYPOTHETICAL 56.2 KD PROTEIN CY31 .25C.//9.40E-32//355aa//31%//Q1 0555 
C-THYRO1001457//H.sapiens mRNA for protein kinase C mu.//2.30E-218//1183bp//73%//X75756 
C-THYRO1001471 

C-THYRO1001478//CYTOCHROME B-245 HEAVY CHAIN (P22 PHAGOCYTE B-CYTOCHROME) (NEU- 
TROPHIL CYTOCHROME B, 91 KD POLYPEPTIDE) (CGD91-PHOX) (GP91-PHOX) (CYTOCHROME B(558) 
BETA CHAIN) (SUPEROXIDE-GENERATING NADPH OXIDASE HEAVY CHAIN SUBUNIT).//8.90E-50//296aa// 
35%//P04839 
C-THYRO1001495 

C-THYRO1001523//Homo sapiens mRNA for TM7XN1 protein.//0//3663bp//99%//AJ011 001 
C-THYRO1001529//SERINE PALMITOYLTRANSFERASE 2 (EC 2.3.1 .50) (LONG CHAIN BASE BIOSYNTHESIS 
PROTEIN 2) (SPT 2).//5.50E-25//115aa//53%//Q09925 

C-THYRO1001700//SERINE/THREONINE PROTEIN KINASE RIP (EC 2.7.1.-) (CELL DEATH PROTEIN RIP) 
(RECEPTOR INTERACTING PROTEIN)y/9.70E-33//268aa//37%//Q60855 

C-THYRO1001702//Mus musculus mRNA for myeloid associated differentiation protein.//1.50E-128//1204bp// 

73%//AJ001616 

C-THYRO1001725 

C-THYRO1001803 

C-Y79AA1000127 

C-Y79AA1 000207 

C-Y79AA1 000226 

C-Y79AA1000270//Bos taurus vacuolar H+ ATPase subunit Ac45 mRNA, complete cds.//1.00E-271//1490bp// 
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83%//U 10039 

C-Y79AA1 000426//Mus musculus activin beta E subunitmRNA, complete cds.//7.70E-200//1 533bp//78%//U 96386 
C-Y79AA1 000521 
C-Y79AA1 000776 

C-Y79AA1 000777//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/8.1 0E-48//283aa//38%//Q00808 
C-nnnnnnnnnnnn//Homo sapiens intersectin long form mRNA, complete cds.//0//1 51 9bp//99%//AF0 64244 
C-Y79AA1000876//PROTEIN DISULFIDE ISOMERASE-RELATED PROTEIN PRECURSOR (ERP72W/1 60E- 
44//210aa//38%//P 13667 

C-Y79AA1000959//Homo sapiens Hsp70 binding protein HspBPI mRNA, complete cds.//4.80E-283//1405bD// 
95%//AF093420 P 

C-Y79AA1000967//CALCIUM/CALMODULIN-DE PENDENT PROTEIN KINASE TYPE I (EC 2 7 1 123) (CAM KI- 
NASE l).//1 .00E-77//359aa//44%//Q14012 
C-Y79AA1001013 
C-Y79AA1001056 

C-Y79AA1001062/n"UMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHELIAL (B12 PRO- 
TEIN ).//8. 90 E-1 2//1 32aa//38%//Q1 3829 

C-Y79AA1001090//NUCLEAR FACTOR NF-KAPPA-B P105 SUBUNIT (DNA-BINDING FACTOR KBF1) (EBP- 1) 
(NF-KAPPA-B1 P84 /N F-KAPPA-B 1 P98) [CONTAINS: NUCLEAR FACTOR NF- KAPPA-B P50 SUBUNIT] (FRAG- 
MENT)V/4.50E-09//144aa//31 %//Q63369 

C-Y79AA1001264//HYPOTHETICAL39.9 KD PROTEIN T15H9.1 IN CHROMOSOME II PRECURSORS 10E- 

1 06//351 aa//58%//Q1 0005 

C-Y79AA1001272 

C-Y79AA1001328//Mus musculus mRNA for DII3 protein, complete cdsV/1 .90E-263//1988bp//79%//AB0 13440 
C-Y79AA1001430//Homo sapiens mRNA for KIAA0469 protein, complete cds.//0//2943bp//99%//AB007938 
C-Y79AA1002022//POLIOVIRUS RECEPTOR HOMOLOG PECURSOR.//2.20E-06//140aa//26%//P32507 
C-BNGH41 000020//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 2 (EC 1 .6.5.3V//9.80E-1 59//347aa//90%// 
P03891 

C-BNGH41000091//POTASSIUM CHANNEL PROTEIN EAG.//1 .20E-249//625aa//65%//Q02280 
C-HEMBA1000462//Human potential transcriptional repressor NOT4Hp (NOT4H) mRNA, complete cds//0// 
935bp//99%//U71267 

C-HEMBA1 000477//HYPOTH ETICAL 64.8 KD PROTEIN IN GDI1-COX15 INTERGENIC REGION //1 40E-38// 
344aa//34%//P40085 

C-HEMBA1000671//ZINC FINGER PROTEIN 184 (FRAGMENT)7/3.90E-104//388aa//46%//Q99676 
C-HEMBA1000732//Homo sapiens mRNA for latent transforming growth factor-beta bindinq protein -4 7/0// 
2153bp//94%//Y13622 
C-HEMBA1 000835 
C-HEMBA1 000875 

C-HEMBA1001184//SH3BGR PROTEIN (21 -GLUTAMIC ACID-RICH PROTEIN) (21-GARP).//2 50E-32//1 00aa// 
60%//P55822 

C-HEMBA1 001 272//Homo sapiens mRNA for KIAA1 1 71 protein, partial cds.//0//1 490bp//99%//AB032997 
C-HEMBA1001296 

C-HEMBA1 002048//ODD-SKIPPED PROTEIN.//1 .60E-55//122aa//75%//P23803 
C-HEMBA1 002985 

C-HEMBA1003120//ZINC FINGER PROTEIN 184 (FRAGMENT)7/1 .00E-1 93//547aa//54%//Q99676 
C-HEMBA1003497//ZINC FINGER PROTEIN 151 (POLYOMAVIRUS LATE INITIATOR PROMOTER BINDING 
PROTEIN) (LP-1) (ZINC FINGER PROTEIN Z13)7/4.00E-28//358aa//29%//Q60821 
C-HEMBA1 004007 
C-HEMBA1 004085 

C-HEMBA1004785//MODIFIER 3 PROTEIN (M33)7/1 .40E-27//221aa//33%//P30658 
C-HEMBA1 004952 
C-HEMBA1 004971 

C-HEMBA1005230//ZINC FINGER PROTEIN 140 7/2.00 E-1 7//83aa//66%//P52738 
C-HEMBA1 005246 

C-HEMBA1 005267//ANKYRIN, BRAIN VARIANT 1 (ANKYRIN B) (ANKYRIN, NONERYTHROID) //8 40E-14// 
187aa//33%//Q01484 

C-HEMBA1006276//ZINC FINGER PROTEIN 90 (ZFP-90) (ZINC FINGER PROTEIN NK1 0)7/1 .70E-06//56aa// 
57%//Q61967 

C-HEMBA1 006357//SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 27/3.70E-39//136aa//52%// 
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015127 

C-HEMBA1 006517 
C-HEMBA1 006544 

C-HEMBA1 006749//Homo sapiens mRNA for matrilin-4, partialV/1 . 40 E-275//1942bp//83%//AJ 007581 
5 C-HEMBA1 006770//FLOWERING TIME CONTROL PROTEIN FCA.//1 .20 E-33//352aa//34%//0 04425 

C-HEMBA1 006912 
C-HEMBA1 007063 

C-HEMBB1000106//CELLULAR NUCLEIC ACID BINDING PROTEIN (CNBP).//1 .60E-1 0//1 39aa//30%//P53996 
C-HEMBB1 000407 

10 C-HEMBB1000542//Mus musculus bromodomain-containing protein BP75 mRNA, complete cds.//2.60E-232// 

1 452bp//85%//AF084259 

C-HEMBB1001547//Homo sapiens CGI-02 protein mRNA, complete cds.//0//2311bp//99%//AF1 32937 
C-HEMBB1 001 959//CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN 
B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN SUBUNIT B).//7.30E-14//97aa//38%//P25210 
15 C-HEMBB1 002039 

C-HEMBB1002041//Homo sapiens transmembrane protein TENB2 (TENB2) mRNA, complete cds.//0//1746bp// 
99%//AF1 79274 

C-HEMBB1 002051//Homo sapiens Ets transcription factor ESE-2b mRNA, complete cds.//1 ,30E-95//454bp//99%// 
AF1 15403 

20 C-HEMBB1002120//UDP-N-ACETYLGLUCOSAMINE-PEPTIDE N-ACETYLGLUCOSAMINYLTRANSFERASE 

110 KD SUBUNIT (EC 2.4.1.-) (O-GLCNAC TRANSFERASE P110 SUBUNIT) .//4.90E-22//337aa//27%//P56558 
C-HEMBB1 002302 

C-HEMBB1002661//Homo sapiens cardiovascular helix-loop-helix factor 2 (CHF2) mRNA, complete cds.//0// 
21 74bp//99%//AF1 79274 
25 C-MAMMA1000106 
C-MAMMA1000141 

C-MAMMA1000204//Homo sapiens dysferlin mRNA, complete cds.//0//2028bp//99%//AF075575 
C-MAMMA1 000226 

C-MAMMA1000403//Homo sapiens CDK4-binding protein p34SEI1 (SEI1) mRNA, complete cds.//1 .20E-255// 
30 1 1 65bp//99%//AF1 1 7959 

C-MAMMA1 000473//HYPOTHETICAL 35.6 KD PROTEIN IN SPC1-ILV3 INTERGENIC REGION7/5.10E-45// 
299aa//34%//P47088 

C-MAMMA1000496//MIC1 PROTEIN.//3.00E-25//202aa//33%//P53258 
C-MAMMA1 000528 

35 C-MAMMA1 00061 4//Homo sapiens pseudouridine synthase 1 (PUS1) mRNA, partial cds.//2.10E-302//1370bp// 

99%//AF1 16238 
C-MAMMA1 000652 
C-MAMMA1 000706 

C-MAMMA1000788//BOS taurus P14 (p14) mRNA, complete cds7/3.90E-85//502bp//89%//AF037349 
40 C-MAMMA1 000810 

C-MAMMA1000814 

C-MAMMA1000881//Homo sapiens protein kinase (SGK3) mRNA, complete cds.//0//1292bp//100%//AF1 69035 
C-MAMMA1 000986 

C-MAMMA1000994//Homo sapiens ISLR(immunoglobulin superfamily containing leucine-rich repeat) mRNA, 
45 complete cds, alternatively spliced transcript ISLR-2.//0//221 1 bp//99%//AB024536 

C-MAMMA1001141 

C-MAMMA1001150//PROTEIN KINASE C, MUTYPE (EC2.7.1 .-) (NPKC-MU).//7.50E-304//587aa//68%//Q15139 
C-M AMM A1 001 237//MONOCARBOXYLATE TRANSPORTER 2 (MCT 2)7/7.70 E-64//1 96aa//41%//P53988 
C-MAMMA1001284 

so C-MAMMA1 001 31 0//HYPOTHETICAL 57.3 KD TRP-ASP REPEATS CONTAINING PROTEIN IN POM152- 

REC114 INTERGENIC REGION.//1 .50E-67//441aa//37%//Q04225 
C-MAMMA1001344 

C-MAMM A1 001 41 8//HYPOTHETICAL PROTEIN HI051 9.//6.90E-27//1 81 aa//38%//P44742 
C-MAMMA1001532//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//5.60E-126//319aa//56%// 
55 P51523 

C-MAMMA1001615//NEUROGENIC DIFFERENTIATION FACTOR 1 y/3.80E-11//90aa//42%//Q 13562 
C-MAMMA1001623//Homo sapiens mRNA; cDNA DKFZp434J1027 (from clone DKFZp434J1027); partial cds.// 
1 .30E-269//1 222bp//99%//AL1 33084 
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C-MAMMA1001634 
C-MAMMA1001957 

C-MAMMA1001978//Cimex lectularius apyrase (APY) mRNA, complete cds.//6.70E-19//988bp//56%//AF085499 
C-MAMMA1002070//PLASMINOGEN (EC 3.4.21 .7) (FRAGMENT).//1.10E-07//103aa//33%//Q01177 
C-MAMMA1 002080//RAS-RELATED PROTEIN RAB-13.//1 .80E-29//208aa//37%//P51153 
C-MAMMA1 002087 

C-MAMMA1002095//CALCIUM-TRANSPORTING ATPASE 1 (EC 3.6.1.38) (P-TYPE CALCIUM ATPASE) // 
3.70E-222//867aa//52%//O431 08 

C-MAMMA1002128//ABC1 PROTEIN HOMOLOG PRECURSOR.//2.50E-97//464aa//45%//Q92338 
C-MAMMA1 0021 42//NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1 112) (TYROSINE- PRO- 
TEIN KINASE 1).//9.80E-17//146aa//35%//P18160 

C-MAMMA1 0021 65//Homo sapiens connective tissue growth factor related protein WISP-2 (WISP2) mRNA com- 
plete cds.//4. 80 E-60//382bp//89%//AF1 00780 

C-MAMMA1002205//Homo sapiens mRNA; cDNA DKFZp586C091 (from clone DKFZp586C091 ) //2 00E-81// 
'5 308bp//81%//AL050119 

C-MAMMA1002234//SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68).//0//627aa//96%//Q00004 
C-MAMMA1002586//Homo sapiens alpha 1 ,2-mannosidase mRNA, complete cds.//0//2228bp//99%//AF 148509 
C-MAMMA1 002633 

C-MAMMA1003126//Human Hpast (HPAST) mRNA, complete cds.//3.70E-162//1355bp//75%//AF001434 
20 C-NT2RM 1 000580//GLYCOSYLTRANSFE RASE ALG2 (EC 2.4.1.-).//8.50E-75//301aa//39%//P43636 

C-NT2RM1000858//tricarboxylate carrier [rats, liver, mRNA Partial, 2986 nt].//2.10E-98//1035bp//70%//S70011 
C-NT2RM2000565//HYPOTHETICAL 85.7 KD PROTEIN C13G6.03 IN CHROMOSOME I.//9 40E-94//394aa// 
43%//Q09782 

C-NT2RM2000582//Homo sapiens mRNA for KIAA1053 protein, partial cds.//0//2666bp//99%//AB028976 
C-NT2RM2000589//Bos taurus myosin X, complete cds.//0//4376bp//84%//U55042 

C-NT2RM2000632//EXCISION REPAIR PROTEIN ERCC-6 (COCKAYNE SYNDROME PROTEIN CSBW/6 40E- 
62//1 83aa//47%//Q03468 

C-NT2RM2000773//Homo sapiens KNSL4 and MAZ genes for kinesin-like DNA binding protein and Myc-associ- 
ated zinc finger protein, complete cds.//3.00E-289//1 092bp//99%//AB01 7335 

C-NT2RM2001558//Homo sapiens protein kinase A binding protein AKAP110 mRNA, complete cds //0//2398bD// 
99%//AF093408 K 

C-NT2RM2001 626//FLIGHTLESS-1 PROTEIN HOMOLOG.//4.30E-1 9//362aa//26%//P34268 
C-NT2RM2001643 

C-NT2RM2001738//SOF1 PROTEIN.//3.00E-110//325aa//47%//P33750 

C-NT2RM2001 792//Homo sapiens angiopoietin-related protein-2 mRNA,complete cds.//7. 1 0E-1 49//995bp//86%// 
AF125175 

C-NT2RM2001818//SIALIDASE (EC 3.2.1 .18) (NEURAMINIDASE) (NA) (MAJOR SURFACE ANTIGEN) //4 30E- 
1 1 //488aa//26%//P23253 

C-NT2RM4000100//Homo sapiens mRNA for KIAA0989 protein, partial cds.//0//2678bp//99%//AB023206 
40 C-NT2 RM4000 1 1 5//H Y POTH ETI CAL 68.8 KD PROTEIN B0464.6 IN CHROMOSOME III.//1 20E-16//204aa// 

30%//Q03564 

C-NT2RM400041 7//S YN A PTOTAG M I N II V/2.70E-23//293aa//30%//P46097 

C-NT2RM4000593//HYPOTHETICAL 111.9 KD PROTEIN C22H10.03C IN CHROMOSOME I.//3 90E-27//576aa// 
24%//Q 10297 

C-NT2RM4000761//H.sapiens mitochondrial genome (consensus sequence)V/0//1931bp//99%//X62996 
C-NT2RM4000965//PUTATIVE IMPORTIN BETA-4 SUBUNIT (KARYOPHERIN BETA-4 SUBUNIT)//9 00E-44// 
520aa//29%//O60100 

C-NT2RM4001377//Homo sapiens mRNA for KIAA0638 protein, partial cds.//0//1346bp//99%//AB0 14538 
C-NT2RM4001768//Homo sapiens CGI-82 protein mRNA, complete cds.//0//1925bp//99%//AF151840 
C-NT2RM4001843//BETA-GALACTOSIDASE PRECURSOR (EC 3.2.1. 23) (LACTASE).//6.20E-33//263aa//38%// 
P48982 

C-NT2RP1 000239 

C-NT2RP1000465//UBIQUITIN-LIKE PROTEIN SMT3.//5. 1 0E-07//81 aa//33%//P55857 

C-NT2RP1 000468//CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN 
B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN SUBUNIT B).//2.00E-13//97aa//38%//P25210 
C-NT2RP1 000679 

C-NT2RP1000740//Homo sapiens mRNA; cDNA DKFZp586F1918 (from clone DKFZp586F1918) //4 60E-97// 
456bp//99%//AL050091 
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C-NT2RP1 001 031 /A/EG ETATIBLE INCOMPATIBILITY PROTEIN H ET-E-1 .//3.40E-42//285aa//35%//Q00808 
C-NT2RP2000178//MITOCHONDRIALLON PROTEASE HOMOLOG 1 PRECURSOR (EC 3.4.21 .-).//2.40E-1 92// 
778aa//48%//P93647 
C-NT2RP2000240 

5 C-NT2RP2000447//GOLGIN-957/2.80E-33//99aa//66%//Q08379 

C-NT2RP200061 0//CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN 
B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN SUBUNIT B).//1.50E-13//97aa//38%//P25210 
C-NT2RP2000616//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 
4. 1 0E-1 2//323aa//30%//P1 3983 

10 C-NT2RP2000712//ZINC FINGER PROTEIN 1 357/3. 70 E-87//296aa//53%//P52742 

C-NT2RP2000739//ZINC FINGER PROTEIN 83 (ZNNC FNNGER PROTENN HPF1)7/7.50E-73//387aa//37%// 
P51522 

C-NT2RP200081 8//Homo sapiens xenotropic and polytropic murine leukemia virus receptor (X3) mRNA, complete 
cds.//0//2724bp//99%//AF089744 
15 C-NT2RP2001200//Homo sapiens mRNA for KIAA0676 protein, partial cds.//0//1539bp//100%//AB0 14576 

C-NT2RP2001223//MYOTUBULARIN-RELATED PROTEIN 3 (FRAGMENT)7/3.30E-05//76aa//39%//Q13615 
C-NT2RP2001276//NPDC-1 PROTEIN PRECURSOR.//3.00E-133//331aa//77%//Q64322 

C-NT2RP2001388//TRNA-SPUCING ENDONUCLEASE SUBUNIT SEN2 (EC 3.1. 27.9) (TRNA-INTRON ENDO- 
NUCLEASE)7/5.90E-13//157aa//33%//P16658 
20 C-NT2RP2001469/A/EG ETATIBLE INCOMPATIBILITY PROTEIN H ET-E-1 .//1 .30E-14//242aa//24%//Q00808 

C-NT2RP2001562//Homo Sapiens. GLE1 (GLE1) mRNA, complete cds.//0//1899bp//98%//AF058922 
C-NT2RP2001662//HOMEODOMAIN PROTEIN AKR (AVIAN KNOTTED- RELATED PROTEIN).//1 .80E-49// 
94aa//81%//Q90655 

C-NT2RP2001755//Rattus norvegicus f-spondin mRNA, complete cds.//0//2974bp//86%//M 88469 
25 C-NT2RP2001817//Homo sapiens sirtuin type 1 (SIRT1) mRNA, complete cds.//0//3092bp//99%//AF083106 

C-NT2RP2001948//HST2 PROTEIN (HOMOLOGOUS TO SIR2 PROTEIN 2)7/1 .40E-08//191aa//27%//P53686 
C-NT2RP2002015 

C-NT2RP2003390//Homo sapiens mRNA for SEC63 protein7/0//2629bp//99%//AJ011779 
C-NT2RP2003664//Homo sapiens mRNA for leptin receptor gene-related protein.//1 .90 E-237//1 081 bp//99%// 
30 Y12670 

C-NT2RP2003940//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6).//7.00E-111//401aa//43%//P28160 
C-NT2RP2004069//HYPOTHETICAL 26.4 KD PROTEIN EEED8.8 IN CHROMOSOME ll.//3.00E-45//188aa// 
52%//Q09297 

C-NT2RP2004108//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT)7/3.30E-171//474aa//62%//P16415 
35 C-nnnnnnnnnnnn//Homo sapiens calumein (Calu) mRNA, complete cds7/0//2415bp//99%//AF013759 

C-NT2RP2005069//Rat vacuolar protein sorting homolog r-vps33b mRNA, complete cds.//0//1 792bp//87%// 
U35245 

C-NT2RP2005378//GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 1 .8 PRECURSOR (GRP 1 .8).//6.30E- 
28//1 83aa//47%//P1 0496 

40 C-NT2RP2005391//Homo sapiens partial mRNA for putative p621 protein which interacts with transcription factor 

Sp1 7/0//1 544bp//99%//AJ242978 

C-NT2RP2005597//Homo sapiens protein O-mannosyl-transf erase 1 (POMT1) mRNA, complete cds.//0//1 821 bp// 

97%//AF095136 

C-NT2RP2005666 

45 C-NT2RP2006004//FIBROMODULIN PRECURSOR (FM) (COLLAGEN-BINDING 59 KD PROTEIN) 7/3. 00E-26// 

227aa//36%//Q06828 

C-NT2RP2006092//Homo sapiens mRNA for Fe65L2, complete cds.//0//11 56bp//99%//AB01 8247 
C-NT2RP2006134 

C-NT2RP300001 1//VEG ETATIBLE INCOMPATIBILITY PROTEIN H ET-E-1 7/4. 00 E-14//320aa//24%//Q 00808 
50 C-Nf 2RP3000022//Homo sapiens mRNA for KIAA0936 protein, complete cds.//0//2881 bp//99%//AB023153 

C-NT2RP3000171//Mus musculus partial mRNA for B-IND1 protein (B-ind1 gene).//4.40E-99//571bp//89%// 
Z97207 

C-NT2RP3000304//Homo sapiens LDL receptor-related protein 6 (LRP6) mRNA, complete cds.//0//2895bp//99%// 
AF074264 

55 C-NT2RP3000378//PAIRED AM PHI PATH I C HELIX PROTEIN7/4.20E-39//186aa//36%//P22579 

C-NT2RP3000444 
C-NT2RP3000645 

C-NT2RP3000676//PUTATIVE MITOCHONDRIAL CARRIER YMR166C.//2.1 0E-15//220aa//27%//Q03829 
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C-NT2RP3000677//DNA BINDING PROTEIN RFX27/3.60E-56//233aa//41%//P48378 

C-NT2RP3000789//Homo sapiens IGF-II mRNA-binding protein 1 (IMP-1) mRNA, complete cds7/0//1458bp// 

100%//AFH7106 

C-NT2RP3000818 

5 C-NT2RP3000838/yTRICHOHYALIN.//9.80E-11//491aa//26%//Q07283 

C-NT2RP3000921//TUMOR SUPPRESSOR PROTEIN DCC PRECURSOR (COLORECTAL CANCER SUP- 
PRESSOR) 7/4.00 E-21//31 6aa//29%//P431 46 

C-NT2RP3001159//Homo sapiens mRNA; cDNA DKFZp586C201 (from clone DKFZp586C201).//0//2558bp// 
99%//AL050118 

10 C-NT2RP3001271//NON-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT).// 

2.60E-09//334aa//22%//P52178 

C-NT2RP3001542//TUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHELIAL (B12 PRO- 
TEIN) 7/4 . 70 E- 1 1 //1 32 aa//37%//Q 1 3829 

C-NT2RP3001 685//PRPE PROTEIN7/1 .00E-68//382aa//41 %//P77495 
15 C-NT2RP3001976//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)7/8.90E-143//379aa//55%// 

P51523 

C-NT2RP3002015//Homo sapiens CGI-71 protein mRNA, complete cds7/0//1991bp//99%//AF151829 
C-NT2RP3002281//Homo sapiens mRNA for KIAA0765 protein, partial cds7/0//2286bp//99%//AB01 8308 
C-NT2RP3002286//Homo sapiens candidate tumor suppressor protein DICE 1 mRNA, complete cds7/0//271 9bp// 
20 99%//AF097645 

C-NT2RP3002324 
C-NT2RP3002353 

C-NT2RP3002571//Homo sapiens mRNA for KIAA1 1 08 protein, partial cds7/4.40E-273//1311 bp//97%//AB029031 
C-NT2RP3002664 

25 C-NT2RP3002737//Homo sapiens voltage-gated potassium channel KCNQ4 (KCNQ4) mRNA, complete cds7/0// 

1 552bp//99%//AF1 05202 
C-NT2RP3002887 

C-NT2RP3002900//Homo sapiens CGI-109 protein mRNA, complete cds.//8.70E-298//1321bp//92%//AF151867 
C-NT2RP3002983 

30 C-NT2RP3003473//Homo sapiens CGI-55 protein mRNA, complete cds7/5.50E-275//1309bp//98%//AF151 813 

C-NT2RP3003532//OX-2 MEMBRANE GLYCOPROTEIN PRECURSOR ( FRAGMENT) 7/4. 40 E-139//263aa// 
99%//P41217 
C-NT2RP3004025 

C-NT2RP3004067//Homo sapiens mRNA for NESCA, complete cds.//0//1962bp//99%//AB026894 
35 C-NT2RP30041 19//PEREGRIN (BE140 PROTEIN)7/7.30E-39//227aa//43%//P55201 

C-NT2RP3004294//Xenopus laevis ER1 mRNA, complete cds 7/1 .20E-71//335bp//79%//AF01 5454 
C-NT2RP3004345//N2,N2-DIMETHYLGUANOSINE TRNA METHYLTRANSFERASE PRECURSOR (EC 
2.1 .1 .32).//3.90E-1 8//279aa//27%//P 15565 

C-NT2RP4000634//Homo sapiens mitogen-activated protein kinase kinase kinase MEKK2 mRNA, complete cds.// 
40 0//1 501 bp//98%//AF1 1 1 1 05 

C-NT2RP4001 001 //Homo sapiens clone 24856 mRNA sequence, complete cds7/3.90E-301//1374bp//99%// 
AF131856 

C-NT2RP4001877//Homo sapiens ribonucleoprotein RBM8 (RBM8) mRNA, complete cds.//0//2770bp//99%// 
AF1 27761 
45 C-NT2RP4001879 

C-NT2RP4002187//Homo sapiens steroid dehydrogenase homolog mRNA, complete cds.//0//2373bp//99%// 

AF078850 

C-NT2RP4002451 

C-NT2RP4002750//Mus musculus cationic amino acid transporter (CAT3) mRNA, complete cds7/1.00E-310// 
50 2084bp//81%//U70859 

C-OVARC1000003//Homo sapiens sodium dependent phosphate transporter isoform NaPi-3b mRNA, complete 
cds.//4.30E-220//1 158bp//94%//AF1 1 1 856 

C-OVARC1 00031 3//Homo sapiens mRNA for KIAA0573 protein, partial cds.//0//1833bp//99%//AB011145 
C-OVARC1000331//GMP REDUCTASE (EC 1.6.6.8) (GUANOSINE 5'-MONOPHOSPHATE OXIDOREDUCT- 
55 ASEJ7/9.40E-44//1 06aa//59%//P36959 

C-OVARC1000553//DIPEPTIDYL PEPTIDASE IV (EC 3.4.14.5) (DPP IV) (THYMOCYTE-ACTIVATING MOLE- 
CULE) (THAM)7/1 .30E-23//169aa//40%//P28843 

C-OVARC1000873//Homo sapiens mRNA for KIAA1247 protein, partial cds.//0//2178bp//99%//AB033073 
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C-OVARC 1000995 
C-OVARC1001260 

C-OVARC 1 001 336//Homo sapiens sodium dependent phosphate transporter isoform NaPi-3b mRNA, complete 
cds.//0//1 435bp//99%//AF1 1 1 856 
5 C-OVARC 1 001 570//Homo sapiens beta-site APP cleaving enzyme (BACE) mRNA, complete cds.//0//1 792bp// 

100%//AF1 90725 

C-OVARC1001607//Human beta-l^-N-acetylglucosaminyltransferase II (MGAT2) gene, complete cds.//0// 
1836bp//96%//U15128 

C-OVARC1001833//CIS-GOLGI MATRIX PROTEIN GM1307/6.60E-136//363aa//76%//Q62839 
10 C-OVARC1 001 952//TRICHOHYALIN.//3.30E-16//487aa//27%//Q07283 

C-PLACE1000986//Homo sapiens mRNA; cDNA DKFZp586C1817 (from clone DKFZp586C1817)7/0//2055bp// 
99%//AL1 17450 

C-PLACE1003407//Homo sapiens putative transmembrane protein (CLN5) mRNA, complete cds.//0//1965bp// 
99%//AF068227 

15 C-PLACE1 004078//Bovine mRNA for adseverin, complete cds.//0//221 8bp//89%//D26549 

C-PLACE1004492/A/ERPROLIN7/3.30E-07//149aa//29%//P37370 

C-PLACE1005539//ACTIN POLYMERIZATION INHIBITOR (HEAT SHOCK 25 KD PROTEIN) (25-KD IAP)7/ 
3.1 0E-08//84aa//34%//Q00649 

C-PLACE1 005569//Homo sapiens mRNA for Z39lg protein7/0//1 768bp//99%//AJ1 32502 
20 C-PLACE1 005601 

C-PLACE1005745//ORM1 PROTEIN7/2.40E-17//137aa//35%//P53224 

C-PLACE1 00581 5//COLO RECTAL MUTANT CANCER PROTEIN (MCC PROTEIN)7/1 .50E-26//274aa//26%// 
P23508 

C-PLACE1 005927//HYPOTHETICAL 35.8 KD PROTEIN C12G12.12 IN CHROMOSOME 17/1 .60E-38//333aa// 
25 33%//Q09875 

C-PLACE1006071//LAMININ BETA-1 CHAIN PRECURSOR (LAMININ B1 CHAIN)7/6.00E-08//215aa//26%// 
P02469 

C-PLACE1006073//Homo sapiens mRNA for glucuronyltransferase I, complete cds7/4.10E-316//1020bp//96%// 
AB009598 

30 C-PLACE1006079//Homo sapiens distal-less homeobox protein (DLX3) gene, complete cds7/0//1 379bp//97%// 

AF028233 
C-PLACE1 006786 

C-PLACE1007077//Homo sapiens mRNA for KIAA0977 protein, complete cds7/0//2578bp//99%//AB023194 
C-PLACE1 007971 

35 C-PLACE1 008282//HEME-REGULATED EUKARYOTIC INITIATION FACTOR EIF-2-ALPHA KINASE (EC 2.7.1 .-) 

(H R I) 7/7. 1 0 E-274//627aa//82%//P33279 

C-PLACE1008359//BEM46 PROTEIN (FRAGMENT) 7/1 .70E-50//289aa//42%//P54069 

C-PLACE1008744//Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 2481147/0//1757bp//99%// 
AL079279 
40 C-PLACE1010445 

C-PLACE1010713//Homo sapiens steroid dehydrogenase homolog mRNA, complete cds.//0//2374bp//99%// 
AF078850 

C-nnnnnnnnnnnn//Homo sapiens angiopoietin-2 mRNA, complete cds7/0//2227bp//99%//AF004327 
C-PLACE1011181//MSP1 PROTEIN HOMOLOG .//9.40E-82//353aa//47%//P5481 5 
« C-PLACE1011364//MYOTONIN-PROTEIN KINASE (EC 2.7.1.-) (MYOTONIC DISTROPHY PROTEIN KINASE) 

(MDPK) (DM-KINASE) (DMK) (DMPK) (MT-PK).//2.20E-09//153aa//32%//Q09013 

C-PLACE30001 81 //Human protocadherin 42 mRNA, complete cds for abbreviated PC42.//0//2719bp//95%// 
L11370 

C-SKNMC1000014 

50 C-SKNMC1000082//BRITTLE-1 PROTEIN PRECURSOR.//3.70E-31//307aa//30%//P29518 

C-THYR01 000964 

C-THYR01 001242//Homo sapiens cleft lip and palate transmembrane protein 1 (CLPTM1 ) mRNA, complete cds.// 

0//2468bp//99%//AF037339 

C-THYRO1001608 

55 C-THYRO1001641//Homo sapiens CGI-57 protein mRNA, complete cds.//0//1668bp//99%//AF1 51 81 5 

C-THYRO1001770//PROBABLE SERINE/THREONINE-PROTEIN KINASE YNL020C (EC 2.7.1 .-)7/6.30E- 
20/1 1 69aa//35%//P53974 

C-Y79AA1000030//Homo sapiens mRNA for Fe65L2, complete cds.//0//1828bp//100%//AB0 18247 



1331 



EP1 130 094 A2 



C-Y79AA1001212//Homo sapiens SL15 protein mRNA, complete cds.//6.30E-306//1388bp//99%//AF038961 
C-Y79AA1001426//ANION EXCHANGE PROTEIN 3 (CARDIAC/BRAIN BAND3-LIKE PROTEIN) (CAE3/BAE3).// 
6.20E-66//609aa//31 %//P48751 

C-Y79AA1001427//Homo sapiens cytochrome b5 reductase 1 (B5R.1) mRNA, complete cds.//0//1588bp//99%// 
5 AF1 69481 

C-Y79AA1001523//Homo sapiens transcriptional intermediary factor 1 alpha mRNA, complete cds.//0//2263bp// 
99%//AF1 19042 

C-Y79AA1001530//Human beta-tubulin gene (5-beta) with ten Alu family m embers .//0//1 920bp//98%//X00734 
C-Y79AA1001592 

10 C-Y79AA1001727//CELL SURFACE A33 ANTIGEN PRECURSOR.//1 .1 0E-13//286aa//27%//Q99795 

C-Y79AA1 001 787//PROBABLE CALCIUM-TRANSPORTING ATPASE 9 (EC 3.6.1 .38).//1 .70E-1 33//544aa//37%// 
Q 12697 

C-Y79AA1001793//Mus musculus mRNA for GSG1 , complete cds.//3.70E-126//532bp//78%//D87325 
C-Y79AA1 001 795//Homo sapiens mRNA for GalT4 protein. //2.30E-250//1 1 37bp//99%//Y1 5061 
15 C-Y79AA1001799//MITOCHONDRIAL RNA SPLICING PROTEIN MSR4.//3.40E-54//182aa//39%//P23500 

C-Y79AA1001803//Homo sapiens secretogranin III mRNA, complete cds.//0//1 871 bp//99%//AF078851 
C-Y79AA1001863 

C-Y79AA1002058//Mus musculus Gng31g mRNA, complete cds.//4.10E-167//1145bp//83%//AF069954 
C-Y79AA1002121//HISTONE H1 V/4.90E-12//114aa//35%//P35060 
20 C-Y79AA1002213//HYPOTHETICAL 52.7 KD PROTEIN C38C10.2 IN CHROMOSOME III.//1 .20E-98//262aa// 

41%//Q03567 

C-Y79AA1002373//Mus musculus mRNA for GSG1, complete cds.//7.20E-147//680bp//79%//D87325 
C-Y79AA1 002376//Rattus norvegicus cytoplasmic dynein intermediate chain 2B mRNA, complete cds.//1.50E- 
304//1 667bp//90%//U39045 

25 C-Y79AA1002378//Homo sapiens zinc finger protein NY-REN-21 antigen mRNA, partial cds.//0//963bp//99%// 

AF155100 

C-Y79AA1 002381 //Homo sapiens cell cycle related kinase mRNA, complete cds.//0//1791 bp//98%//AF035013 
C-BNGH41000087//Homo sapiens mRNA for KIAA1247 protein, partial cds.//0//2294bp//99%//AB033073 
C-HEMBA1001886 

30 C-HEMBA1004067//Homo sapiens mRNA for KIAA0859 protein, complete cds.//8.30E-309//623bp//99%// 

AB020666 

C-HEMBA1007226//Homo sapiens RPA-binding trans-activator (RBT1) mRNA, complete cds.//7.30E-273// 
1 242bp//99%//AF1 92529 
C-HEMBB1 000309 
35 C-HEMBB1 000567 

C-MAMMA1000102//APOLIPOPROTEIN L PRECURSOR (APO-L).//1 .40E-21//221 aa//35%//0 14791 
C-MAMMA1001066 

C-MAMMA1001094//Human potential transcriptional repressor NOT4Hp (NOT4H) mRNA, complete cds.//0// 
1394bp//93%//U71267 
40 C-MAMMA1001609 
C-MAMMA1001901 

C-MAMMA1002091//Homo sapiens CD39L2 (CD39L2) mRNA, complete cds.//0//2564bp//99%//AF039916 
C-NT2RM1 000462 

C-NT2 RM 1 000542//B ETA-GALA CTOS I DAS E PRECURSOR (EC 3.2.1.23) (LACTASE).//1 .40E-103//566aa// 

45 43%//P48982 

C-NT2RM1000789//Homo sapiens mRNA for hTCF-4.//2.80E-221//757bp//99%//Y11306 
C-NT2RM1000855//Homo sapiens sec61 homolog mRNA, complete cds.//0//3541bp//99%//AF084458 
C-NT2RM1000899//MITOCHONDRIAL RNA SPLICING PROTEIN MSR4.//1 .10E-54//182aa//39%//P23500 
C-NT2RP2000092//ZINC FINGER PROTEIN 136.//1.90E-117//419aa//54%//P52737 

50 C-NT2RP2001538//Homo sapiens mRNA; cDNA DKFZp434K2235 (from clone DKFZp434K2235).//0//2139bp// - 

99%//AL117513 
C-NT2RP2001921 

C-NT2RP2003138//5'-TG-3'INTERACTING FACTOR (HOMEOBOX PROTEIN TGIF).//2.10E-08//1 04aa//46%// 
P70284 

55 C-NT2RP2003302//Homo sapiens GIOT-4 mRNA for gonadotropin inducible transcription repressor-4, complete 

cds.//0//2891 bp//99%//AB021 644 

C-NT2RP2003950//Homo sapiens clone 24778 unknown mRNA.//0//1545bp//99%//AF070572 
C-NT2RP2005535//ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1).//1 .90E-1 72//489aa// 
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62%//Q03923 

C-NT2RP2005774//Homo sapiens GIOT-4 mRNA for gonadotropin inducible transcription repressor-4, complete 
cds.//6.90E-224//1 461 bp//72%//AB021 644 

C-NT2RP3000148//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//4.10E-106//350aa//47%// 
5 P51523 

C-NT2RP3000232//ZINC FINGER PROTEIN 184 (FRAGMENT).//1 .40E-130//693aa//41%//Q99676 
C-NT2RP3000427 

C-NT2RP3000652//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6).//1 .90E-153//441aa//62%//P28160 
C-NT2RP3001650//BONE MORPHOGENETIC PROTEIN 1 PRECURSOR (EC 3.4.24.-) (BMP-1)7/2.20E-22// 

10 107aa//42%//P98063 

C-NT2RP3002409//Homo sapiens mRNA for KIAA071 9 protein, complete cds.//0//2404bp//99%//AB0 18262 
C-NT2RP3002411//Homo sapiens steroid dehydrogenase homolog mRNA, complete cds.//0//2374bp//99%// 
AF078850 
C-NT2RP3003448 

15 C-NT2RP4002715 

C-OVARC1 000307//HYPOTHETICAL 29.7 KD PROTEIN CY339.02.//3.00E-19//194aa//35%//Q50658 
C-PLACE1000907//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//1 .30E-204//396aa//85%// 
P51522 

C-PLACE1 007081 

20 C-PLACE1 01 001 1//Homo sapiens AAPT1 -like protein mRNA, partial cds.//1 .70E-237//1 092bp//99%//AF047431 

C-PLACE3000213//COMPLEMENT RECEPTOR TYPE 2 PRECURSOR (CR2) (COMPLEMENT C3D RECEP- 
TOR) V/4.60E-68//31 7aa//34%//P 1 9070 

C-PLACE4000354//COM PLEM ENT RECEPTOR TYPE 1 PRECURSOR (C3B/C4B RECEPTOR) (CD35 ANTI- 
GEN). //1 .00E-1 29//482aa//29%//P1 7927 
25 C-PLACE4000455 

C-THYRO1000776//PROBABLE SULFATE PERMEASE SPBC3H7.02.//1 .30E-68//442aa//36%//O74377 
C-THYRO1001593//PUTATIVE SERINE/THREONINE-PROTEIN KINASE P78 (EC 2.7.1 .-).//3.10E-203//550aa// 
62%//P27448 
C-Y79AA1 000750 

30 C-Y79AA1000888//TRNA PSEUDOURIDINE SYNTHASE A (EC 4.2.1 .70) (PSEUDOURIDYLATE SYNTHASE I) 

(PSEUDOURIDINE SYNTHASE I) (URACIL HYDROLYASE)7/1 .50E-21 //267aa//32%//P70973 
C-Y79AA1002129 

C-Y79AA1002334//GLUCOSE REPRESSION MEDIATOR PROTEIN.//1 . 70 E-10//333aa//23%//P 14922 
C-BNGH41 000020//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 2 (EC 1 .6.5.3).//9.80E-159//347aa//90%// 
35 P03891 

C-BNGH41000087//N-ACETYLGLUCOSAMINE-6-SULFATASE PRECURSOR (EC 3.1.6.14) (G6S) (GLU- 
COSAMINE-6-SULFATASE).//1 .20E-1 7//83aa//40%//P50426 

C-BNGH41000091//POTASSIUM CHANNEL PROTEIN EAG.//1 .20E-249//625aa//65%//Q02280 
C-HEMBA1 000006//Homo sapiens mRNA for NESCA, complete cds.//0//1230bp//92%//AB026894 
40 C-HEMBA1 0001 21 //HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME III. //4.80E-05//83aa//27%// 

P34679 

C-HEMBA1 0001 28//PATHOGENES IS- RELATED PROTEIN 1 PRECURSOR (PR-1).//3.20E-07//89aa//34%// 
P33154 

C-HEMBA1 000275 
45 C-HEMBA1 000300 

C-HEMBA1 000349//ATP-BINDING CASSETTE TRANSPORTER 1 .//5.30E-65//352aa//39%//P41233 
C-HEMBA1000443//Homo sapiens CGI-96 protein mRNA, complete cds.//4.70E-129//686bp//91%//AF151854 
C-HEMBA1000462//Human potential transcriptional repressor NOT4Hp (NOT4H) mRNA, complete cds.//0// 
935bp//99%//U71267 

50 C-HEMBA1 000477//HYPOTHETICAL 64.8 KD PROTEIN IN GDI1-COX15 INTERGENIC REGION.//1 .40E-38// 

344aa//34%//P40085 

C-HEMBA1 000590//Homo sapiens mRNA for matrilin-4, partial. //2.00E-273//1254bp//99%//AJ007581 
C-HEMBA1000634//Homo sapiens T-cell activation protein (PGR1) gene, complete cds.//0//994bp//99%// 
AF1 16272 

55 C-HEMBA1 000671 //ZINC FINGER. PROTEIN 184 (FRAGMENT).//3.90E-104//388aa//46%//Q99676 

C-HEMBA1 00071 3//Homo sapiens 10kD protein (BC10) mRNA, complete cds.//0//1254bp//99%//AF053470 
C-HEMBA1000732//Homo sapiens mRNA for latent transforming growth factor-beta binding protein -4 J/0// 
2153bp//94%//Y13622 
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C-HEMBA1 000745//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS).//2.00E-07//445aa//27%//P02454 
C-HEMBA1000835//FIBRILLIN 2 PRECURSOR.//1 .30E-42//214aa//45%//P35556 
C-HEMBA1 000875 
C-HEMBA1 000907 

C-HEMBA1000940//GAP JUNCTION ALPHA-3 PROTEIN (CONNEXIN 44) (CX44).//2.90E-39//362aa//31%// 
P41987 

C-HEMBA1 000962 

C-HEMBA1001184//SH3BGR PROTEIN (21-GLUTAMIC ACID-RICH PROTEIN) (21-GARP)7/2.50E-32//100aa// 
60%//P55822 

C-HEMBA1001221//AGRIN PRECURSOR7/2.50E-25//294aa//29%//P31696 

C-HEMBA1001228//Human germline oligomeric matrix protein (COMP) mRNA, complete cds 7/7.80 E-28 6// 
1105bp//94%//L32137 

C-HEMBA1001272//Homo sapiens mRNAfor KIAA1171 protein, partial cds.//0//1490bp//99%//AB032997 
C-HEMBA1001296 

C-HEMBA1001297//Homo sapiens putative transcription factor CA150 mRNA, complete cds 7/4.60 E-27 6// 
1081 bp//99%//AF01 7789 

C-HEMBA1001390//Mus musculus polymerase l-transcript release factor mRNA, complete cds.//2.50E-57// 

464bp//82%//AF036249 

C-HEMBA1001563 

C-HEMBA1 001 621//PROBABLE G PROTEIN-COUPLED RECEPTOR APJ7/3.50E-1 23//259aa//89%//P3541 4 
C-HEMBA1001878//Homo sapiens U5 snRNP-specific 40 kDa protein mRNA, complete cds.//0//1488bp//99%// 
AF090988 

C-HEMBA1001886//ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1)7/1 .40E-148//421 aa// 
60%//Q03923 

C-HEMBA1 002048//ODD-SKIPPED PROTEIN7/1 .60E-55//122aa//75%//P23803 

C-HEMBA1002131//PROCOLLAGEN-LYSINE.2-OXOGLUTARATE 5-DIOXYGENASE 1//4.10E-10//140aa// 
30%//P24802 

C-HEMBA1002163//HYPOTHETICAL 40.7 KD PROTEIN IN DAK1-ORC1 INTERGENIC REGION.//9.40E-28// 

309aa//30%//Q04651 

C-HEMBA1002164 

C-HEMBA1002167//Rattus norvegicus neuroligin I mRNA, complete cds7/1.30E-305//1643bp//91%//U22952 
C-HEMBA1002178//PROCOLLAGEN-LYSINE,2-OXOGLUTARATE 5-DIOXYGENASE 1 PRECURSOR (EC 
1.14.11.4) (LYSYL HYDROXYLASE 1) (LH1)7/3.70E-10//1 40aa//30%//P24802 

C-HEMBA1002195/A/EGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/8.80E-23//221 aa//31 %//Q00808 
C-HEMBA1002227//Homo sapiens mRNA for 80K-L protein, complete cds.//0//1324bp//98%//D1 0522 
C-HEMBA1 002239 

C-HEMBA1 00231 6//GTP-BINDING PROTEIN HFLX.//5.80E-1 2//1 96aa//29%//P2551 9 
C-HEMBA1 002420 

C-HEMBA1002421//Human heparan sulfate proteoglycan (HSPG) core protein, 3' end.//0//2097bp//99%//J04621 
C-HEMBA1002524//Human MHC Class I region proline rich protein mRNA, complete cds.//0//1763bp//95%// 
U63336 

C-H EM BA1 002551 //PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-)7/9.80E-08//110aa// 
37%//P49695 

C-HEMBA1 002767//Homo sapiens chromosome 1 p33-p34 beta-1 ,4-galactosyltransferase mRNA, complete cds.// 
0//1 497bp//99%//AF038660 
C-HEMBA1 002985 

C-HEMBA1002992//UBIQUITIN-LIKE PROTEIN DSK2.//2.00E-21//216aa//35%//P48510 

C-HEMBA1003047//Homo sapiens intrinsic factor-B12 receptor precursor, mRNA, complete cds.//0//1 768bp// 
99%//AF034611 

C-HEMBA1003072//Gallus gallus single-strand DNA-binding protein csdp mRNA, partial cds7/3.30E-93//927bp// 
73%//U68380 

C-HEMBA1003101//Homo sapiens tyrosylprotein sulfotransferase-2 mRNA, complete cds.//0//1854bp//99%// 
AF049891 

C-HEMBA1003120//ZINC FINGER PROTEIN 184 (FRAGMENT)7/1 .00E-1 93//547aa//54%//Q99676 
C-HEMBA1 003230//Homo sapiens fibulin-5.//5.60E-308//1398bp//99%//AJ 133490 
C-HEMBA1 003294 

C-HEMBA1 00331 5//M us musculus mRNA for DNA helicase, complete cds7/6.30E-250//1426bp//88%//AB013912 
C-HEMBA1003392//Homo sapiens LDL receptor- related protein 6 (LRP6) mRNA, complete cds.//0//1721 bp// 
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100%//AF074264 

C-HEMBA1 003399//MVP1 PROTEIN.//2.30E-1 5//279aa//23%//P40959 
C-HEMBA1 003487 

C-HEMBA1003497//ZINC FINGER PROTEIN 151 (POLYOMAVIRUS LATE INITIATOR PROMOTER BINDING 
5 PROTEIN) (LP-1) (ZINC FINGER PROTEIN Z13).//4.00E-28//358aa//29%//Q60821 

C-HEMBA1003530//S.scrofa mRNA for BM88 antlgen.//1 .20E-60//900bp//66%//X82027 

C-HEMBA1 003602//HYPOTH ETICAL 29.7 KD PROTEIN CY339. 02 7/2.80 E-21//200aa//33%//Q50658 

C-HEMBA1 003732//SFT2 PROTEIN.//1 .50E-06//1 62aa//30%//P381 66 

C-HEMBA1 003945//Homo sapiens hypothetical 43.2 Kd protein mRNA, complete cds.//8.90E-287//757bp//97%// 
10 AF077030 

C-HEMBA1 004007 

C-HEMBA1004067//Homo sapiens mRNA for KIAA0859 protein, complete cds.//G.00E+00//623bp//99%// 

AB020666 

C-HEMBA1 004085 

'5 C-HEMBA1 0041 1 0//Homo sapiens intersectin short form mRNA, complete cds.//0//2033bp//99%//AF064243 

C-HEMBA1 004250//CADHERIN-R ELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN)7/6.40E-51// 
277aa//35%//P33450 

C-HEMBA1004391//TUMOR SUPPRESSOR PROTEIN DCC PRECURSOR.//5.60E-20//194aa//26%//F70211 

C-HEMBA1 004444//GLYCOPROTEIN 25L PRECURSOR (GP25L).//4.60E-41//148aa//52%//P27869 
20 C-HEMBA1 004454 

C-HEMBA1 004505//MANNOSYL-OLIGOSACCHARIDE ALPHA-1 ,2-MANNOSIDASE ISOFORM 1 (EC 

3.2.1.113) (MAN(9)-ALPHA-MANNOSIDASE).//2.70E-45//239aa//43%//P53624 

C-HEMBA1004785//MODIFIER 3 PROTEIN (M33).//1.40E-27//221aa//33%//P30658 

C-HEMBA1 004797 
■25 C-HEMBA1 004952 

C-HEMBA1 004971 

C-HEMBA1 004982//TETRACYCLINE RESISTANCE PROTEIN, CLASS E (TETA(E)).//6.30E-1 0//1 49aa//26%// 
Q07282 

C-HEMBA1005070//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN). //1 .10E-05//187aa// 
30 29%//P17437 

C-HEMBA1 005084//NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1 .11 2) (TYROSINE- PRO- 
TEIN KINASE 1).//1.20E-07//102aa//37%//P18160 
C-HEMBA1005145 

C-HEMBA1005230//ZINC FINGER PROTEIN 1 40.//2.00E-1 7//83aa//66%//P52738 
35 C-HEMBA1 005246//HEPATOCYTE NUCLEAR FACTOR 3 FORKHEAD HOMOLOG 4 (HFH-4).//2.10E-15// 

230aa//28%//Q92949 

C-HEMBA1 005267//ANKYRIN, BRAIN VARIANT 1 (ANKYRIN B) (ANKYRIN, NONERYTHROID).//8.40E-14// 

187aa//33%//Q01484 

C-HEMBA1 005430 

40 C-HEMBA1 005449//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 

5.40E-1 0//224aa//24%//P1 3983 

C-HEMBA1005489//Mus musculus semaphorin cytoplasmic domain-associated protein 3A (Semcap3) mRNA, 
complete cds.//8.40E-255//924bp//80%//AF1 27084 

C-HEMBA1 005522//COAGULATION FACTOR VII PRECURSOR (EC 3.4.21 .21 ).//7.70E-1 5//78aa//51 %//P981 39 
45 C-HEMBA1 005545//MUSCARINIC ACETYLCHOLINE RECEPTOR M3.//0//590aa//100%//P20309 

C-HEMBA1005698//Homo sapiens vesicle trafficking protein (SEC22C) mRNA, complete cds.//6.60E-163// 

753bp//99%//AF039568 

C-HEMBA1 005913 

C-HEMBA1005929//H.sapiensmRNA for serine/threonine protein kinase EMK.//6.50E-92//1092bp//69%//X97630 
50 C-HEMBA1005945//BRITTLE-1 PROTEIN PRECURSOR.//1 .70E-29//220aa//35%//P2951 8 

C-HEMBA1006016 
C-HEMBA1006171 

C-HEMBA1006276//ZINC FINGER PROTEIN 90 (ZFP-90) (ZINC FINGER PROTEIN NK10).//1 .70E-06//56aa// 
57%//Q61 967 
55 C-HEMBA1 006299 

C-HEMBA1 006311 
C-HEMBA1 006335 

C-HEMBA1 006357//SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 2.//3.70E-39//136aa//52%// 
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015127 

C-HEMBA1006430//Human putative transmembrane protein precursor (B5) mRNA, complete cds.//2.40E-70// 
1108bp//65%//L38961 

C-HEMBA1 006482//Homo sapiens h-sco1 (SC01 ) mRNA, nuclear gene encoding mitochondrial protein, complete 
5 cds.//0//1101bp//98%//AF026852 
C-HEMBA1006517 
C-HEMBA1 006544 

C-HEMBA1 006572//ODD-SKIPPED PROTEIN.//2.60E-39//85aa//83%//P23803 
C-HEMBA1006658//Homo sapiens mRNA for NIK, partial cds.//0//1500bp//98%//AB0 13385 
10 C-HEMBA1 006707//Homo sapiens mRNA for matrilin-4, partial. //0//2003bp//99%//AJ007581 

C-HEMBA1 006724 

C-HEMBA1 006749//Homo sapiens mRNA for matrilin-4, partial.//1 .40 E-275//1 942bp//83%//AJ 007581 
C-HEMBA1 006770//FLOWERING TIME CONTROL PROTEIN FCA.//1 .20 E-33//352aa//34%//0 04425 
C-HEMBA1006902//Homo sapiens mRNA for matrilin-4, partial. //4. 80 E-275//1 799b p//85%//AJ 007581 
15 C-HEMBA1006912 

C-HEMBA1 00691 6//Homo sapiens Grb14 mRNA, complete cds.//3.00E-277//1010bp//95%//L76687 
C-HEMBA1 006960 

C-HEMBA1 00701 3//Mus musculus sphingosine kinase (SPHKIb) mRNA, complete cds.//1 .10E-14//412bp//63%// 
AF068749 
20 C-HEMBA1 007057 

C-HEMBA1 007063 

C-HEMBA1007226//Homo sapiens RPA-binding trans-activator (RBT1) mRNA, complete cds.//7.30E-273// 
1 242bp//99%//AF1 92529 

C-HEMBA1007241//HYPOTHETICAL24.5 KD PROTEIN IN SAP185-BCK1 INTERGENIC REGION7/2.70E-14// 
25 1 06aa//42%//P40857 

C-HEMBA1 007291 

C-HEMBA1007332//Homo sapiens mRNA for unr-interacting protein.//6.40E-83//266bp//98%//AJ010025 
C-HEMBB1000106//CELLULAR NUCLEIC ACID BINDING PROTEIN (CNBP).//1 .60E-10//139aa//30%//P53996 
C-HEMBB1 000276 
30 C-HEMBB1 000309 

C-HEMBB1 000407 

C-HEMBB1000447//Homo sapiens JWA protein mRNA, complete cds.//0//2059bp//99%//AF070523 
C-HEMBB1000542//Mus musculus bromodomain-containing protein BP75 mRNA, complete cds.//2.60E-232// 
1 452bp//85%//AF084259 
35 C-HEMBB1 000567 

C-HEMBB1 000642 

C-HEMBB1000668//Homo sapiens mRNA for KIAA0893 protein, complete cds.//0//2375bp//99%//AB020700 
C-HEMBB1000679//C.familiaris mRNA for TRAM -protein. //4.10E-210//1149bp//80%//X63678 
C-HEMBB1 000881//Danio rerio mRNA for MINDIN2, complete cds.//1 .70E-67//948bp//66%//AB006085 
40 C-HEMBB1 000905/ITRANSCRIPTIONAL REPRESSOR RCO-17/1 .00E-11//311 aa//27%//P78706 

C-HEMBB1001026//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHE- 
ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPO- 
NENT>7/5.30E-1 1//1 42aa//30%//P32802 

C-HEMBB1 001048//SARCALUMENIN PRECURSOR.//6.50E-1 8//1 54aa//33%//P 13666 
45 C-HEMBB1 001200 

C-HEMBB1 001407 

C-HEMBB1001530//SLS1 PROTEIN PRECURSOR.//9.80E-10//273aa//27%//Q99158 

C-HEMBB1 001547//Homo sapiens CGI-02 protein mRNA, complete cds.//0//2311bp//99%//AF1 32937 

C-HEMBB1 001573 

50 C-HEMBB1001847//NEUROGENIC PROTEIN BIG BRAIN 7/4. 70 E-06//258aa//24%//P23645 

C-HEMBB1 001959//CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NR : Y PROTEIN CHAIN 
B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN SUBUNIT B).//7.30E-14//97aa//38%//P25210 
C-HEMBB1001978 
C-HEMBB1 002039 

55 C-HEMBB1 002041//Homo sapiens transmembrane protein TENB2 (TENB2) mRNA, complete cds.//0//1746bp// 

99%//AF1 79274 

C-HEMBB1 002051//Homo sapiens Ets transcription factor ESE-2b mRNA, complete cds.//1 .30E-95//454bp//99%// 
AF1 15403 
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C-HEMBB1 0021 20//UDP-N-ACETYLGLUCOSAMINE--PEPTIDE N-ACETYLGLUCOSAM INYLTRANSFERASE 
110 KD SUBUNIT (EC 2.4.1.-) (O-GLCNAC TRANSFERASE P110 SUBUNIT).//4.90E-22//337aa//27%//P56558 
C-HEMBB1 002162//Homo sapiens genethonin 1 mRNA, complete cds.//8.30E-67//328bp//99%//AF062534 
C-HEMBB1 002228 

5 C-HEMBB 1002245//PROSTAGLANDIN F2-ALPHA RECEPTOR REGULATORY PROTEIN PRECURSOR 

(PROSTAGLANDIN F2-ALPHA RECEPTOR ASSOCIATED PROTElN).//0//879aa//89%//Q62786 
C-HEMBB1 002302 

C-HEMBB1 002427//FUCOSYLGLYCOPROTEIN ALPHA-N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 
2.4.1 .40) (WSTO -BLOOD GROUP A TRANSFERASE) (A TRANSFERASE) / FUCOSYLGLYCOPROTEIN 3-AL- 
w PHA-GALACTOSYLTRANSFERASE (EC 2.4.1.37) (HISTO-BLOOD GROUP B TRANSFERASE) (B TRANS- 

FERASE) (NAGAT).//1 .80E-70//221 aa//50%//P1 6442 

C-HEMBB1002465//ACYL-COA DEHYDROGENASE (EC 1 .3.99.-).//2.30E-53//249aa//48%//P45857 
C-HEMBB1002661//Homo sapiens cardiovascular helix-loop-helix factor 2 (CHF2) mRNA, complete cdsy/0// 
21 74bp//99%//AF1 76422 
15 C-HEMBB1 002663 

C-HEMBB1 002693 
C-MAMMA1 000046 

C-MAMMA1000102//APOLIPOPROTEIN L PRECURSOR (APO-L).//1 .40E-21//221aa//35%//0 14791 
C-MAMMA1000106 
20 C-MAMMA1000118 
C-MAMMA1000141 

C-MAMMA1000204//Homo sapiens dysferlin mRNA, complete cds.//0//2028bp//99%//AF0 75575 
C-MAMMA1 000226 

C-MAMMA1000403//Homo sapiens CDK4-binding protein p34SEI1 (SEI1) mRNA, complete cds.//1.20E-255// 
25 1 1 65bp//99%//AF1 1 7959 

C-MAMMA1 000449 

C-MAMMA1000457//Human NADH-cytochrome b5 reductase mRNA, 3' end.//9.50E-79//829bp//71%//M 16462 
C-MAMMA1 000473//HYPOTHETICAL 35.6 KD PROTEIN IN SPC1-ILV3 INTERGENIC REGION.//5.10E-45// 
299aa//34%//P47088 
30 C-MAMMA1 000496//MIC1 PROTEIN .//3.00E-25//202aa//33%//P53258 

C-MAMMA1 000528 

C-MAMMA1 000591 //POLYPEPTIDE N-AC ETYLG ALACTOSAM I N YLTR ANSF ERAS E (EC 2.4.1.41) (PROTEIN- 
UDP AC ETYLG ALACTOSAM IN YLTR ANSF ERASE) (UDP-GALNAC:POLYPEPTIDE, N- AC ETYLG ALACTOS- 
AM IN YLTR A NSFE RASE) (GALNAC-T1).//1 .20 E-115//515aa//49%//Q 07537 
35 C-MAMMA1 00061 41/Homo sapiens pseudouridine synthase I (PUS1) mRNA, partial cds.//2.10E-302//1370bp// 

99%//AF1 16238 
C-MAMMA1 000652 

C-MAMMA1000681//PROBABLEG PROTEIN-COUPLED RECEPTOR EDG-1 V/9.40E-82//31 1aa//52%//O08530 
C-MAMMA1 000706 

40 C-MAMMA1000788//Bos taurus P14 (p14) mRNA, complete cds.//3.90E-85//502bp//89%//AF037349 

C-MAMMA1 000810 
C-MAMMA1000814 

C-MAMMA1000881//Homo sapiens protein kinase (SGK3) mRNA, complete cds.//0//1292bp//100%//AF1 69035 
C-MAMMA1 000986 

45 C-MAMMA1000994//Homo sapiens ISLR(immunoglobulin superfamily containing leucine-rich repeat) mRNA, 

complete cds, alternatively spliced transcript ISLR-2.//0//2211bp//99%//AB024536 

C-MAMMA1001043//MRC OX-45 SURFACE ANTIGEN PRECURSOR (BCM1 SURFACE ANTIGEN) ( BLAST- 1 ) 

(CD48).//2.90E-1 2//239aa//28%//P1 0252 

C-MAMMA1001066 

50 C-MAMMA1001094//Human potential transcriptional repressor NOT4Hp (NOT4H) mRNA, complete cdsy/0// 

1394bp//93%//U71267 
C-MAMMA1001141 

C-MAMMA1001150//PROTEIN KINASE C.MU TYPE (EC 2.7.1.-) (NPKC-MU).//7.50E-304//587aa//68%//Q15139 
C-M AMM A1 001 237//MONOCARBOX YLATE TRANSPORTER 2 (MCT2).//7.70E-64//196aa//41%//P53988 
55 C-MAMMA1001284 

C-MAMMA1001310//HYPOTHETICAL 57.3 KD TRP-ASP REPEATS CONTAINING PROTEIN IN POM152- 

REC114 INTERGENIC REGION.//1 . 50 E-67//44 1 aa//37%//Q 04225 

C-MAMMA1001344 
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C-M AMMA1 001 41 8//HYPOTHETICAL PROTEIN HI051 9.//6.90E-27//1 81 aa//38%//P44742 
C-MAMMA1001532//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//5.60E-126//31 9aa//56%// 
P51523 

C-MAMMA1001609//MYOSIN II HEAVY CHAIN, NON MUSCLE.//1 .50E-26//204aa//38%//P05659 

C-MAMMA1 001 61 5//NEUROGENIC DIFFERENTIATION FACTOR 1 .//3.80E-11 //90aa//42%//Q 13562 

C-MAMMA1001623 

C-MAMMA1001634 

C-MAMMA1001893 

C-MAMMA1001901 

C-MAMMA1001957 

C-MAMMA1001978//Cimex lectularius apyrase (APY) mRNA, complete cds.//6.70E-19//988bp//56%//AF085499 
C-MAMMA1 002070//PLASMINOGEN (EC 3.4.21 .7) ( FRAG ME NT). //1 . 1 0E-07//1 03aa//33%//Q01 1 77 
C-MAMMA1 002080//RAS-RELATED PROTEIN RAB-1 3.//1 .80E-29//208aa//37%//P51 1 53 
C-MAMMA1 002087 

C-MAMMA1 002091 //Homo sapiens CD39L2 (CD39L2) mRNA, complete cds.//0//2564bp//99%//AF03991 6 
C-MAMMA1002095//CALCIUM-TRANSPORTING ATPASE 1 (EC 3.6.1.38) (P-7YPE CALCIUM ATPASE).// 
3.70E-222//867aa//52%//O431 08 

C-M AMMA1 0021 28//ABC1 PROTEIN HOMOLOG PRECURSOR.//2.50E-97//464aa//45%//Q92338 
C-MAMMA1 002142//NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1 .112) (TYROSINE- PRO- 
TEIN KINASE 1 ).//9.80E-1 7//1 46aa//35%//P1 81 60 

C-MAMMA1 0021 65//Homo sapiens connective tissue growth factor related protein WISP-2 (WISP2) mRNA, com- 
plete cds.//4.80E-60//382bp//89%//AF1 00780 

C-MAMMA1002205//Homo sapiens mRNA; cDNA DKFZp586C091 (from clone DKFZp586C091).//2.00E-81// 

308bp//81%//AL050119 

C-MAMMA1 002224 

C-MAMMA1002234//SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68).//0//627aa//96%//Q00004 
C-MAMMA1002586//Homo sapiens alpha 1 ,2-mannosidase mRNA, complete cds.//0//2228bp//99%//AF1 48509 
C-MAMMA1 002633 

C-MAMMA1 0031 26//SARCALUMENIN P REC U RSO R.//1 . 1 0 E-5 1 //388aa//32%//P 1 3666 

C-NT2RM1000462//ATRIAL GLAND-SPECIFIC ANTIGEN PRECURSOR (AGSA).//8.60E-14//104aa//40%// 
P15287 

C-NT2RM1000542//BETA-GALACTOSIDASE PRECURSOR (EC 3.2.1.23) (LACTASE).//1 .40E-103//566aa// 
43%//P48982 

C-NT2RM 1 000580//GLYCOSYLTR ANSFE RASE ALG2 (EC 2.4.1 .-).//8. 50 E-75//301 aa//39%//P43636 
C-NT2RM1000789//Homo sapiens mRNA for hTCF-4.//2.80E-221//757bp//99%//Y11306 
C-NT2RM1000855//Homo sapiens sec61 homolog mRNA, complete cds.//0//3541bp//99%//AF084458 
C~NT2RM1000858//tricarboxylate carrier [rats, liver, mRNA Partial, 2986 nt].//2.10E-98//1035bp//70%//S70011 
C-NT2RM1000899//MITOCHONDRIAL RNA SPLICING PROTEIN MSR4.//1 .10E-54//182aa//39%//P23500 
C-NT2RM2000241 

C-WXgBM^PP3p6//PUTATJVE GTP-BINDING PROTEIN W08E3.3.//4.50E-130//362aa//68%//P91917 
C-NT2RM2000410 

C-NT2RM2000423//BETA-GALACTOSIDASE PRECURSOR (EC 3.2.1 .23) (LACTASE).//1 .80E-38//308aa//35%// 
P48982 

C-NT2RM2000497//CHL1 PROTEIN.//9.90E-24//296aa//29%//P2251 6 

C-NT2RM2000514//Homo sapiens F-box protein Fbx21 (FBX21) mRNA, complete cds.//4.40E-304//1374bp// 
99%//AF1 74601 

C-NT2RM2000565//HYPOTHETICAL 85.7 KD PROTEIN C13G6.03 IN CHROMOSOME l.//4.40E-304//394aa// 
43%//Q09782 

C-NT2RM2000582//Homo sapiens mRNA for KIAA1053 protein, partial cds.//0//2666bp//99%//AB028976 
C-NT2RM2000589//Bos taurus myosin X, complete cds.//0//4376bp//84%//U55042 

C-NT2RM2000622//Mus musculus F-box protein FBL10 mRNA, partial cds . //3. 00 E-203//915bp//91%//AF 176524 
C-NT2RM2000632//EXCISION REPAIR PROTEIN ERCC-6 (COCKAYNE SYNDROME PROTEIN CSB).//6.40E- 
62//1 83aa//47%//Q03468 

C-NT2RM2000773//Homo sapiens KNSL4 and MAZ genes for kinesin-like DNA binding protein and Myc-associ- 
ated zinc finger protein, complete cds.//3.00E-289//1092bp//99%//AB0 17335 

C-NT2RM2001126//Homo sapiens mRNA for multi PDZ domain protein.//0//1600bp//99%//AJ001319 
C-NT2RM2001558//Homo sapiens protein kinase A binding protein AKAP110 mRNA, complete cds.//0//2398bp// 
99%//AF093408 
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C-NT2RM2001 626//FLIGHTLESS-I PROTEIN HOMO LOG 7/4. 30E-1 9//362aa//26%//P34268 
C-NT2RM2001643 

C-NT2RM2001738//SOF1 PROTEIN.//3.00E-110//325aa//47%//P33750 

C-NT2RM2001792//Homo sapiens angiopoietin-related protein-2 mRNA,completecds.//7.10E-149//995bp//86%// 
5 AF125175 

C-NT2RM2001818//SIALIDASE (EC 3.2.1.18) (NEURAMINIDASE) (NA) (MAJOR SURFACE ANTIGEN)7/4.30E- 
1 1 //488aa//26%//P23253 

C-NT2RM2001 902//Homo sapiens mRNA for PAK4 protein. //5.40E-21 6//988bp//99%//AJ01 1 855 
C-NT2RM2001 939//Human G protein-coupled receptor GPR-NG A gene, complete cds.//0//1 559bp//98%//U5531 2 
10 C-NT2RM2001941//MUSCARINIC ACETYLCHOLINE RECEPTOR M1 7/7. 40 E-38//1 93aa//34%//P 08482 

C-NT2RM4000100//Homo sapiens Leman coiled-coil protein (LCCP) mRNA, complete cds.//0//2678bp//99%// 

AF1 75966 

C-NT2RM4000115 

C-NT2RM4000198//BUTYROPHILIN PRECURSOR (BT) 7/5.1 0E-12//1 62aa//33%//Q1 341 0 
15 C-NT2RM4000284//Human IgG Fc receptor hFcRn mRNA, complete cds.//1 .30E-257//603bp//96%//U 12255 

C-NT2RM4000295 

C-NT2RM4000326//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//9.00E-100//434aa//43%// 
P51523 

C-NT2RM400041 7//S YN APTOTAG M I N M7/2.70E-23//293aa//30%//P46097 
20 C-NT2RM4000444//ANTIGEN PEPTIDE TRANSPORTER 1 (APT1).//1 .70E-112//493aa//44%//P36370 

C-NT2RM4000587 

C-NT2RM4000593//HYPOTHETICAL 111 .9 KD PROTEIN C22H10.03C IN CHROMOSOME l.//3.90E-27//576aa// 
24%//Q10297 

C-NT2RM4000648//K-GLYPICAN PRECURSOR.//4.00E-1 93//531 aa//66%//P51 655 
25 C-NT2RM4000761//CYTOCHROME C OXIDASE POLYPEPTIDE I (EC 1 .9.3.1)7/2. 50 E-245//306aa//91%// 

P00395 

C-NT2RM4000965//PUTATIVE IMPORTIN BETA-4 SUBUNIT (KARYOPHERIN BETA-4 SUBUNIT).//9.00E-44// 
520aa//29%//O60100 

C-NT2RM4000997//MONO- AND DIACYLGLYCEROL LIPASE PRECURSOR (EC 3.1.1.-) (MDGL)7/1 .80E-10// 
30 1 89aa//30%//P25234 

C-NT2RM4001321 

C-NT2RM4001325//CHONDROITIN 6-SULFOTRANSFERASE (EC 2.8.2.17) (C6ST)7/2.90E-48//343aa//34%// 
Q92179 

C-NT2RM4001 377//R.norvegicus LL5 mRNA7/8.50E-236//990bp//87%//X74226 
35 C-NT2RM4001735 

C-NT2RM4001768//Homo sapiens CGI-82 protein mRNA, complete cds.//0//1925bp//99%//AF151840 
C-NT2RM4001843//BETA-GALACTOSIDASE PRECURSOR (EC 3.2.1 .23) (LACTASE).//6.20E-33//263aa//38%// 
P48982 

C-NT2RM4002352//Homo sapiens hLRp105 mRNA for LDL receptor related protein 105, complete cds.//0// 
40 2 1 84bp//99%//AB009462 

C-NT2RP1 000002 
C-NT2RP1 000050 

C-NT2RP1 0001 81 //Homo sapiens delta-6 fatty acid desaturase mRNA, complete cds 7/3. 30 E-1 21 //1394bp//69%// 
AF1 26799 
45 C-NT2RP1 000239 

C-NT2RP1 000261//ORM1 PROTEIN7/2.40E-17//137aa//35%//P53224 

C-NT2RP1000271//ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1).//4.70E-1 99//547aa// 
66%//Q03923 

C-NT2RP1000300//Human transporter protein (g17) mRNA, complete cds7/3.80E-26//758bp//62%//U49082 
so C-NT2RP1 000325//H .sapiens gene for phosphate camerV/0//439bp//98%//X77337 

C-NT2RP1 000448 

C-NT2RP1000465//UBIQUITIN-LIKE PROTEIN SMT37/5.1 0E-07//81 aa//33%//P55857 

C-NT2RP1000468//CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF>Y PROTEIN CHAIN 
B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN SUBUNIT B)7/2.00E-13//97aa//38%//P25210 
55 C-NT2RP1000551//Homo sapiens putative interferon -related protein (SM15) mRNA, partial cds.//0//1761bp// 

99%//U09585 

C-NT2RP1 000579//Human succinate dehydrogenase flavoprotein subunit (SDH) mRNA, complete cds.//0// 
1951bp//94%//L21936 
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C-NT2RP1 00061 3//CARBON1C ANHYDRASE VI (EC 4.2.1 .1) (SALIVARY) (CARBONATE DEHYDRATASE VI).// 
3.40E-52//304aa//40V/P08060 
C-NT2RP1 000679 
C-NT2RP1 000740 
5 C-NT2RP1 000903 

C-NT2RP1 000981 //CELL SURFACE A33 ANTIGEN PRECURSOR.//3.60E-14//286aa//27%//Q99795 
C-NT2RP1001004//F-SPONDIN PRECURSOR7/9.20E-43//322aa//35%//P35446 

C-NT2RP1001020//SERINE/THREONINE-PROTEIN KINASE PAK-BETA (EC 2.7.1.-) (BETA-PAK) (P21 -ACTI- 
VATED KINASE 3) (CDC42/RAC EFFECTOR KINASE PAK-B)7/9.70E-22//227aa//31%//Q61036 
10 C-NT2RP1001031//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 .//3.40E-42//285aa//35%//Q00808 

C-NT2RP1 001 563//TESTIS-SPECIFIC PROTEIN TPX-1 PRECURSOR (AUTO ANTIGEN 1 ) (25 KD ACROSOM- 
AL AUTOANTIGEN) (AA1).//9.70E-19//201aa//31%//Q60477 

C-NT2RP2000092//ZINC FINGER PROTEIN 136.//1 .90E-117//419aa//54%//P52737 

C-NT2RP20001 78//MITOCHONDRIAL ION PROTEASE HOMOLOG 1 PRECURSOR (EC 3.4.21 .-)7/2.40E-1 92// 
15 778aa//48%//P93647 
C-NT2RP2000240 

C-NT2RP2000394//Gallus gallus p52 pro-apototic protein mRNA, complete cds.//1 .60E-90//956bp//70%// 
AF029071 

C-NT2RP2000447//GOLGIN-95.//2.80E-33//99aa//66%//Q08379 

20 C-NT2RP2000479 

C-NT2RP2000514//Homo sapiens roundabout 2 (robo2) mRNA, partial cds.//3.00E-185//855bp//99%//AF040991 
C-NT2RP2000533//Homo sapiens cornichon protein mRNA, complete cds.//1 .30E-290//1324bp//99%//AF070654 
C-NT2RP200061 0//CC A AT- BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN 
B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN SUBUNIT B).//1 .50E-13//97aa//38%//P25210 

25 C-NT2RP2000616//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 

4. 1 0E-1 2//323aa//30%//P1 3983 

C-NT2RP2000649//Homo sapiens mRNA for Hs Ste24p, complete cds.//0//2847bp//99%//AB0 16068 
C-NT2RP2000663 

C-NT2RP2000694//Homo sapiens 5T4 oncofetal trophoblast glycoprotein gene.//0//2278bp//99%//AJ012159 
30 C-NT2RP2000712//ZINC FINGER PROTEIN 135.//3.70E-87//296aa//53%//P52742 

C-NT2RP2000739//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//7.50E-73//387aa//37%// 
P51522 

C-NT2RP200081 8//Homo sapiens xenotropic and polytropic murine leukemia virus receptor (X3) mRNA, complete 
cds.//0//2724bp//99%//AF089744 
35 C-NT2RP2000903//Homo sapiens 5T4 oncofetal trophoblast glycoprotein gene.//0//2276bp//100%//AJ012159 

C-NT2RP2001200//Homo sapiens mRNA for KIAA0676 protein, partial cds.//0//1539bp//100%//AB0 14576 
C-NT2RP2001223//MYOTUBULARIN-RELATED PROTEIN 3 (FRAGMENT).//3.30E-05//76aa//39%//Q13615 
C-NT2RP2001276//NPDC-1 PROTEIN PRECURSOR.//3.00E-133//331aa//77%//Q64322 

C-NT2RP2001 388//TRNA-SPLICING ENDONUCLEASE SUBUNIT SEN2 (EC 3.1.27.9) (TRNA-INTRON ENDO- 

40 NUCLEASE).//5.90E-13//157aa//33%//P16658 

C-NT2RP2001469//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/1 .30E-14//242aa//24%//Q00808 
C-NT2RP2001480//Homo sapiens thrombospondin 3 (THBS3) gene, complete cds.//0//2547bp//99%//L38969 
C-NT2RP2001495//Human transporter protein (g17) mRNA, complete cds.//2.20E-65//641bp//65%//U49082 
C-NT2RP2001514//PROBABLE CALCIUM-TRANSPORTING AT PAS E 6 (EC 3.6.1 .38)7/1 .20 E-133//429aa// 

45 41%//P39986 

C-NT2RP2001529//Homo sapiens mRNA for ZIP-kinase, complete cds.//0//2079bp//99%//AB007144 
C-NT2RP2001538//Mus musculus mSin3A (sin3A) mRNA, complete cds7/7.60E-272//1480bp//84%//U22394 
C-NT2RP2001562//Homo sapiens GLE1 (GLE1) mRNA, complete cds.//0//1899bp//98%//AF058922 
C-NT2RP2001662//HOMEODOMAIN PROTEIN AKR (AVIAN KNOTTED- RELATED PROTEIN)7/1 .80E-49// 
50 94aa//81%//Q90655 

C-NT2RP2001755//Rattus norvegicus f-spondin mRNA, complete cds.//0//2974bp//86%//M 88469 
C-NT2RP2001769//SERINE/THREONINE-PROTEIN KINASE ORB6 (EC 2.7.1 .-)7/9.10E-47//185aa//44%// 
013310 

C-NT2RP2001817//Homo sapiens sirtuin type 1 (SIRT1) mRNA, complete cds.//0//3092bp//99%//AF083106 
55 C-NT2RP2001878 

C-NT2RP2001903//CALPAIN, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CALCIUM- ACTIVATED NEU- 
TRAL PROTEINASE) (CANP) (MU/M-TYPE)7/3.80E-58//475aa//34%//P00789 
C-NT2RP2001915 
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C-NT2RP2001921 

C-NT2RP2001948//HST2 PROTEIN (HOMOLOGOUS TO SIR2 PROTEIN 2). //1 .40E-08//1 91 aa//27%//P53686 

C-NT2RP2001956//ORM1 PROTEIN7/3.90E-19//137aa//37%//P53224 

C-NT2RP2002015 

C-NT2RP2002063//GNS1 PROTEIN.//3.60E-18//231aa//33%//P25358 

C-NT2RP2002188//Rattus norvegicus neuroligin 3 mRNA, complete cds.//2.50E-226//1284bp//89%//U41663 
C-NT2RP2002232//HYPOTHETICAL 85.7 KD PROTEIN C13G6.03 IN CHROMOSOME I.//1 .90E-93//420aa// 
43%//Q09782 

C-NT2RP2002304//Homo sapiens histone acetyltransferase MORF mRNA, complete cds.//0//2737bp//99%// 

AF113514 

C-NT2RP2002409 

C-NT2RP2002510 

C-NT2RP2002527//CYTOCHROME B57/1 .30E-11//92aa//38%//P40312 

C-NT2RP2002533//Homo sapiens alpha 2 delta calcium channel subunlt isoform I mRNA, complete cdsV/0// 
2365bp//99%//AF042792 

C-NT2RP2002564//Human zinc-finger protein C2H2-150 mRNA, complete cds.//0//2237bp//99%//U38864 
C-NT2RP2002674//SOLUBLE EPOXIDE HYDROLASE (SEH) (EC 3.3.2.3) (EPOXIDE HYDRATASE) (CY- 
TOSOLIC EPOXIDE HYDROLASE) (CEH)7/5.50E-38//201aa//39%//P34913 
C-NT2RP2002721 //REGULATORY PROTEIN UHPC.//1 .60E-23//153aa//30%//P27669 

C-NT2RP2002824//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHE- 
ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPO- 
NENT) J/3 .50 E -63//404aa//33%//P32 802 

C-NT2RP2002942//Homo sapiens mRNA for KIAA0806 protein, complete cds.//0//2090bp//99%//AB0 18349 
C-NT2RP2002974//HOMEOBOX PROTEIN SIXS (DM LOCUS-ASSOCIATED HOMEODOMAIN PROTEIN HO- 
MOLOG) (FRAGMENT).//8.20E-241//555aa//84%//P701 78 

C-NT2RP2002976//HYPOTHETICAL 149.7 KD PROTEIN IN IRE1-KSP1 INTERGENIC REGION.//1 .30E-20// 
99aa//47%//P38800 

C-NT2RP2003042//PHOSPHATIDYLCHOLINE-STEROL ACYLTRANSFERASE PRECURSOR (EC 2.3.1.43) 
(LECITHIN-CHOLESTEROL ACYLTRANSFERASE) (PHOSPHOLIPID-CHOLESTEROL ACYLTRANSFERASE) 
(FRAGMENT)y/2.10E-109//385aa//52%//P53760 

C-NT2RP2003138//5'-TG-3' INTERACTING FACTOR (HOMEOBOX PROTEIN TGIF).//2.10E-08//104aa//46%// 
P70284 

C-NT2RP2003179//PUTATIVE SERINE/THREONINE-PROTEIN KINASE EMK (EC 2.7.1 .-).//2.60E-67//256aa// 
49%//Q05512 

C-NT2RP200321 0//Homo sapiens fatty acid transport protein (FATP) mRNA, complete cds.//9.80E-272//1 265bp// 
98%//AF055899 

C-NT2RP2003302//Homo sapiens GIOT-4 mRNA for gonadotropin inducible transcription repressor-4, complete 
cds.//0//2891 bp//99%//AB021 644 

C-NT2RP2003369//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1 ).//5.90E-20//204aa// 
34%//Q15404 

C-NT2RP2003383//Homo sapiens mRNA for KIAA0458 protein, complete cds.//0//2565bp//99%//AB007927 

C-NT2RP2003390//Homo sapiens mRNA for SEC63 protein.//0//2629bp//99%//AJ011779 

C-NT2R P2003469//G ALACTOS E- P ROTO N SYMPORT (GALACTOSE TRANSPORTER).//1.10E-45//324aa// 

29%//P37021 

C-NT2RP2003545//Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds.//5.40E-48//578bp//71%// 

AF024636 

C-NT2RP2003593 

C-NT2RP2003599 

C-NT2RP2003655//HYPOTHETICAL 26.3 KD PROTEIN IN OYE2-GND1 INTERGENIC//4.80E-15//93aa//47%// 
P38869 

C-NT2RP2003664//Homo sapiens mRNA for leptin receptor gene-related protein.//1 .90E-237//1081bp//99%// 
Y12670 

C-NT2RP2003931 

C-NT2RP2003940//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6).//7.00E-111//401aa//43%//P28l60 
C-NT2RP2003950//Homo sapiens clone 24778 unknown mRNA.//0//1545bp//99%//AF070572 
C-NT2RP2004069 

C-NT2RP2004108//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT).//3.30E-171//474aa//62%//P16415 
C-NT2RP2004141 
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C-NT2RP2004179 

C-NT2RP2004205//BUTYROPHILIN PRECURSOR (BT).//1 .60 E-21//276aa//32%//Q 62556 
C-NT2RP2004447 

C-NT2RP2004495//Human transporter protein (g17) mRNA, complete cds.//9. 80 E-64//642bp//64%//L1 49082 

C-NT2RP2004524 

C-NT2RP2004556 

C-NT2RP2004606//Human fibroblast collagenase inhibitor mRNA, complete cds.//2.10E-166//768bp//99%// 
M 12670 

C-NT2RP2004648//Mouse beta-galactosidase (BGAL) gene, complete cds.//1 .20E-33//1136bp//59%//M57734 
C-NT2RP2004670//Rattus norvegicus vesicla-associate calmodulin-binding protein mRNA, complete cds7/0// 
1250bp//86%//L22557 

C- NT2 R P2004794//H Y POTH ET I C AL 24 .5 KD PROTEIN IN SAP185-BCK1 INTERGENIC REGION.//2 70E-09// 

203aa//26%//P40857 

C-NT2RP2004837 

C-NT2RP2004B47//ZINC FINGER PROTEIN 135.//8.00E-35//193aa//40%//P52742 
C-NT2RP2005027//GLUCOSE TRANSPORTER TYPE 3, BRAIN.//6.20E-67//130aa//100%//P11169 
C-NT2RP2005069//Rat vacuolar protein sorting homolog r-vps33b mRNA, complete cds.//0//1792bp//87%// 
U35245 

C-NT2RP2005163 

C-NT2RP2005181//Mus musculus cationic amino acid transporter (CAT3) mRNA, complete cds.//5 30E-315// 
2126bp//81%//U70859 

C-NT2RP2005247//ZINC-FINGER PROTEIN RFP (RET FINGER PROTEIN).//5.00E-53//296aa//37%//Q62158 
C-NT2RP2005378//GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 1 .8 PRECURSOR (GRP 1 8) //6 30E- 
28//1 83aa//47%//P 1 0496 

C-NT2RP2005391//Homo sapiens partial mRNA for putative p621 protein which interacts with transcription factor 
Sp1 .//0//1 544bp//99%//AJ242978 

C-NT2RP2005425//Homo sapiens mRNA for AKAP450 protein.//0//4341bp//99%//AJ131693 
C-NT2RP2005463//PROTEIN PTM1 PRECURSOR.//7.40E-1 5//284aa//28%//P32857 
C-NT2RP2005514 

C-NT2RP2005535//ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1).//1 .90E-1 72//489aa// 
62%//Q03923 

C-NT2RP2005541//N-ACETYLGLUCOSAMINE-6-SULFATASE PRECURSOR (EC 3.1.6.14) (G6S) (GLU- 
COSAM INE-6-SULFATASE).//4.70E"24//78aa//51 %//P1 5586 

C-NT2RP2005597//Homo sapiens protein O-mannosyl-transf erase 1 (POMT1 ) mRNA, complete cds //0//1 821 bp// 

97%//AF095136 

C-NT2RP2005632 

C-NT2RP2005666 

C-NT2RP2005774//Homo sapiens GIOT-4 mRNA for gonadotropin inducible transcription repressor-4, complete 
cds 7/6 . 90 E-224//1 46 1 bp//72%//AB02 1 644 

C-NT2RP2005878//PUTATIVE STEROID DEHYDROGENASE KIK-I (EC 1 .1 .1 .-).//3.60E-55//238aa//50%// 
057314 

C-NT2RP2005883//DOPAMINE-BETA-MONOOXYGENASE PRECURSOR (EC 1.14.17.1) (DOPAMINE BETA- 

HYDROXYLASE) (DBH).//6.70E-72//512aa//34%//P15101 

C-NT2RP2005887 

C-NT2RP2005941//Human paired box gene (PAX6) homologue, complete cds.//1 .40E-308//1396bp//99%// 
M93650 

C-NT2RP2005994//HYPOTHETICAL 51.5 KD PROTEIN D2024.3 IN CHROMOSOME IV.//3.50E-35//144aa// 
47%//P49191 

C-NT2RP2006004//FIBROMODULIN PRECURSOR (FM) (COLLAGEN-BINDING 59 KD PROTEIN) 113 00E-26// 
227aa//36%//Q06828 

C-NT2RP2006042//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
DASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//9.40E-15//501aa//25%//P08640 
C-NT2RP2006092//Homo sapiens mRNA for Fe65L2, complete cds.//0//1156bp//99%//AB0 18247 
C-NT2RP2006099 
C-NT2RP2006134 

C-NT2RP2006269//DOLICHYL-PHOSPHATE-MAN NOSE-PROTEIN MANNOSYLTRANSFERASE 2 (EC 
2.4.1. 109).//2.30E-78//679aa//32%//P31382 

C-NT2RP2006512//GNS1 PROTEIN.//2.00E-21//290aa//29%//P25358 
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C-NT2RP2006580//Homo sapiens transitional epithelia response protein (TERE1) mRNA, complete cds.//0// 
1 483bp//99%//AF1 1 7064 

C-NT2RP3000011//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 .//4.00E-1 4//320aa//24%//Q00808 
C-NT2RP3000022//Rat heart mRNA serine/threonine protein kinase, complete cds.//4.80E-203//1496bp//78%// 
5 D26178 

C-NT2RP3000059//ANKYRIN, BRAIN VARIANT 2 (ANKYRIN B) (ANKYRIN, NONERYTHROID) (FRAGMENT).// 
3.70E-1 2//1 33aa//32%//Q01 485 

C-NT2RP3000063//NEU ROFI LAM ENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PROTEIN) (NF-H).// 
5.00E-29//596aa//30%//P1 9246 
10 C-NT2RP3000125//RETINOBLASTOMA BINDING PROTEIN 2 (RBBP-2).//6.30E-08//70aa//41%//P29375 

C-NT2RP3000148//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//4.10E-106//350aa//47%// 
P51523 

C-NT2RP3000169//Homo sapiens MRS1 mRNA, complete cds.//0//1519bp//97%//AF093239 
C-NT2RP3000171//Mus musculus partial mRNA for B-IND1 protein (B-ind1 gene).//4.40E-99//571bp//89%// 
15 Z97207 

- C-NT2RP3000172//CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE TYPE I (EC 2.7.1.123) (CAM KI- 
NASE l).//1 .30E-80//359aa//44%//Q14012 

C-NT2RP3000201//Homo sapiens HPK/GCK-like kinase HGK mRNA, complete cds.//1 .30E-270//1 231 bp//99%// 
AF096300 

20 C-NT2RP3000232//ZINC FINGER PROTEIN 184 (FRAGMENT).//! .40E-130//693aa//417o//Q99676 

C-NT2RP3000304//Homo sapiens LDL receptor-related protein 6 (LRP6) mRNA, complete cds.//0//2895bp//99%// 
AF074264 

C-NT2RP3000378//PAIRED AM PHI PATH IC HELIX PROTEIN.//4.20E-39//1 86aa//36%//P22579 
C-NT2RP30Q0427 

25 C-NT2RP3000436//PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR (EC 5.3.4.1 )7/6.20E-27// 

90aa//42%//P38660 
C-NT2RP3000444 

C-NT2RP3000460//Canis familiaris sec61 homologue mRNA, complete cds7/1 .80E-198//643bp//89%//M96629 
C-NT2RP3000481//Homo sapiens RanBP7/importin 7 mRNA, complete cds.//0//2623bp//100%//AF098799 
30 C-NT2RP300061 6//FIBROMODULIN PRECURSOR (FM) (COLLAGEN-BINDING 59 KD PROTEIN).//5.20E-26// 

227aa//36%//Q06828 
C-NT2RP3000645 

C-NT2RP3000652//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6).//1.90E-153//441aa//62%//P28160 
C-NT2RP3000676//PUTATIVE MITOCHONDRIAL CARRIER YMR166C.//2.10E-15//220aa//27%//Q03829 
35 C-NT2RP3000677//DNA BINDING PROTEIN RFX2.//3.60E-56//233aa//41%//P48378 

C-NT2RP3000721 //HYPOTHETICAL 149.7 KD PROTEIN IN IRE1-KSP1 INTERGENIC REGION.//1 .10E-22// 
171aa//36%//P38800 

C-NT2RP3000789//Homo sapiens IGF-II mRNA-binding protein 1 (IMP-1) mRNA, complete cds.//0//1458bp// 
100%//AF117106 
40 C-NT2RP3000818 

C-NT2RP3000820//PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-).//1 .90E-30//269aa// 
33%//P49695 

C-NT2RP3000838//TRICHOHYALIN.//9.80E-1 1//491 aa//26%//Q07283 
C-NT2RP3000871 

45 C-NT2RP3000907//PROBABLE CALCIUM-TRANSPORTING ATPASE 6 (EC 3.6.1 .38).//2.20E-134//296aa// 

42%//P39986 

C-NT2RP3000921 //TUMOR SUPPRESSOR PROTEIN DCC PRECURSOR (COLORECTAL CANCER SUP- 
PR ESSOR)7/4.00E-21 //31 6aa//29%//P431 46 

C-NT2RP3001012//Homo sapiens mRNA for KIAA0829 protein, partial cds.//0//2906bp//98%//AB020636 
50 C-NT2RP3001044 

C-NT2RP3001 061 //Homo sapiens mRNA for KIAA0853 protein, partial cds.//0//3591bp//99%//AB020660 
C-NT2RP3001159//Homo sapiens mRNA; cDNA DKFZp586C201 (from clone DKFZp586C201).//0//2558bp// 
99%//AL050118 

C-NT2RP3001170//Mus musculus activity-dependent neuroprotective protein (Adnp) mRNA, complete cds.// 
55 4.80E-240//850bp//88%//AF0681 98 

C-NT2RP30011 95//GALACTOSE-PROTON SYMPORT (GALACTOSE TRANSPORTER).//4.70E-48//339aa// 
29%//P37021 

C-NT2RP3001240//Canis familiaris sec61 homologue mRNA, complete cds.//1 .20E-301//1141bp//89%//M96629 
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C-NT2RP3001271//NON-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT).// 
2.60E-09//34aa//22%//P521 78 

C-NT2RP3001322//PROBABLE CALCIUM-TRANSPORTING AT PAS E 3 (EC 3.6.1 .38) (ENDOPLASMIC RETIC- 
ULUM CA2+-ATPASE).//1 .70E-21//220aa//30%//P39524 
C-NT2RP3001388//SYNAPTOTAGMIN IV.//2.00E-118//430aa//54%//P50232 

C-NT2RP3001542//TUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHELIAL (B12 PRO- 
TEIN) .//4.70E-11 lh 32aa//37%//Q1 3829 

C-NT2RP3001 560//Homo sapiens cleft lip and palate transmembrane protein 1 (CLPTM1 ) mRNA, complete cds // 
0//2468bp//99%//AF037339 

C-NT2RP3001592//N2.N2-DIMETHYLGUANOSINE TRNA METHYLTRANSFERASE PRECURSOR (EC 
2.1 .1 .32).//1 .30E-1 8//279aa//27%//P 15565 

C-NT2RP3001650//BONE MORPHOGENETIC PROTEIN 1 PRECURSOR (EC 3.4.24.-) (BMP-1 ).//2.20E-22// 
107aa//42%//P98063 

C-NT2RP3001685//PRPE PROTEIN.//1 .00E-68//382aa//41%//P77495 
C-NT2RP3001 738//CYTOCHROME B5.//1 .30E-1 1//1 33aa//33%//P001 69 
C-NT2RP3001754 
C-NT2RP3001858 

C-NT2RP3001976//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//8.90E-143//379aa//55%// 
P51523 

C-NT2RP3002015//Homo sapiens CGI-71 protein mRNA, complete cds.//0//1991bp//99%//AF151829 
C-NT2RP3002160//HISTO-BLOOD GROUP ABO SYSTEM TRANSFERASE (NAGAT) [INCLUDES: GLYCO- 
PROTEIN-FUCOSYLGALACTOSIDE ALPHA-N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1.40) 
(FUCOSYLG LYCO PROTEIN ALP HA-N-ACETYLGALACTOSAM IN YLTRANSFE RASE) (HISTO-BLOOD GROUP 
A TRANSFERASE) (A TRANSFERASE); GLYCOPROTEIN-FUCOSYLGALACTOSIDE ALPHA- GALACTOSYL- 
TRANSFERASE (EC 2.4.1 .37) (FUCOSYLGLYCOPROTEIN 3-ALPHA- GALACTOSYLTRANSFERASE) (HISTO- 
BLOOD GROUP B TRANSFERASE) (B TRANSFERASE)].//3.50E-72//231aa//49%//P16442 
C-NT2RP3002281//Homo sapiens mRNA for KIAA0765 protein, partial cds.//0//2286bp//99%//AB01 8308 
C-NT2RP3002286//Homo sapiens candidate tumor suppressor protein DICE1 mRNA, complete cds //0//2719bp// 
99%//AF097645 

C- NT2 R P30023 1 1 //B ETA-G ALACTO S I DAS E PRECURSOR (EC 3.2.1.23) (LACTASE).//9.80E-1 03//547aa// 

43%//P48982 

C-NT2RP3002324 

C-NT2RP3002342//Human transporter protein (g1 7) mRNA, complete cds.//1 .70E-65//641 bp//65%//U49082 
C-NT2RP3002353 

C-NT2RP3002409//Homo sapiens mRNA for KIAA071 9 protein, complete cds.//0//2404bp//99%//AB0 18262 
C-NT2RP3002411//Homo sapiens steroid dehydrogenase homolog mRNA, complete cds.//0//2374bp//99%// 
AF078850 
C-NT2RP3002448 

C-NT2RP3002571//Bos taurus mRNA for lyncein.//7.30E-169//1115bp//84%//Y17923 
C-NT2RP3002664 

C-NT2RP3002721 //CITRATE SYNTHASE, MITOCHONDRIAL PRECURSOR (EC 4.1 .3.7).//5.80E-249//466aa// 
98%//O75390 

C-NT2RP3002737//Homo sapiens voltage-gated potassium channel KCNQ4 (KCNQ4) mRNA, complete cds HOII 
1 552bp//99%//AF1 05202 

C-NT2RP3002738//Homo sapiens enhancer of filamentation (HEF1) mRNA, complete cds.//2.20E-47//763bp// 

65%//L43821 

C-NT2RP3002790 

C-NT2RP3002836//Homo sapiens mRNA for KIAA0463 protein, partial cds.//0//1617bp//99%//AB007932 
C-NT2RP3002887 

C-NT2RP3002900//Homo sapiens CGI-109 protein mRNA, complete cds.//8.70E-298//1321bp//92%//AF151867 
C-NT2RP3002958//TRANS-GOLG! NETWORK INTEGRAL MEMBRANE PROTEIN TGN38 PRECURSOR// 
8.00E-08//197aa//26%//P19814 
C-NT2RP3002983 

C-NT2RP3003000//Homo sapiens T-type calcium channel alpha- 1 subunit mRNA, complete cds.//0//3160bp// 

96%//AF051946 

C-NT2RP3003076 

C-NT2RP3003354//SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 37/5.10E-55//208aa//51%// 
035609 
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C-NT2RP3003448 
C-NT2RP3003469 

C-NT2RP3003473//Homo sapiens CGI-55 protein mRNA, complete cds.//5.50E-275//1309bp//98%//AF151813 
C-NT2RP3003527//Homo sapiens mRNA for protein kinase Dyrkl B.//0//2483bp//99%//Y1 7999 
5 C-NT2RP3003532//OX-2 MEMBRANE GLYCOPROTEIN PRECURSOR (FRAGMENT)7/4.40E-139//263aa// 

99%//P41217 

C- NT2 R P3003535//U D P -N -AC ETYLG LU CO SAM I N E-- P E PTI D E N-ACETYLGLUCOSAM INYLTRANSFERASE 
110 KD SUBUNIT (EC 2.4.1.-) (O-GLCNAC TRANSFERASE P11 0 SUBUNIT).//8.80E-18//368aa//25%//P56558 
C-NT2RP3003559 
w C-NT2RP3003614 

C-NT2RP3003729//HYPOTHETICAL 42.1 KD PROTEIN IN SNZ1-YPK2 INTERGENIC REGION7/5.80E-17// 
204aa//30%//Q03151 

C-NT2RP3003849//PROTEIN KINASE C, BRAIN ISOZYME (EC 2.7.1.-) (PKC) (DPKC53E(BR)). PKC1 7/1 .20E- 
1 3//1 26aa//34%//P051 30 

15 C-NT2RP3003874//Homo sapiens incomplete cDNA for a mutated allele of a myosin class I, myh-1 C.//0//21 60bp// 

98%//AJ001381 
C-NT2RP3003963 
C-NT2RP3004000 
C-NT2RP3004025 

20 C-NT2RP3004067//Homo sapiens mRNA for NESCA, complete cds7/0//1 962bp//99%//AB026894 

C-NT2RP3004075 
C-NT2RP3004083 

C-NT2RP3004090//GOLIATH PROTEIN (G1 PROTElN).//9.00E-33//179aa//47%//Q06003 
C-NT2RP30041 1 9//PEREGRNN (BR1 40 PROTEIN).//7.30E-39//227aa//43%//P55201 
25 C-NT2RP3004130//CELL SURFACE ANTIGEN 114/A10 P R EC U RSOR 7/8. 10E-06//71aa//42%//P 19467 

C-NT2RP3004133//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-).//2.50E-48//198aa//37%//P43636 
C-NT2RP3004202 

C-NT2RP3004294//Xenopus laevis ER1 mRNA, complete cds7/1 .20E-71//335bp//79%//AF015454 
C-NT2RP3004309//Homo sapiens mRNA; cDNA DKFZp586C201 (from clone DKFZp586C201)7/0//2584bp// 
30 99%//AL050118 

C-NT2RP3004321 

C-NT2RP3004345//N2.N2-DIMETHYLGUANOSINE TRNA METHYLTRANSFERASE PRECURSOR (EC 
2.1 .1 .32).//3.90E-1 8//279aa//27%//P1 5565 
C-NT2RP3004355 
35 C-NT2RP3004374 

C-NT2RP3004406//HYPOTHETICAL 37.4 KD PROTEIN IN IRR1-TIM44 INTERGENIC REGION.//3.20E-1 5// 
165aa//33%//P40544 

C-NT2RP3004481//BUTYROPHILIN PRECURSOR (BT)7/8.50E-22//276aa//32%//Q62556 
C-NT2RP3004552//COM PLEM ENT RECEPTOR TYPE 1 PRECURSOR (C3B/C4B RECEPTOR) (CD35 ANTI- 
40 GEN)7/8.50E-24//263aa//33%//P1 7927 

C-NT2RP3004557//Human Ki nuclear autoantigen mRNA, complete cds.//0//2181bp//96%//U11292 
C-NT2RP3004625//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds.//0//1339bp//99%// 
AF082516 

C-NT2RP3004640//Bos taurus tuftelin mRNA, complete cds.//0//1 204bp//88%//AF1 05228 
45 C-NT2RP3004647//PUTATIVE MITOCHONDRIAL CARRIER YMR1 66C.//2.00E-15//220aa//27%//Q03829 

C-NT2RP4000108//Human gene for neurofilament subunit NF-L.//0//1998bp//99%//X05608 
C-NT2RP4000634//Homo sapiens mitogen-activated protein kinase kinase kinase MEKK2 mRNA, complete cds.// 
0//1 501 bp//98%//AF1 1 1 1 05 

C-NT2RP4000962//SPORULATION-SPECIFIC PROTEIN 1 (EC 2.7.1 .-).//2.60E-18//225aa//32%//P08458 
so C-NT2RP4001001//Homo sapiens clone 24856 mRNA sequence, complete cds.//3.90E-301//1374bp//99%// 

AF131856 

C-NT2RP4001009//Homo sapiens mRNA for farnesylated-proteins converting enzyme 1 7/0//2965bp//99%// 
Y13834 

C-NT2RP4001 467//Human placental cDNA coding for 5'nucleotidase (EC 3.1 .3.5)7/0//21 40bp//99%//X55740 
55 C-NT2RP4001877//Homo sapiens ribonucleoprotein RBM8 (RBM8) mRNA, complete cds.//0//2770bp//99%// 

AF1 27761 
C-NT2RP4001879 

C-NT2RP4002187//Homo sapiens steroid dehydrogenase homolog mRNA, complete cds7/0//2373bp//99%// 
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AF078850 

C-NT2RP4002451 

C-NT2RP4002715 

C-NT2RP4002750//Mus musculus cationic amino acid transporter (CAT3) mRNA, complete cds.//1.00E-310// 
5 2084bp//81 %//U70859 

C-OVARC1000003//Homo sapiens sodium dependent phosphate transporter isoform NaPi-3b mRNA, complete 
cds.//4.30E-220//1 1 58bp//94%//AF1 1 1 856 
C-OVARC1 000090 

C-OVARC1 0001 05//UBIQUITIN-CON JUGATING ENZYME E2-28.4 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN 
10 LIGASE) (UBIQUITIN CARRIER PROTElN).//4.20E-47//171aa//56%//P33296 

C-OVARC1000137 

C-OVARC1000208//Human calcium-dependent group X phospholipase A2 mRNA, complete cds//1 .50E-61// 
365bp//90%//U95301 

C-OVARC1000255//H. sapiens syk mRNA for protein-tyrosine kinase.//0//1525bp//97%//Z29630 
15 C-OVARC1 000275//DESMOPLAKIN I AND II (DPI AND DPIl) (FRAGMENT).//9.90E-1 6//352aa//23%//P 15924 

C-OVARC1 000298 

C-OVARC1 000307//HYPOTHETICAL 29.7 KD PROTEIN CY339.027/3.00E-19//194aa//35%//Q50658 
C-OVARC1 00031 3//PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) (EC 5.3.4. 1).//3.00E-24//353aa// 
27%//Q 12730 

20 C-OVARC1000331//GMP REDUCTASE (EC 1.6.6.8) (GUANOSINE 5*-MONOPHOSPHATE OXIDOREDUCT- 

ASE).//9.40E-44//106aa//59%//P36959 

C-OVARC1 00041 0//Homo sapiens angiopoietin Y1 mRNA, complete cds.//2.10E-63//744bp//69%//AF1 07253 
C-OVARC1 000439//HYPOTHETICAL 64.3 KD GTP-BINDING PROTEIN C02F5.3 IN CHROMOSOME 1117/1 .40E- 
33//1 43aa//53%//P34280 
25 C-OVARC1 000467 

C-OVARC1000529//PROBABLE SERINE/THREONINE-PROTEIN KINASE YKL101W (EC 2.7.1 .-) 7/1 .40 E-23// 
165aa//39%//P34244 

C-OVARC1000553//DIPEPTIDYL PEPTIDASE IV (EC 3.4.14.5) (DPP IV) (THYMOCYTE- ACTIVATING MOLE- 
CULE) (THAM).//1 .30E-23//1 69aa//40%//P28843 
30 C-OVARC1 000775 

C-OVARC1 00081 1//PLASM INOGEN (EC 3.4.21.7) (FRAGMENT)7/6.40E-13//115aa//34%//Q01177 
C-OVARC1 000853 

C-OVARC1000873//N-ACETYLGLUCOSAMINE-6-SULFATASE PRECURSOR (EC 3.1.6.14) (G6S) (GLU- 
COSAMINE-6-SULFATASE).//1 .OOE-09//83aa//40%//P50426 
35 C-OVARC1 00091 6//H. sapiens PISSLRE mRNA.//7.30E-280//1117bp//95%//X78342 

C-OVARC1000956//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG 
PROTEIN).//2.20E-09//250aa//28%//P17437 
C-OVARC1 000995 

C-OVARC1001030//Homo sapiens mRNA for KIAA0886 protein, complete cds.//0//907bp//99%//AB020693 
40 C-OVARC1001049/yTRANSCRIPTION FACTOR HES-1 (C-HAIRY1)7/7.50E-14//96aa//36%//O57337 

C-OVARC1001086//Homo sapiens cyclin T2a mRNA, complete cds7/0//1593bp//98%//AF048731 
C-OVARC1001132//GC-RICH SEQUENCE DNA-BINDING FACTOR (GCF) (TRANSCRIPTION FACTOR 9)(TCF- 
9).//2.30E-44//268aa//36%//P1 6383 

C-OVARC1 001 1 63//HYPOTHETICAL 49.3 KD PROTEIN C30D11.06C IN CHROMOSOME l.//2.30E-20//152aa// 
45 30%//Q09906 

C-OVARC1001222 
C-OVARC1001260 

C-OVARC1001336//Homo sapiens sodium dependent phosphate transporter isoform NaPi-3b mRNA, complete 
cds.//0//1 435bp//99%//AF1 1 1 856 
50 C-OVARC1 001 338//AUTOPHAGY SERINE/THREONINE-PROTEIN KINASE APG1 (EC 2.7.1 .-)7/8.80E-30// 

125aa//40%//P53104 

C-OVARC1001569//PROBABLE SERINE/THREONINE-PROTEIN KINASE YKL101W (EC 2.7.1 .-).//1 .50E-22// 
164aa//39%//P34244 

C-OVARC1001570//Homo sapiens beta-site APP cleaving enzyme (BACE) mRNA, complete cds.//0//1792bp// 
55 100%//AF1 90725 

C-OVARC1001596//Homo sapiens Arf-like 2 binding protein BART1 mRNA, complete cds.//0//1 766bp//99%// 
AF1 26062 

C-OVARC1001607//Human beta-1 ,2-N-acetylglucosaminyltransferase II (MGAT2) gene, complete cds7/0// 
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1836bp//96%//U15128 

C-OVARC1001725//Homo sapiens patched related protein TRC8 (TRC8) gene, exon 1 and partial cds.//0// 

1 624bp//99%//AF064800 

C-OVARC1001727 

5 C-OVARC1001807//Human TR3 orphan receptor mRNA, complete cds.//1 .10E-243//1145bp//98%//L13740 

C-OVARC1001833//CIS-GOLGI MATRIX PROTEIN GM130.//6.60E-136//363aa//76%//Q62839 
C-OVARC1001952//TRICHOHYALIN.//3.30E-16//487aa//27%//Q07283 

C-OVARC1001991/A/OLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV3.3 (KSHIIID).//8.30E-06//114aa// 
35%//Q01956 

w C-OVARC1 002058//Human 1 8S rRNA gene, completed .50E-1 64//921 bp//91 %//M1 0098 

C-OVARC1002178 

C-PLACE1000033/A/ON WILLEBRAND FACTOR PRECURSOR.//3.80E-1 7//1 90aa//28%//Q28295 
C- P LAC E1 000231 //Rattus norvegicus WAP four-disulfide core domain protein (ps20) mRNA, complete cds.// 
2.70E-101//947bp//74%//AF037272 
15 C-PLACE1000258//ZINC FINGER. PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//1 .70E-55//431 aa// 

35%//Q05481 

C-PLACE1000442//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT).//! .00E-88//213aa//67%//P1 641 5 
C-PLACE1 000560 

C-PLACE1000740//Mus musculus (Notch2) mRNA, complete cds.//5.60E-122//893bp//81%//M93661 
20 C-PLACE1000907//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//1 .30E-204//396aa//85%// 

P51522 

C-PLACE1000912 

C-PLACE1 00091 4//Homo sapiens PB39 mRNA, complete cds.//7.50E-88//500bp//69%//AF045584 
C-PLACE1 000927//HYPOTHETICAL 20.9 KD PROTEIN B0563.3 IN CHROMOSOME X.//6.30E-21//123aa// 
25 37%//Q11079 

C-PLACE1000986//Homo sapiens mRNA; cDNA DKFZp586C1817 (from clone DKFZp586C1817).//0//2055bp// 
99%//AL1 17450 

C-PLACE1001016//SODIUM CHANNEL PROTEIN PARA (PARALYTIC PROTEIN).//6.80E-12//133aa//28%// 
P35500 

30 C-PLACE1001100//Homo sapiens nephrin (NPHS1) mRNA, complete cds//3.10E-46//323bp//84%//AF035835 

C-PLACE1 001 1 1 4//HYPOTH ETICAL BHLF1 PROTEIN.//9.20E-06//389aa//31%//P03181 

C-PLACE1001123//INTESTINALMEMBRANEA4 PROTEIN (DIFFERENTIATION-DEPENDENT PROTEIN A4).// 
5.00E-08//95aa//31 %//Q04941 
C-PLACE1001183 
35 C-PLACE1001229 

C-PLACE1 001 231 //Rattus norvegicus sodium-dependent multi-vitamin transporter (SMVT) mRNA, complete 
cds.//2.20E-137//918bp//80%//AF026554 

C-PLACE1 001 340//MITOCHONDRIAL PRECURSOR PROTEINS IMPORT RECEPTOR (72 KD MITOCHONDRI- 
AL OUTER MEMBRANE PROTEIN) (MITOCHONDRIAL IMPORT RECEPTOR FOR THE ADP/ATP CARRIER) 
40 (TRANSLOCASE OF OUTER MEMBRANE TOM 70). //1 .20E-23//231 aa//31%//P23231 

C-PLACE1 001 401 //HIGH AFFINITY IMMUNOGLOBULIN EPSILON RECEPTOR BETA-SUBUNIT (FCERI) (IGE 

FC RECEPTOR, BETA-SUBUNIT).//3.70E-18//148aa//39%//P13386 

C-PLACE1001407 

C-PLACE1001464//Human placental cDNA coding for 5'nucleotidase (EC 3.1 .3.5).//0//2756bp//99%//X55740 
45 C-PLACE1001500//Homo sapiens RecQ5 mRNA for DNA helicase, complete cds.//2.30E-271//1230bp//99%// 

AB006533 

C-PLACE1001516//240 KD PROTEIN OF ROD PHOTORECEPTOR CNG-CHANNEL [CONTAINS: GLUTAMIC 
ACID-RICH PROTEIN (GARP); CYCLIC-NUCLEOTIDE-GATED CATION CHANNEL 4 (CNG CHANNEL 4) (CNG- 
4) (CYCLIC NUCLEOTIDE-GATED CATION CHANNEL MODULATORY SUBUNIT)].//2.30E-08//274aa//28%// 
50 Q28181 

C-PLACE1001536 

C-PLACE1001564//H.sapiens mRNA for HE6 Tm7 receptor//5.10E-36//499bp//70%//X81892 
C-PLACE1 001 655//Homo sapiens Shab-related delayed- rectif ier K+ channel alpha subunit (KCNS3) mRNA, com- 
plete cds.//0//1 708bp//99%//AF043472 
55 C-PLACE1001788 

C-PLACE1 001 795//HYPOTH ETICAL 30.6 KD PROTEIN IN SCP160-SMC3 INTERGENIC REGION PRECUR- 
SOR. //3. 40 E-20//159aa//40%//P47032 

C-PLACE1001836//ENV POLYPROTEIN PRECURSOR (COAT POLYPROTEIN) [CONTAINS: OUTER MEM- 
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BRANE PROTEIN GP70; TRANSMEMBRANE PROTEIN P20E] 7/5.00 E-27//134aa//47%//P 10269 
C-PLACE1 001 91 B//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHE- 
ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPO- 
NENT) 7/2. 30 E-53//339aa//33%//P32 802 
5 C-PLACE1 001 949//PROBABLE CALCIUM-TRANSPORTING ATPASE 9 (EC 3.6.1 .38)7/3. 00 E-75//31 5aa//44%// 

Q 12697 

C-PLACE1002080//Homo sapiens antigen NY-CO-9 (NY-CO-9) mRNA, partial cds.//0//1588bp//99%//AF039691 
C- PLACE 1002095 

C-PLACE1002153//Homo sapiens TACC2 protein (TACC2) mRNA, partial cds.//0//1202bp//99%//AF095791 
10 C-PLACE1 002329//EPI DERMAL GROWTH FACTOR RECEPTOR KINASE SUBSTRATE EPS8.//6.50E-1 05// 

213aa//45%//Q08509 

C- PLACE 1002355//COMPLEMENT C4 PRECURSOR [CONTAINS: C4A ANAPHYLATOXIN]7/4.20E-12//131aa// 
40%//P01029 

C-PLACE1002374//Human mRNA for pro-cathepsin L (major excreted protein MEP)7/1.30E-313//1363bp//97%// 
15 X12451 

C-PLACE1 00251 8//Homo sapiens multiple membrane spanning receptor TRC8 (TRC8) mRNA, complete cds.// 
2.50E-1 4//396bp//64%//AF064801 

C-PLACE1002547//MITOCHONDRIAL PRECURSOR PROTEINS IMPORT RECEPTOR (72 KD MITOCHONDRI- 
AL OUTER MEMBRANE PROTEIN) (MITOCHONDRIAL IMPORT RECEPTOR FOR THE A DP/ATP CARRIER) 
20 (TRANSLOCASE OF OUTER MEMBRANE TOM70)7/2.30E-28//277aa//31 %//P23231 

C-PLACE1002726//Oryctolagus cuniculus mRNA for epithelial calcium channel (ECaC)7/2.80E-202//926bp// 
82%//AJ1 33128 

C-PLACE1002905//ENDOZEPINE-RELATED PROTEIN PRECURSOR (MEMBRANE-ASSOCIATED DIAZEPAM 
BINDING INHIBITOR) (MA-DBI)7/2.40E-37//188aa//40%//P071 06 
25 C-PLACE1 00291 1//POLIOVIRUS RECEPTOR HOMOLOG PRECURSOR7/4.50E-39//345aa//32%//P32507 

C-PLACE1002967//HIGH AFFINITY IMMUNOGLOBULIN EPSILON RECEPTOR BETA-SUBUNIT (FCERI) (IGE 
FC RECEPTOR, B ETA-S U BUN IT) 7/4.60 E-08//156aa//30%//Q 01 362 

C-PLACE1003135//SPORULATION-SPECIFIC PROTEIN 1 (EC 2.7.1 .-).//1 .30E^7//210aa//49%//P08458 
C-PLACE1003163//Homo sapiens DBI-related protein mRNA, complete cds7/1 .00E-294//1344bp//99%// 
30 AF069301 

C- PLACE 1 003407//Homo sapiens putative transmembrane protein (CLN5) mRNA, complete cds.//0//1965bp// 
99%//AF068227 

C-PLACE1003428//Homo sapiens mRNA for VNN1 protein.//1 .80E-142//676bp//72%//AJ 132099 
C-PLACE1 003438 
35 C-PLACE1 003460 

C- PLACE 1 003529//DN A-D I R ECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAG- 
MENT)./^ .30E-09//281aa//22%//P11414 

C-PLACE1003573//T-CELL SURFACE GLYCOPROTEIN YE1/48 (T LYMPHOCYTE ANTIGEN A1) (LY49-A AN- 
TIGEN ) 7/3. 70 E- 1 6//226aa//26%//P20 937 
40 C-PLACE1 003598//TRP-ASP REPEATS CONTAINING PROTEIN RBA-1 7/1 .80E-07//1 61 aa//27%//P9091 7 

C-PLACE1 003644 

C-PLACE1003737//TOLL PROTEIN PRECURSOR7/5.40E-07//203aa//27%//P08953 

C-PLACE1 003772//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 
2.40E-1 2//1 24aa//38%//P1 3983 
45 C-PLACE1 003839//Homo sapiens putative G protein-coupled receptor (RAIG1 ) mRNA, complete cds.//8.1 0E-1 8// 

771 bp//58%//AF095448 

C-PLACE1 003845//PUTATIVE UDP-GLUCOSE 4-EPIMERASE (EC 5.1.3.2) (GAL7VCTOWALDENASE) (UDP- 
G ALACTOS E 4-EPIME RAS E ) 7/3.40 E-37//302aa//30%//Q57664 

C-PLACE1003852//Homo sapiens mRNA for KIAA0758 protein, partial cds.//0//1667bp//99%//AB0 18301 
50 C-PLACE1 004028 

C-PLACE1 004078//Bovine mRNA for adseverin, complete cds.//0//221 8bp//89%//Q26549 
C-PLACE1 0041 66//CREB-BINDING PROTEIN7/1 .80E-12//147aa//35%//P45481 

C-PLACE1004168//GENERAL NEGATIVE REGULATOR OF TRANSCRIPTION SUBUNIT 1 7/9.1 0E-62//485aa// 
32%//P25655 
55 C-PLACE1004199 

C-PLACE1004279//HYPOTHETICAL 59.1 KD PROTEIN ZK637.1 IN CHROMOSOME 1117/1 .40E-08//166aa// 
30%//P30638 

C-PLACE1004282//MONO- AND DIACYLGLYCEROL LIPASE PRECURSOR (EC 3.1.1.-) (MDGL)7/2.10E-1 1// 



1348 



EP1 130 094 A2 



189aa//30%//P25234 

C-PLACE1 004305//RAS-RELATED PROTEIN RAC1 .//9.60E-29//197aa//41%//P40792 
C-PLACE1 004441 //Human G protein-coupled receptor (GPR1) gene, complete cds.//0//1880bp//98%//U 13666 
C-PLACE1 00445 0//AM I NO PEPTIDASE N (EC 3.4.11.2) (MICROSOMAL AMINOPEPTIDASE) (LEUKEMIA AN- 
5 TIGEN CD13).//1.30E-91//562aa//35%//P15541 

C-PLACE1004482//Rattus norvegicus hematopoietic lineage switch 2 related protein (Hls2-rp) mRNA, complete 
cds.//1 .90E-246//1 643bp//83%//AF097723 

C-PLACE1004492//VERPROLIN//3.30E-07//149aa//29%//P37370 
C-PLACE1004519 

10 C-PLACE1004520//Human pregnancy-specific beta-glycoprotein d mRNA, complete cds.//9.10E-279//882bp// 

88%//M20881 

C-PLACE1 004630//Homo sapiens ten integrin EGF-like repeat domains protein precursor (ITGBL1 ) mRNA, com- 
plete cds.//1 .00E-138//643bp//99%//AF072752 
C-PLACE1 004637 

15 C-PLACE1 004648//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 

DASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//1 .40E-18//395aa//25%//P08640 
C-PLACE1 00481 6//Homo sapiens mRNA for Hakata antigen, complete cds.//1 .00E-1 66//856bp//94%//D88587 
C-PLACE1004887//GOLIATH PROTEIN (G1 PROTENN).//4.80E-33//179aa//47%//Q06003 
C-PLACE1 005003//PROSTASIN PRECURSOR (EC 3.4.21 .-).//2.20E-52//269aa//41%//Q1 6651 

20 C-PLACE1 005005//Homo sapiens ubiquitin conjugating enzyme G2 (UBE2G2) mRNA, complete cds.//4.1 0E-261// 

1 209bp//98%//AF032456 

C-PLACE1005031//CHLORINE CHANNEL PROTEIN P64.//8.00E-92//205aa//87%//P35526 

C-PLACE1 005239//Homo sapiens mRNA for HI RIP3 protein (clone pH4-31 , PH4-1 7).//1 .80E-235//1 01 0bp//84%// 

AJ2233511 

25 C-PLACE1005250//Homo sapiens D-type cyclin-interacting protein 1 (DIP1) mRNA, complete cds.//0//1046bp// 

96%//AF082569 

C-PLACE1005383//Homo sapiens UP50 mRNA, complete cds.//0//2019bp//99%//AF093118 
C-PLACE1 00541 0//Canis familiaris sec61 homologue mRNA, complete cds.//2.40E-204//673bp//89%//M96629 
C-PLACE1 005426//Human pregnancy-specific beta 1 -glycoprotein 4 (PSG4) clone FL-64 mRNA, complete cds.// 
30 0//1 629bp//95%//U 1 8469 

C-PLACE1 00551 9//Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cds.//4.60E-1 08//1 070bp//73%// 
AF024636 

C-PLACE1005539//ACTIN POLYMERIZATION INHIBITOR (HEAT SHOCK 25 KD PROTEIN) (25-KD IAP).// 
3.1 OE-08//84aa//34%//Q00649 

35 C-PLACE1005544//Mus musculus junctional adhesion molecule (Jam) mRNA, complete cds.//2.00E-159// 

1237bp//76%//U89915 

C-PLACE1005569//Homo sapiens mRNA for Z39lg protein. //0//1768bp//99%//AJ 132502 
C-PLACE1 005601 

C-PLACE1 005660//HYPOTHETICAL 64.3 KD GTP-BINDING PROTEIN C02F5.3 IN CHROMOSOME III.//1.90E- 
40 33//143aa//53%//P34280 
C-PLACE1 005669 

C-PLACE1005682//B-CELL LYMPHOMA 3-ENCODED PROTEIN (BCL-3 PROTEIN).//4.90E-09//183aa//33%// 
P20749 

C-PLACE1 005725//HYPOTHETICAL 55.1 KD PROTEIN B0416.5 IN CHROMOSOME X.//7.60E-17//295aa// 
45 27%//Q11073 

C-PLACE1005736//Human mRNA for BAS-GRIP protein.//0//2378bp//99%//E1631 1 C-PLACE1005745//ORM1 

PROTEIN.//2.40E-17//137aa//35%//P53224 

C-PLACE1 005768 

C-PLACE1 00581 5//COLO RECTAL MUTANT CANCER PROTEIN (MCC PROTEIN).//1 .50E-26//274aa//26%// 
so P23508 

C-PLACE1005878//Bovinechlorinechannel protein (p64)mRNA, complete cds.//5.90E-137//889bp//85%//L1 6547 
C- PLAC E 1 005927//H YPOTH ETICAL 35.8 KD PROTEIN C12G12.12 IN CHROMOSOME I.//1 .60E-38//333aa// 
33%//Q09875 

C-PLACE1006071//LAMININ BETA-1 CHAIN PRECURSOR (LAMININ B1 CHAIN).//6.00E-08//215aa//26%// 
55 P02469 

C-PLACE1006073//Homo sapiens mRNA for glucuronyltransf erase I, complete cds.//4.10E-316//1020bp//96%// 
AB009598 

C-PLACE1006079//Homo sapiens distal-less homeobox protein (DLX3) gene, complete cds.//0//1379bp//97%// 
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AF028233 
C-PLACE1 006093 

C-PLACE1006208//Homo sapiens nGAP mRNA, complete cds.//3.30E-151//694bp//100%//AF047711 
C-PLACE1 00621 9//PUTATIVE UDP-GLUCOSE 4-EPiMERASE (EC 5.1.3.2) (GALACTOWALDENASE) (UDP- 

5 GALACTOSE 4-EPIMERASE).//3.50E-37//302aa//30%//Q57664 

C-PLACE1006277//Homo sapiens mRNA for Z39lg protein .//0//1768bp//99%//AJ 132502 
C-PLACE1006290//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-) 7/8. 50 E-75//301 aa//39%//P43636 
C-PLACE1006443//Homo sapiens PB39 mRNA, complete cds//4.30E-98//553bp//70%//AF045584 
C-PLACE1 00651 5//Homo sapiens mRNA for KIAA0576 protein, partial cds.//0//2846bp//99%//AB011148 

10 C-PLACE1 00671 6//30 KD ADIPOCYTE COMPLEMENT-RELATED PROTEIN PRECURSOR (ACRP30) (ADI- 

POCYTE SPECIFIC PROTEIN ADIPOQ)7/4.60E-25//181aa//35%//Q60994 
C-PLACE1 006786 

C-PLACE1006809//SLS1 PROTEIN PRECURSOR.//9.10E-10//273aa//27V/P08124 
C-PLACE1 006959 

15 C-PLACE1007028//Homo sapiens TDAG51/lp1 homologue 1 (TIH1) mRNA, complete cds.//1 . 40 E-307//1 423b p// 

99%//AF151100 
C-PLACE1 007040 

C-PLACE1 007077//Homo sapiens mRNA for KIAA0977 protein, complete cds.//0//2578bp//99%//AB0231 94 
C-PLACE1 007081 //COAGULATION FACTOR V PRECURSOR (ACTIVATED PROTEIN C COFACTOR).//5.00E- 
20 20//247aa//34%//Q28 1 07 

C-PLACE1 007096//PUTATIVE SUGAR TRANSPORT PROTEIN GUTA.//2.70E-17//174aa//27%//O34368 
C-PLACE1007296//Human mRNA for a presumptive KDEL receptory/1 .10E-185//1038bp//91%//X55885 
C-PLACE1 007591 

C-PLACE1007626//Homo sapiens unknown mRNA, complete cds.//3.00E-246//1122bp//99%//AF047439 
25 C-PLACE1 007702//Mus musculus TRA1 mRNA, complete cds7/7.50E-41//662bp//64%//D7B335 

C-PLACE1007845//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-).//4.80E-14//158aa//40%//P43636 
C-PLACE1 007881 //HYPOTHETICAL 69.4 KD PROTEIN F13H10.3 IN CHROMOSOME IV.//3.10E-99//504aa// 
42%//Q 19425 
C-PLACE1 007971 

30 C-PLACE1008282//HEME-REGULATEDEUKARYOTIC INITIATION FACTOR EIF-2-ALPHA KINASE (EC 2.7.1.-) 

( H R I ) J 17. 1 0 E-274//627aa//82%//P33279 

C-PLACE1008297//MYOSIN HEAVY CHAIN KINASE B (EC 2.7.1.129) (MHCK B).//1 .30E-14//187aa//33%// 
P90648 

C-PLACE1 008359//BEM46 PROTEIN (FRAGMENT) .//1 .70E-50//289aa//42%//P54069 
35 C-PLACE1 008469 

C-PLACE1008549//Homo sapiens Ets transcription factor ESE-2b mRNA, complete cds.//0//2274bp//99%// 
AF1 15403 

C-PLACE1 008657//Bovine mRNA for adseverin, complete cds.//7.80E-227//1246bp//90%//D26549 
C- PLACE1 00871 6//Human. beta-1 ,2-N-acetylglucosaminyltransferase II (MGAT2) gene, complete cds.//0// 
40 1 888bp//99%//U 1 51 28 

C-PLACE1 008744//P-SELECTIN PRECURSOR (GRANULE MEMBRANE PROTEIN 140) (GMP-140) (PADGEM) 
(CD62P) (LEUKOCYTE-ENDOTHELIAL CELL ADHESION MOLECULE 3) (LECAM3).//4.80E-32//338aa//30%// 
Q01102 

C-PLACE1 008984 

45 C-PLACE1008985//Mus musculus synaptotagmin VIII mRNA, partial cds.//3.80E-140//650bp//81%//U20107 

C-PLACE1 009067 
C-PLACE1009196 

C-PLACE1009279//cDNA encoding novel physiologically active protein which have serine protease activity.// 
6.60E-86//1 41 4bp//64%//E1 2965 
50 C-PLACE1 009527//Oryctolagus cuniculus mRNA for epithelial calcium channel (ECaC).//1 .20E-87//585bp//83%// 

AJ 1331 28 
C-PLACE1 009546 

C-PLACE1009600//Mouse mRNA for tetracycline transporter-like protein, complete cds.//1 .10E-264//924bp// 
88%//D88315 
55 C-PLACE1 009735 

C-PLACE1 009982//SALIVARY GILUE PROTEIN SGS-3 PRECURSOR.//5.20E-08//166aa//28%//P02840 
C-PLACE1 01 001 1//Homo sapiens AAPT1 -like protein mRNA, partial cds.//1 .70E-237//1 092bp//99%//AF047431 
C-PLACE1010078//ORM1 PROTEIN.//3.70E-19//137aa//37%//P53224 
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C-PLACE1 01 0081 //Homo sapiens serine/threonine kinase RICK (RICK) mRNA, complete cds.//0//2033bp//99%// 
AF027706 

C-PLACE1 01 0251 //FIBRILLIN 2 PRECURSOR.//1 .70E-31//201 aa//35%//Q61 555 
C-PLACE1010445 

5 C-PLACE1010713//Homo sapiens steroid dehydrogenase homolog mRNA, complete cds.//0//2374bp//99%// 

AF078850 

C-PLACE1010784//Homo sapiens orphan G protein-coupled receptor (GPR34) gene, complete cds.//2.30E-252// 
1 1 46bp//99%//AF039686 

C-PLACE1010827//COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR (FRAGMENT) 7/1 .90E- 

10 1 9//1 63aa//34%//P49020 

C-PLACE1010968//PROTEIN-TYROSINE PHOSPHATASE DLAR PRECURSOR (EC 3.1.3.48) (PROTEIN- TY- 
ROSINE-PHOSPHATE PHOSPHOHYDROLASE).//3.40E-30//690aa//26%//P1 6621 
C-PLACE1011045//Homo sapiens EMike protein mRNA, complete cds7/0//2376bp//99%//AF094516 
C-PLACE1 01111 6//GLUCOAMYLASE S1 /S2 PRECURSOR (EC 3.2. 1 .3) (GLUCAN 1 ,4-ALPHA-GLUCOSIDASE) 

15 (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//3.30E-09//234aa//27%//P08640 

C-PLACE1011181//MSP1 PROTEIN HOMOLOG 7/9.40 E-82//353aa//47%//P548 15 
C-PLACE1011236//Mus musculus mRNA for RST, complete cds.//1 .70E-90//1398bp//65%//AB005451 
C-PLACE1011364//MYOTONIN-PROTEIN KINASE (EC 2.7.1.-) (MYOTONIC DISTROPHY PROTEIN KINASE) 
(MDPK) (DM-KINASE) (DMK) (DMPK) (MT-PK)7/2.20E-09//153aa//32%//Q09013 

20 C-PLACE1011407//ZINC FINGER PROTEIN 184 (FRAGMENT) 7/1 .80E-133//342aa//59%//Q99676 

C-PLACE1011516//HYPOTHETICAL 21.5 KD PROTEIN IN SEC15-SAP4 INTERGENIC REGION7/1.30E-13// 
139aa//34%//P53073 

C-PLACE1011 708//Homo sapiens intrinsic facto r-B 12 receptor precursor, mRNA, complete cds.//0//1840bp//98%// 
AF034611 

25 C-PLACE1011824//Human Ste20-like kinase (MST2) mRNA, complete cds.//6.40E-202//561bp//92%//U26424 

C-PLACE1011978//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7)7/1 .10E-194//547aa// 
57%//Q05481 

C-PLACE20001 1 8//WISKOTT-ALDRICH SYNDROME PROTEIN HOMOLOG (WASP)7/3.20E-27//205aa//43%// 
P70315 
30 C-PLACE2000219 

C-PLACE30001 81 //Human protocadherin 42 mRNA, complete cds for abbreviated PC427/0//2719bp//95%// 
Lt1370 

C-PLACE3000213//COMPLEMENT RECEPTOR TYPE 2 PRECURSOR (CR2) (COMPLEMENT C3D RECEP- 
TOR) 7/4.60E-68//31 7aa//34%//P 1 9070 
35 C-PLACE4000354//COM PLEM ENT RECEPTOR TYPE 1 PRECURSOR (C3B/C4B RECEPTOR) (CD35 ANTI- 

GEN).//! .00E-129//482aa//29%//P1 7927 
C-PLACE4000455 
C-SKNMC1 000004 
C-SKNMC1000014 

40 C-SKNMC1000082//BRITTLE-1 PROTEIN PRECURSOR. //3.70E-31//307aa/130%//P2951 8 

C-THYRO1000036//Homo sapiens collagen alpha 3 type IX (COL9A3) mRNA, complete cds.//1 .20E-258// 
1376bp//93%//L41162 

C-THYR01 000061 //M us musculus mRNA for UBE-1c1, UBE-1c2, UBE-1c3, complete cds.//1 .40E-117//1126bp// 
74%//AB030505 
45 C-THYR0 1000099 

C-THYRO1000196//Homo sapiens Ksp-cadherin (CDH16) mRNA, complete cds.//0//1632bp//91%//AF0 16272 
C-THYR01000400//Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 25795 7/0//1 893bp//99%// 
AL1 09665 

C-THYRO1000580//ZINC FINGER PROTEIN 184 (FRAGMENT)7/9.90E-114//279aa//59%//O99676 
50 C-THYRO1000584//EPIDIDYMIS-SPECIFIC ALPHA-MANNOSIDASE (EC 3.2.1.24) (ALPHA-D-MANNOSIDE 

MANNOHYDROLASE) (135 KD PROTEIN)7/5.40E-127//335aa//71%//Q28949 
C-THYRO1000678//Homo sapiens Cx30 gene 7/0//1 741 bp//97%//AJ005585 

C-THYRO1000776//PROBABLE SULFATE PERMEASE SPBC3H7.02 7/1 .30E-68//442aa//36%//O 74377 
C-THYRO1000795//C.elegans mRNA for Oxoglutarate/malate carrier protein 7/8.80E-42//821bp//63%//X761 14 
55 C-THYR01 000846 

C-THYRO1000866//SHK1 KINASE-BINDING PROTEIN 1 7/4.40E-91//449aa//44%//P78963 
C-THYRO1000956//Human G protein-coupled receptor APJ gene, complete cds 7/0//1583bp//99%//U 03642 
C-THYRO1000964//Drosophila melanogaster Pelle associated protein Pellino (Pli) mRNA, complete cds.//1 .10E- 
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34//759bp//63%//AF091 624 
C-THYR01 000999 
C-THYRO1001063 

C-THYR01 001 071//GAMMA-ADAPTIN (GOLGI ADAPTOR HA1/AP1 ADAPTIN GAMMA SUBUNIT) (CLATHRIN 
5 ASSEMBLY PROTEIN COMPLEX 1 GAMMA LARGE CHAIN).//8.20E-14//157aa//33%//P22892 

C-THYRO1001102 

C-THYRO1001113//Homo sapiens mRNA; cDNA DKFZp564E1616 (from clone DKFZp564E1616)7/0//1361bp// 
99%//AL096713 

C-THYRO1001128//Homo sapiens mRNA for hypothetical protein (C9orf9 gene)7/6.40E-155//648bp//99%// 
10 AJ011375 

C-THYRO1001205 

C-THYRO1001237//PHYTOENE DEHYDROGENASE (EC 1.3.-.-) (PHYTOENE DESATURASE) (ALBINO-1 
PROTEIN)7/3. 1 0E-1 3//346aa//22%//P21 334 

C-THYR01 001 242//Homo sapiens cleft lip and palate transmembrane protein 1 (CLPTM1) mRNA, complete cds.// 
15 0//2468bp//99%//AF037339 

C-THYRO1001266//Human sodium iodide symporter mRNA, complete cds.//7.20E-81//1466bp//62%//U66088 
C-THYRO1001327 

C-TH YRO 1001 456//H Y POTH ETIC AL 56.2 KD PROTEIN CY31 .25C.//9.40E-32//355aa//31%//Q 10555 
C-THYRO1001457//H.sapiens mRNA for protein kinase C mu7/2.30E-218//1183bp//73%//X75756 

20 C-THYRO1001471 

C-THYRO1001478//CYTOCHROME B-245 HEAVY CHAIN (P22 PHAGOCYTE B-CYTOCHROME) (NEU- 
TROPHIL CYTOCHROME B, 91 KD POLYPEPTIDE) (CGD91-PHOX) (GP91-PHOX) (CYTOCHROME B(558) 
BETA CHAIN) (SUPEROXIDE-GENERATING NADPH OXIDASE HEAVY CHAIN SUBUNIT).//8.90E-50//296aa// 
35%//P04839 

25 C-THYRO1001495 

C-THYRO1001523//Homo sapiens mRNA for TM7XN1 protein.//0//3663bp//99%//AJ011001 
C-THYRO1001529//SERINE PALMITOYLTRANSFERASE 2 (EC 2.3.1 .50) (LONG CHAIN BASE BIOSYNTHESIS 
PROTEIN 2) (SPT 2).//5.50E-25//115aa//53%//Q09925 

C-THYRO1001593//PUTATIVE SERINE/THREONINE-PROTEIN KINASE P78 (EC 2.7.1 .-) 7/3.1 0E-203//550aa// 
30 62%//P27448 

C-THYRO1001608 

C-THYRO1001641//Homo sapiens CGI-57 protein mRNA, complete cds.//0//1668bp//99%//AF151815 
C-THYR01 001 700//SERINE/THREONINE PROTEIN KINASE RIP (EC 2.7.1.-) (CELL DEATH PROTEIN RIP) 
(RECEPTOR INTERACTING PROTEIN). //9.70E-33//268aa//37%//Q60855 
35 C-THYRO1001702//Mus musculus mRNA for myeloid associated differentiation protein .//1. 50 E-128//1204bp// 

73%//AJ001616 
C-THYRO1001725 

C-THYRO1001770//PROBABLE SERINE/THREONINE-PROTEIN KINASE YNL020C (EC 2.7.1 .-).//6. 30 E-20// 
169aa//35%//P53974 
40 C-THYRO1001803 

C-Y79AA1000030//Homo sapiens mRNA for Fe65L2, complete cds.//0//1828bp//100%//AB0 18247 
C-Y79AA1000127 
C-Y79AA1 000207 
C-Y79AA1 000226 . 

45 C-Y79AA1000270//Bos taurus vacuolar H+ ATPase subunit Ac45 mRNA, complete cds.//1.00E-271//1490bp// 

83%//U 10039 

C-Y79AA1 000426//Mus musculus activin beta E subunit mRNA, complete cds.//7.70E-200//1 533bp//78%//U 96386 
C-Y79AA1 000521 
C-Y79AA1 000750 

so C-Y79AA1 000776//Mus musculus mRNA for GSG1 , complete cds.//2.40E-1 61//820bp//85%//D87325 

C-Y79AA1 000777/A/EGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 .//8.1 0E-48//283aa//38%//Q00808 
C-Y79AA1000876//PROTEIN DISULHDE ISOMERASE-RELATED PROTEIN PRECURSOR (ERP72)7/1 .60E- 
44//21 0aa//38%//P1 3667 

C-Y79AA1000888//TRNA PSEUDOURIDINE SYNTHASE A (EC 4.2.1.70) (PSEUDOURIDYLATE SYNTHASE I) 
55 (PSEUDOURIDINE SYNTHASE I) (URACIL HYDROLYASE)7/1 .50 E-21//267aa//32%//P 70973 

C-Y79AA1000959//Homo sapiens Hsp70 binding protein HspBPI mRNA, complete cds.//4.80E-283//1405bp// 
95%//AF093420 

C-Y79AA1000967//CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE TYPE I (EC 2.7.1 .123) (CAM Kl- 
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NASE 1)7/1 .00E-77//359aa//44%//Q14012 
C-Y79AA1001013 

C-Y79AA1001056//Homo sapiens MAID protein mRNA, complete cds7/0//1475bp//99%//AF1 13535 
C-Y79AA1001062//TUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHELIAL (B12 PRO- 
TE I N) 7/8 . 90 E-1 2//1 32aa//38%//Q1 3829 

C-Y79AA1001090//NUCLEAR FACTOR NF-KAPPA-B P105 SUBUNIT (DNA-BINDING FACTOR KBF1) (EBP- 1) 
(NF-KAPPA-B1 P84 /NF-KAPPA-B1 P98) [CONTAINS: NUCLEAR FACTOR NF- KAPPA-B P50 SUBUNIT] (FRAG- 
M ENT)7/4.50E-09//1 44aa//31 %//Q 63369 

C-Y79AA1001212//Homo sapiens SL15 protein mRNA, complete cds.//6.30E-306//1388bp//99%//AF038961 
C-Y79AA1001264//HYPOTHETICAL 39.9 KD PROTEIN T15H9.1 IN CHROMOSOME II PRECURSOR7/5.10E- 
1 06//351 aa//58%//Q1 0005 

C-Y79AA1001272//Homo sapiens retinoic acid repressible protein (RARG-1) mRNA, complete cds.//1 .50E-183// 
867bp//98%//AF1 72066 

C-Y79AA1001328//Mus muscuius mRNA for DII3 protein, complete cds7/1 .90E-263//1 988bp//79%//AB0 13440 
C-Y79AA1001426//ANION EXCHANGE PROTEIN 3 (CARDIAC/BRAIN BAND3-LIKE PROTEIN) (CAE3/BAE3)7/ 
6.20E-66//609aa//31%//P48751 

C-Y79AA1001427//Homo sapiens cytochrome b5 reductase 1 (B5R.1) mRNA, complete cds7/0//1588bp//99%// 
AF1 69481 

C-Y79AA1001430//Homo sapiens mRNA for KIAA0469 protein, complete cds7/0//2943bp//99%//AB007938 
C-Y79AA1001523//Homo sapiens transcriptional intermediary factor 1 alpha mRNA, complete cds7/0//2263bp// 
99%//AF1 19042 

C-Y79AA1001530//Human beta-tubulin gene (5-beta) with ten Alu family m embers 7/0//1 920 bp//98%//X00734 
C-Y79AA1001592 

C-Y79AA1001727//CELL SURFACE A33 ANTIGEN P R ECU RSO R 7/1 . 1 0E-1 3//286aa//27%//Q99795 
C-Y79AA1 001 787//PROBABLE CALCIUM-TRANSPORTING ATPASE 9 (EC 3.6.1 .38)7/1 .70E-1 33//544aa//37%// 
Q 12697 

C-Y79AA1001 793//MUS muscuius mRNA for GSG1 , complete cds 7/3. 70 E-126//532bp//78%//D 87325 
C-Y79AA1001 795//Homo sapiens mRNA for GalT4 protein7/2.30E-250//1137bp//99%//Y15061 
G-Y79AA1001799//MITOCHONDRIAL RNA SPLICING PROTEIN MSR4.//3.40E-54//182aa//39%//P23500 
C-Y79AA1001803//Homo sapiens secretogranin III mRNA, complete cds7/0//1871bp//99%//AF078851 
C-Y79AA1001863 

C-Y79AA1002022//POLIOVIRUS RECEPTOR HOMOLOG PRECURSOR7/2.20E-06//140aa//26%//P32507 
C-Y79AA1002058//Mus muscuius Gng3lg mRNA, complete cds.//4.10E-167//1145bp//83%//AF069954 
C-Y79AA1002121//HISTONE H1 7/4.90E-12//114aa//35%//P35060 
C-Y79AA1002129 

C-Y79AA1002213//HYPOTHETICAL 52.7 KD PROTEIN C38C10.2 IN CHROMOSOME 1117/1 .20E-98//262aa// 
41%//Q03567 

C-Y79AA1002334//GLUCOSE REPRESSION MEDIATOR P ROTE IN 7/1 .70 E-1 0//333aa//23%//P 14922 
C-Y79AA1002373//Mus muscuius mRNA for GSG1 , complete cds.//7.20E-147//680bp//79%//D87325 
C-Y79AA1 002376//Rattus norvegicus cytoplasmic dynein intermediate chain 2B mRNA, complete cds7/1.50E- 
304//1 667bp//90%//U39045 

C-Y79AA1002378//Homo sapiens zinc finger protein NY-REN-21 antigen mRNA, partial cds.//0//963bp//99%// 
AF155100 

C-Y79AA1 002381//Homo sapiens ceil cycle related kinase mRNA, complete cds.//0//1 791 bp//98%//AF03501 3 



Claims 

1 . Use of an oligonucleotide as a primer for synthesizing the polynucleotide comprising the nucleotide sequence set 
forth in any one of SEQ ID NOs:,1 -829 and 2545, or the complementary strand thereof, wherein said oligonucleotide 
is complementary to said polynucleotide or the complementary strand thereof and comprises at least 15 nucle- 
otides. 

2. A primer set for synthesizing polynucleotides, the primer set comprising an oligo-dT primer and an oligonucleotide 
complementary to the complementary strand of the polynucleotide comprising the nucleotide sequence set forth 
in any one of SEQ ID NOs: 1-829 and 2545, wherein said oligonucleotide comprises at least 15 nucleotides. 

3. A primer set for synthesizing polynucleotides, the primer set comprising a combination of an oligonucleotide com- 
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prising a nucleotide sequence complementary to the complementary strand of the polynucleotide comprising a 5'- 
end nucleotide sequence and an oligonucleotide comprising a nucleotide sequence complementary to the poly- 
nucleotide comprising a 3'-end nucleotide sequence, wherein said oligonucleotides comprise at least 15 nucle- 
otides and wherein said combination of 5'-end nucleotide sequence.3'-end nucleotide sequence is selected from 
the group consisting of: 

SEQ ID NO:4 and SEQ ID NO:830 
SEQ ID NO:5 and SEQ ID NO:831 
SEQ ID NO:6 and SEQ ID NO:832 
SEQ ID NO:7 and SEQ ID NO:833 
SEQ ID NO:8 and SEQ ID NO:834 
SEQ ID NO:9 and SEQ ID NO:835 
SEQ ID NO: 11 and SEQ ID NO:836 
SEQ ID NO: 12 and SEQ ID NO-.837 
SEQ ID NO: 13 and SEQ ID NO:838 
SEQ ID NO: 14 and SEQ ID NO:839 
SEQ ID NO: 15 and SEQ ID NO:840 
SEQ ID NO: 16 and SEQ ID NO:841 
SEQ ID NO: 17 and SEQ ID NO:842 
SEQ ID NO: 18 and SEQ ID NO:843 
SEQ ID NO:20 and SEQ ID NO:844 
SEQ ID NO:22 and SEQ ID NO: 845 
SEQ ID NO:23 and SEQ ID NO: 846 
SEQ ID NO:24 and SEQ ID NO:847 
SEQ ID NO:25 and SEQ ID NO:848 
SEQ ID NO:26 and SEQ ID NO:849 
SEQ ID NO:27 and SEQ ED NO:850 
SEQ ID NO:28 and SEQ ID NO:85 1 
SEQ ID NO:29 and SEQ ID NO:852 
SEQ ID NO.30 and SEQ ID NO:853 
SEQ ID NO:31 and SEQ ID NO:854 
SEQ ID NO:32 and SEQ ID NO: 855 
SEQ ID NO:33 and SEQ ID NO: 856 
SEQ ED NO: 34 and SEQ ID NO: 857 
SEQ ID NO:35 and SEQ ID NO:858 
SEQ ID NO: 36 and SEQ ID NO: 859 
SEQ ID NO:37 and SEQ ID NO:860 
SEQ ID NO:39 and SEQ ID NO:861 
SEQ ID NO:40 and SEQ ID NO: 862 
SEQ ID NO:4 1 and SEQ ID NO: 863 
SEQ ID NO:42 and SEQ ID NO:864 
SEQ ID NO:44 and SEQ ID NO:865 
SEQ ID NO:45 and SEQ ID NO:866 
SEQ ID NO:46 and SEQ ID NO:867 
SEQ ID NO:47 and SEQ ID NO: 868 
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SEQ ID NO:48 and SEQ ID NO:869 
SEQ ID NO:49 and SEQ ID NO:870 
SEQ ID NO:50 and SEQ ID NO:871 
SEQ ED NO:52 and SEQ ID NO:872 
SEQ ID NO:53 and SEQ ID NO:873 
SEQ ID NO:54 and SEQ ID NO:874 
SEQ ID NO:55 and SEQ ID NO:875 
SEQ ID NO:56 and SEQ ID NO:876 
SEQ ID NO:57 and SEQ ID NO:877 
SEQ ID NO:58 and SEQ ID NO:878 
SEQ ID NO:59 and SEQ ID NO:879 
SEQ ID NO:60 and SEQ ID NO:880 
SEQ ID NO:61 and SEQ ID NO:881 
SEQ ID NO:62 and SEQ ID NO:882 
SEQ ID NO:63 and SEQ ID NO:883 
SEQ ID NO:64 and SEQ ID NO:884 
SEQ ID NO:65 and SEQ ID NO:885 
SEQ ID NO:66 and SEQ ID NO:886 
SEQ ED NO:67 and SEQ ID NO:887 
SEQ ID NO:69 and SEQ ID NO:888 
SEQ ID NO:70 and SEQ ID NO:889 
SEQ ID NO:71 and SEQ ID NO:890 
SEQ ID NO:72 and SEQ ID NO:891 
SEQ ID NO:73 and SEQ ID NO:892 
SEQ ID NO:74 and SEQ ID NO:893 
SEQ ID NO:75 and SEQ ID NO:894 
SEQ ID NO:76 and SEQ ID NO:895 
SEQ ID NO:77 and SEQ ID NO:896 
SEQ ID NO:78 and SEQ ID NO:897 
SEQ ID NO:79 and SEQ ID NO:898 
SEQ ID NO:80 and SEQ ID NO:899 
SEQ ID NO:81 and SEQ ID NO:900 
SEQ ID NO:82 and SEQ ID NO:901 
SEQ ID NO:83 and SEQ ID NO:902 
SEQ ID NO:84 and SEQ ID NO:903 
SEQ ID NO:85 and SEQ ID NO:904 
SEQ ID NO:86 and SEQ ID NO:905 
SEQ ID NO:87 and SEQ ID NO:906 
SEQ ID NO:88 and SEQ ID NO:907 
SEQ ID NO:89 and SEQ ID NO:908 
SEQ ID NO:90 and SEQ ID NO:909 
SEQ ID NO:91 and SEQ ID NO:910 
SEQ ID NO:92 and SEQ ID NO:9i i 
SEQ ID NO:93 and SEQ ED NO:912 
SEQ ID NO:94 and SEQ ED NO:913 
SEQ ID NO:95 and SEQ ID NO:914 
SEQ ID NO:96 and SEQ ID NO:915 
SEQ ID NO:97 and SEQ ID NO:916 
SEQ ID NO:98 and SEQ ID NO:917 
SEQ ID NO:99 and SEQ ID NO:918 
SEQ ID NO: 100 and SEQ ID NO:919 
SEQ ID NO: 101 and SEQ ID NO:920 
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SEQ ID NO: 102 and SEQ ID NO:921 
SEQ ID NO: 103 and SEQ ID NO:922 
SEQ ID NO: 104 and SEQ ID NO:923 
SEQ ID NO: 105 and SEQ ID NO:924 
SEQ ID NO: 106 and SEQ ID NO:925 
SEQ ID NO: 107 and SEQ ID NO:926 
SEQ ID NO: 108 and SEQ ID NO:927 
SEQ ID NO: 109 and SEQ ID NO:928 
SEQ ID NO: 1 10 and SEQ ID NO:929 
SEQ ID NO: 1 1 1 and SEQ ID NO:930 
SEQ ID NO: 1 12 and SEQ ID NO:931 
SEQ ID NO: 1 13 and SEQ ID NO:932 
SEQ ID NO: 1 14 and SEQ ID NO:933 
SEQ ID NO:l 15 and SEQ ID NO:934 
SEQ ID NO:l 16 and SEQ ID NO:935 
SEQ ID NO:l 17 and SEQ ID NO:936 
SEQ ID NO: 1 1 8 and SEQ ID NO:937 
SEQ ID NO: 1 19 and SEQ ED NO:938 
SEQ ID NO: 120 and SEQ ID NO:939 
SEQ ID NO:122 and SEQ ID NO:940 
SEQ ID NO: 123 and SEQ ID NO:941 
SEQ ID NO: 124 and SEQ ID NO:942 
SEQ ID NO:125 and SEQ ID NO:943 
SEQ ID NO: 126 and SEQ ID NO:944 
SEQ ID NO: 127 and SEQ ID NO:945 
SEQ ID NO: 128 and SEQ ID NO:946 
SEQ ID NO: 129 and SEQ ID NO:947 
SEQ ED NO: 130 and SEQ ID NO:948 
SEQ ID NO: 13 1 and SEQ ID NO:949 
SEQ ID NO: 132 and SEQ ID NO:950 
SEQ ID NO: 133 and SEQ ID NO:951 
SEQ ID NO: 134 and SEQ ID NO:952 
SEQ ID NO: 135 and SEQ ID NO:953 
SEQ ID NO: 136 and SEQ ID NO:954 
SEQ ID NO: 137 and SEQ ED NO:955 
SEQ ID NO: 138 and SEQ ID NO:956 
SEQ ID NO: 139 and SEQ ID NO:957 
SEQ ID NO: 140 and SEQ ID NO:958 
SEQ ID NO: 141 and SEQ ID NO:959 
SEQ ID NO: 142 and SEQ IT) NO:960 
SEQ ID NO: 143 and SEQ ID NO:961 
SEQ ID NO: 144 and SEQ IE) NO:962 
SEQ ID NO: 145 and SEQ ID NO:963 
SEQ ID NO: 146 and SEQ IE) NO:964 
SEQ ID NO: 147 and SEQ ID NO:965 
SEQ ID NO: 148 and SEQ IE) NO:966 
SEQ ID NO: 149 and SEQ IE) NO:967 
SEQ ID NO: 150 and SEQ ID NO:968 
SEQ ID NO: 151 and SEQ ID NO:969 
SEQ ID NO: 152 and SEQ ID NO:970 
SEQ ID NO: 153 and SEQ ID NO:971 
SEQ ID NO: 154 and SEQ ID NO:972 
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SEQ ID NO: 155 and SEQ ID NO:973 
SEQ ID NO: 156 and SEQ ID NO:974 
SEQ ID NO: 157 and SEQ ID NO:975 
SEQ ID NO:158 and SEQ ID NO:976 
SEQ ID NO: 159 and SEQ ID NO:977 
SEQ ID NO:160 and SEQ ID NO:978 
SEQ ID NO: 161 and SEQ ID NO:979 
SEQ ID NO: 162 and SEQ ID NO:980 
SEQ ID NO:163 and SEQ ID NO:981 
SEQ ID NO: 164 and SEQ ID NO:982 
SEQ ED NO: 165 and SEQ ID NO:983 
SEQ 3D NO: 166 and SEQ ID NO:984 
SEQ ED NO: 167 and SEQ ID NO:985 
SEQ ID NO: 168 and SEQ ID NO:986 
SEQ ID NO:169 and SEQ ID NO:987 
SEQ ID NO: 170 and SEQ ID NO:988 
SEQ ID NO:171 and SEQ ID NO:989 
SEQ ID NO: 172 and SEQ ID NO:990 
SEQ ID NO: 173 and SEQ ID NO:991 
SEQ ID NO: 174 and SEQ ED NO:992 
SEQ ID NO:175 and SEQ ID NO:993 
SEQ ID NO: 176 and SEQ ID NO:994 
SEQ ID NO: 177 and SEQ ID NO:995 
SEQ ID NO: 178 and SEQ ID NO:996 
SEQ ID NO: 179 and SEQ ID NO:997 
SEQ ID NO: 1 80 and SEQ ID NO:998 
SEQ ID NO: 181 and SEQ ID NO:999 
SEQ ID NO: 182 and SEQ ID NO: 1000 
SEQ ID NO: 183 and SEQ ID NO: 1001 
SEQ ID NO:184 and SEQ ID NO:1002 
SEQ ID NO: 185 and SEQ ID NO: 1003 
SEQ ID NO: 186 and SEQ ID NO: 1004 
SEQ ID NO: 187 and SEQ ID NO: 1005 
SEQ ID NO: 188 and SEQ ID NO: 1006 
SEQ ID NO: 189 and SEQ ID NO: 1007 
SEQ ID NO: 190 and SEQ ID NO: 1008 
SEQ ID NO: 191 and SEQ ID NO: 1009 
SEQ ID NO: 193 and SEQ ID NO: 1010 
SEQ ID NO: 194 and SEQ ID NO: 1011 
SEQ ID NO: 195 and SEQ ID NO: 1012 
SEQ ID NO: 196 and SEQ 3D NO: 1013 
SEQ ID NO: 197 and SEQ ID NO: 1014 
SEQ ID NO: 198 and SEQ ID NO: 1015 
SEQ ID NO: 199 and SEQ ID NO: 1016 
SEQ ID NO:200 and SEQ IT' NO: 1017 
SEQ ID NO:201 and SEQ ID NO: 1018 
SEQ ID NO:202 and SEQ ED NO:1019 
SEQ ID NO:203 and SEQ ID NO: 1020 
SEQ ID NO: 204 and SEQ ID NO: 1021 
SEQ ID NO:205 and SEQ ID NO: 1022 
SEQ ID NO:207 and SEQ ID NO: 1023 
SEQ ID NO:208 and SEQ ID NO: 1024 
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SEQ ID NO:209 and SEQ ID NO: 1025 
SEQ ID NO:210 and SEQ ID NO:1026 
SEQ ID N0:21 1 and SEQ ID NO: 1027 
SEQ ID NO:212 and SEQ ID NO: 1028 
SEQ ID NO:213 and SEQ ID NO: 1029 
SEQ ID N0:214 and SEQ ID NO:1030 
SEQ ID NO:215 and SEQ ED NO: 103 1 
SEQ ID NO:216 and SEQ ID NO: 1032 
SEQ ID NO:248 and SEQ ID NO: 1033 
SEQ ID NO:249 and SEQ ID NO: 1034 
SEQ ID NO:250 and SEQ ID NO: 1035 
SEQ ID NO:251 and SEQ ID NO:1036 
SEQ ID NO:252 and SEQ ID NO: 1037 
SEQ ID NO:253 and SEQ ID NO: 1038 
SEQ ID NO:254 and SEQ ID NO: 1039 
SEQ ID NO:255 and SEQ ID NO: 1040 
SEQ ID NO:256 and SEQ ID NO: 1041 
SEQ ID NO:257 and SEQ ID NO: 1042 
SEQ ID NO:258 and SEQ ID NO: 1043 
SEQ ID NO:259 and SEQ ID NO: 1044 
SEQ ID NO:260 and SEQ ID NO: 1045 
SEQ ID NO:26t and SEQ ID NO: 1046 
SEQ ID NO:262 and SEQ ID NO: 1047 
SEQ ID NO:263 and SEQ ID NO. 1048 
SEQ ID NO:264 and SEQ ID NO: 1049 
SEQ ID NO:265 and SEQ ID NO: 1050 
SEQ ID NO:266 and SEQ ID NO: 1051 
SEQ ID NO:267 and SEQ ID NO: 1052 
SEQ ID NO:268 and SEQ ID NO: 1053 
SEQ ID NO:291 and SEQ ID NO: 1054 
SEQ ID NO:292 and SEQ ID NO: 1055 
SEQ ID NO:293 and SEQ ID NO: 1056 
SEQ ID NO:294 and SEQ ID NO: 1057 
SEQ ID NO:295 and SEQ ID NO: 1058 
SEQ ID NO:296 and SEQ ID NO: 1059 
SEQ ID NO:297 and SEQ ID NO: 1060 
SEQ ID NO:298 and SEQ ID NO: 1061 
SEQ ID NO:300 and SEQ ID NO: 1062 
SEQ ID NO:301 and SEQ ID NO: 1063 
SEQ ID NO:302 and SEQ ID NO:1064 
SEQ ID NO:304 and SEQ ID NO:1065 
SEQ ID NO:305 and SEQ ID NO: 1066 
SEQ ID NO:306 and SEQ ID NO: 1067 
SEQ ID NO:307 and SEQ ID NO: 1068 
SEQ ID NO:308 and SEQ ID NO: 1069 
SEQ ID NO:309 and SEQ ID NO: 1070 
SEQ ID NO:310 and SEQ ID NO: 1071 
SEQ ID NO:31 1 and SEQ ID NO: 1072 
SEQ ID NO:312 and SEQ ID NO: 1073 
SEQ ID NO:3 13 and SEQ ID NO: 1074 
SEQ ID NO:314 and SEQ ID NO: 1075 
SEQ ID NO:3 15 and SEQ ID NO: 1076 
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SEQ ID NO:317 and SEQ ID NO: 1077 
SEQ ID NO:318 and SEQ ID NO: 1078 
SEQ ID NO:319 and SEQ ID NQ:1079 
SEQ ID NO:320 and SEQ ID NO: 1080 
SEQ ID NO:321 and SEQ ID NO:1081 
SEQ ID NO:322 and SEQ ID NO: 1082 
SEQ ID NO:323 and SEQ ID NO: 1083 
SEQ ID NO:324 and SEQ ID NO: 1084 
SEQ ID NO:325 and SEQ ID NO: 1085 
SEQ ID NO:326 and SEQ ID NO: 1086 
SEQ ID NO:327 and SEQ ID NO: 1087 
SEQ ID NO:328 and SEQ ID NO: 1088 
SEQ ID NO:329 and SEQ ID NO: 1089 
SEQ ID NO:330 and SEQ ID NO: 1090 
SEQ ID NO:331 and SEQ ID NO: 1091 
SEQ ID NO:332 and SEQ ID NO: 1092 
SEQ ID NO:333 and SEQ ID NO: 1093 
SEQ ID NO:334 and SEQ ID NO: 1094 
SEQ ED NO:335 and SEQ ID NO: 1095 
SEQ ID NO:336 and SEQ ED NO: 1096 
SEQ ED NO:337 and SEQ ED NO: 1097 
SEQ ID NO:338 and SEQ ID NO: 1098 
SEQ ID NO:339 and SEQ ID NO: 1099 
SEQ ID NO:340 and SEQ ED NO: 1 100 
SEQ ED NO:341 and SEQ ID NO: 1101 
SEQ ID NO:342 and SEQ ID NO: 1 102 
SEQ ID NO:343 and SEQ ID NO: 1 103 
SEQ ID NO:344 and SEQ ED NO: 1 104 
SEQ ID NO:345 and SEQ ID NO: 1 105 
SEQ ID NO:347 and SEQ ID NO: 1 106 
SEQ ID NO:348 and SEQ ID NO: 1 107 
SEQ ID NO:349 and SEQ ID NO: 1 108 
SEQ ID NO:350 and SEQ ID NO: 1 109 
SEQ ID NO:35 1 and SEQ ID NO: 1 1 10 
SEQ ID NO:352 and SEQ ID NO: 1 1 1 1 
SEQ ID NO:353 and SEQ ED NO: 1 1 12 
SEQ ID NO:354 and SEQ ID NO: 1 1 13 
SEQ ID NO:355 and SEQ ID NO: 1 1 14 
SEQ ID NO:356 and SEQ ID NO: 1 1 1 5 
SEQ ID NO:357 and SEQ ID NO: 1 1 16 
SEQ ID NO:358 and SEQ ID NO: 1 1 17 
SEQ ED NO:359 and SEQ ID NO: 1 1 18 
SEQ ID NO:360 and SEQ ID NO: 1 1 19 
SEQ ID NO:361 and SEQ ID NO: 1 120 
SEQ ID NO:362 and SEQ ID NO: 1 121 
SEQ ID NO:363 and SEQ ID NO: 1122 
SEQ ID NO:364 and SEQ ID NO: 1 123 
SEQ ID NO:365 and SEQ ED NO: 1 124 
SEQ ID NO:366 and SEQ ID NO: 1 125 
SEQ ID NO:367 and SEQ ID NO: 1 126 
SEQ ID NO:368 and SEQ ID NO: 1 127 
SEQ ID NO:369 and SEQ ID NO: 1 128 



1359 



EP1 130 094 A2 



SEQ ID NO:370 and SEQ ID NO:l 129 
SEQ ID NO:37 1 and SEQ ID NO: 1 1 30 
SEQ ID NO:372 and SEQ ID NO: 1 131 
SEQ ID NO:373 and SEQ ID NO:l 132 
SEQ ID NO:374 and SEQ ID NO: 1 133 
SEQ ID NO:375 and SEQ ID NO: 1 134 
SEQ ID NO:376 and SEQ ID NO: 1 135 
SEQ ID NO:377 and SEQ ID NO:l 136 
SEQ ID NO:378 and SEQ ID NO: 1 137 
SEQ ID NO:379 and SEQ ID NO: 1 138 
SEQ ID NO:380 and SEQ ID NO: 1 139 
SEQ IDNO:381 and SEQ ID NO: 1140 
SEQ ID NO:382 and SEQ ID NO: 1 141 
SEQ ID NO:383 and SEQ ID NO: 1 142 
SEQ ID NO:384 and SEQ ID NO: 1 143 
SEQ ID NO:385 and SEQ ID NO: 1144 
SEQ ID NO:386 and SEQ ID NO:l 145 
SEQ ID NO:387 and SEQ ID NO: 1 146 
SEQ ID NO:388 and SEQ ID NO: 1 147 
SEQ ID NO:389 and SEQ ID NO: 1 148 
SEQ ID NO:390 and SEQ ID NO: 1 149 
SEQ ID NO:391 and SEQ ID NO: 1 150 
SEQ ID NO:392 and SEQ ID NO: 1151 
SEQ ID NO:393 and SEQ ID NO: 1 1 52 
SEQ ID NO:394 and SEQ ID NO: 1 1 53 
SEQ ID NO:395 and SEQ ED NO: 1 154 
SEQ ID NO:396 and SEQ ID NO: 1 155 
SEQ ID NO:397 and SEQ ID NO: 1 156 
SEQ ID NO:398 and SEQ ID NO: 1 157 
SEQ ID NO:399 and SEQ ID NO: 1 158 
SEQ ID NO:400 and SEQ ID NO: 1 159 
SEQ ID NO:401 and SEQ ID NO: 1 160 
SEQ ID NO:402 and SEQ IDNO:1161 
SEQ ID NO:403 and SEQ ID NO: 1 162 
SEQ ID NO:404 and SEQ ID NO: 1 163 
SEQ ID NO:405 and SEQ ID NO: 1 164 
SEQ ID NO:406 and SEQ ED NO: 11 65 
SEQ ID NO:407 and SEQ ID NO: 1 166 
SEQ ID NO:408 and SEQ ID NO: 1167 
SEQ ID NO:409 and SEQ ID NO:1168 
SEQ ID NO:410 and SEQ ID NO: 1169 
SEQ ID NO:41 1 and SEQ ID NO: 1 170 
SEQ IDNO:412 and SEQ ID NO: 1 171 
SEQ ID NO:413 and SEQ ID NO: 1 172 
SEQ ID NO:414 and SEQ ID NO: 1 173 
SEQ ID NO:415 and SEQ ID NO: 1 174 
SEQ ID NO:4 1 6 and SEQ ID NO: 1 1 75 
SEQ ID NO:417 and SEQ ID NO: 1 176 
SEQ ID NO:419 and SEQ ID NO: 1 177 
SEQ ID NO:420 and SEQ ID NO: 1 178 
SEQ ID NO:421 and SEQ ID NO: 1 179 
SEQ ID NO:422 and SEQ ID NO: 1 180 
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SEQ ID NO:423 and SEQ ID NO:1181 
SEQ ID NO:424 and SEQ ID NO: 11 82 
SEQ ID NO:425 and SEQ ID NO: 11 83 
SEQ ID NO:426 and SEQ ID NO: 1 184 
SEQ ID NO:427 and SEQ ID NO:l 185 
SEQ ID NO:428 and SEQ ID NO: 11 86 
SEQ ID NO:429 and SEQ ID NO: 1 187 
SEQ ID NO:430 and SEQ ID NO: 1 188 
SEQ ID NO:43 1 and SEQ ID NO: 1 189 
SEQ ID NO:432 and SEQ ID NO: 1 190 
SEQ ID NO:433 and SEQ ID NO: 1 19 1 
SEQ ID NO:434 and SEQ ID NO: 1 192 
SEQ ID NO:435 and SEQ ID NO: 1 193 
SEQ ID NO:436 and SEQ ID NO: 1 194 
SEQ ID NO:437 and SEQ ID NO: 1 195 
SEQ ID N0.438 and SEQ ID NO: 1 196 
SEQ ID NO:439 and SEQ ID NO: 1 197 
SEQ ID NO:440 and SEQ ID NO: 1 198 
SEQ ID NO:441 and SEQ ID NO: 1199 
SEQ ID NO:442 and SEQ ID NO: 1200 
SEQ ID NO:443 and SEQ ID NO: 1201 
SEQ ID NO:444 and SEQ ID NO: 1202 
SEQ ID NO:446 and SEQ ED NO: 1203 
SEQ ID NO:447 and SEQ ID NO: 1204 
SEQ ID NO:448 and SEQ ID NO: 1205 
SEQ ID NO:450 and SEQ ID NO: 1206 
SEQ ID NO:45 1 and SEQ ID NO: 1207 
SEQ ID NO:452 and SEQ ID NO: 1208 
SEQ ID NO:453 and SEQ ID NO: 1209 
SEQ ID N0.454 and SEQ ID NO: 12 10 
SEQ ID NO:455 and SEQ ID NO: 12 11 
SEQ ID NO:456 and SEQ ID NO: 1212 
SEQ ID NO:457 and SEQ ID NO: 1213 
SEQ ED NO:458 and SEQ ID NO: 1214 
SEQ ID NO:459 and SEQ ID NO: 1215 
SEQ ID NO:460 and SEQ ID NO: 1216 
SEQ ID NO:461 and SEQ ID NO: 1217 
SEQ ID NO:462 and SEQ ID NO: 1218 
SEQ ID NO:463 and SEQ ID NO: 1219 
SEQ ID NO:464 and SEQ ID NO: 1220 
SEQ ID NO:465 and SEQ ID NO:1221 
SEQ ID NO:466 and SEQ ID NO: 1222 
SEQ ID NO:467 and SEQ ID NO: 1223 
SEQ ID NO:468 and SEQ ID NO: 1224 
SEQ ID NO:469 and SEQ ID NO: 1225 
SEQ ID NO:470 and SEQ ID NO: 1226 
SEQ ID NO:47 1 and SEQ ID NO: 1227 
SEQ ID NO:472 and SEQ ID NO: 1228 
SEQ ID NO:473 and SEQ ID NO: 1229 
SEQ ID NO:474 and SEQ ID NO: 1230 
SEQ ID NO:475 and SEQ ID NO: 1231 
SEQ ID NO:476 and SEQ ID NO: 1232 
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SEQ ID NO:477 and SEQ ID NO: 1233 
SEQ ID NO:478 and SEQ ID NO: 1234 
SEQ ID NO:479 and SEQ ID NO: 1235 
SEQ ID NO:480 and SEQ ID NO: 1236 
SEQ ID NO:481 and SEQ ID NO: 1237 
SEQ ID NO:482 and SEQ ID NO: 1238 
SEQ ID NO:483 and SEQ ID NO: 1239 
SEQ ID NO:484 and SEQ ID NO: 1240 
SEQ ID NO:485 and SEQ ID NO:1241 
SEQ ID NO:486 and SEQ ID NO: 1242 
SEQ ID NO:487 and SEQ ID NO: 1243 
SEQ ID NO:488 and SEQ ID NO: 1244 
SEQ ID NO:489 and SEQ ID NO: 1245 
SEQ ID NO:490 and SEQ ID NO: 1246 
SEQ ID NO:492 and SEQ ID NO: 1247 
SEQ ID NO:493 and SEQ ID NO: 1248 
SEQ ID NO:494 and SEQ ID NO: 1249 
SEQ ID NO:496 and SEQ ID NO: 1250 
SEQ ID NO:497 and SEQ ID NO: 1251 
SEQ ID NO:498 and SEQ ID NO: 1252 
SEQ ID NO:499 and SEQ ID NO: 1253 
SEQ ID NO:500 and SEQ ID NO: 1254 
SEQ ID NO:501 and SEQ ID NO: 1255 
SEQ ID NO:502 and SEQ ID NO: 1256 
SEQ ID NO:503 and SEQ ID NO:12'57 
SEQ ID NO:504 and SEQ ID NO: 1258 
SEQ ID NO-.505 and SEQ ID NO: 1259 
SEQ ID NO:506 and SEQ ID NO: 1260 
SEQ ID NO:507 and SEQ ID NO: 1261 
SEQ ID NO:508 and SEQ ID NO: 1262 
SEQ ID NO.509 and SEQ ID NO: 1263 
SEQ ID NO:510 and SEQ ID NO: 1264 
SEQEDNO:511 and SEQ ID NO: 1265 
SEQ ID NO:513 and SEQ ID NO.1266 
SEQ ID NO:514 and SEQ ID NO: 1267 
SEQ ID NO:515 and SEQ ID NO: 1268 
SEQ ID NO:516 and SEQ ID NO: 1269 
SEQ ID NO:517 and SEQ ID NO: 1270 
SEQ ID NO:518 and SEQ ID NO:1271 
SEQ ID NO:519 and SEQ ID NO: 1272 
SEQ ID NO:520 and SEQ ID NO:1273 
SEQ ID NO:521 and SEQ ID NO: 1274 
SEQ ID NO:522 and SEQ ID NO:1275 
SEQ ID NO:523 and SEQ ID NO:1276 
SEQ ID NO:524 and SEQ ID NO: 1277 
SEQ ID NO:525 and SEQ ID NO: 1278 
SEQ ID NO:526 and SEQ ID NO: 1279 
SEQ ID NO:527 and SEQ ID NO: 1280 
SEQ ID NO:528 and SEQ ID NO: 1281 
SEQ ID NO:529 and SEQ ID NO: 1282 
SEQ ID NO:530 and SEQ ID NO: 1283 
SEQIDNO:531 and SEQIDNO:1284 
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SEQ ID NO:532 and SEQ ID NO: 1285 
SEQ ID NO:533 and SEQ ID NO: 1286 
SEQ ED NO:534 and SEQ ID NO: 1287 
SEQ ID NO:535 and SEQ ID NO: 1288 
SEQ ID NO:536 and SEQ ID NO: 1289 
SEQ ID NO:537 and SEQ ID NO: 1290 
SEQ ID NO:538 and SEQ ID NO: 1291 
SEQ ID NO:539 and SEQ ID NO: 1292 
SEQ ID NO:540 and SEQ ID NO: 1293 
SEQ ID NO:541 and SEQ ID NO: 1294 
SEQ ID NO:542 and SEQ ID NO: 1295 
SEQ ID NO:543 and SEQ ID NO: 1296 
SEQ ID NO:544 and SEQ ID NO: 1297 
SEQ ID NO:545 and SEQ ID NO: 1298 
SEQ ID NO:546 and SEQ ID NO: 1299 
SEQ ID NO:547 and SEQ ID NO: 1300 
SEQ ID NO:548 and SEQ ID NO: 1301 
SEQ ID NO:549 and SEQ ID NO:1302 
SEQ ID NO:550 and SEQ ID NO:1303 
SEQ ID NO:551 and SEQ ID NO:1304 
SEQ ID NO:552 and SEQ ID NO: 1305 
SEQ ID NO:553 and SEQ ID NO: 1306 
SEQ ID NO:554 and SEQ ID NO: 1307 
SEQ ID NO:555 and SEQ ID NO: 1308 
SEQ ID NO:556 and SEQ ID NO: 1309 
SEQ ID NO:557 and SEQ ID NO:1310 
SEQ ID NO:558 and SEQ ID NO: 13 1 1 
SEQ ID NO:559 and SEQ ID NO: 1312 
SEQ ID NO:560 and SEQ ID NO:1313 
SEQIDNO:561 and SEQ ID NO: 13 14 
SEQ ID NO:562 and SEQ ID NO: 1315 
SEQ ID NO:563 and SEQ ID NO: 1316 
SEQ ID NO:564 and SEQ ID NO: 1317 
SEQ ID NO:565 and SEQ ID NO:1318 
SEQ ID NO:566 and SEQ ID NO:1319 
SEQ ID NO:567 and SEQ ID NO: 1320 
SEQ ID NO:569 and SEQ ID NO: 132 1 
SEQ ID NO:570 and SEQ ID NO: 1322 
SEQ ID NO:571 and SEQ ID NO:1323 
SEQ ID NO:572 and SEQ ID NO: 1324 
SEQ ID NO:573 and SEQ ID NO: 1325 
SEQ ID NO:574 and SEQ ID NO: 1326 
SEQ ID NO:575 and SEQ ID NO: 1327 
SEQ ID NO:576 and SEQ ID NO: 1328 
SEQ ID NO:577 and SEQ ID NO: 1329 
SEQ ID NO:579 and SEQ ID NO: 1330 
SEQ ID NO:580 and SEQ ID NO:1331 
SEQ ID NO:581 and SEQ ID NO: 1332 
SEQ ID NO:582 and SEQ ID NO: 1333 
SEQ ID NO:583 and SEQ ID NO: 1334 
SEQ ID NO:584 and SEQ ID NO: 1335 
SEQ ID NO:585 and SEQ ID NO: 1336 
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SEQ ID NO:586 and SEQ ID NO: 1337 
SEQ ID NO:587 and SEQ ID NO: 1338 
SEQ ID NO:588 and SEQ ID NO: 1339 
SEQ ID NO:589 and SEQ ID NO: 1340 
SEQ ID NO:590 and SEQ ID NO:1341 
SEQ ID NO:591 and SEQ ID NO: 1342 
SEQ ID NO:592 and SEQ ID NO:1343 
SEQ ID NO:593 and SEQ ID NO: 1344 
SEQ ID NO:594 and SEQ ID NO: 1345 
SEQ ID NO:595 and SEQ ID NO: 1346 
SEQ ID NO:596 and SEQ ID NO: 1347 
SEQ ID NO:597 and SEQ ID NO: 1348 
SEQ ID NO:598 and SEQ ID NO: 1349 
SEQ ID NO:599 and SEQ ID NO: 1350 
SEQ ID NO:600 and SEQ ID NO: 1351 
SEQ ID NO:601 and SEQ ID NO: 1352 
SEQ ID NO:602 and SEQ ID NO: 1353 
SEQ ID NO:603 and SEQ ID NO: 1354 
SEQ ID NO:604 and SEQ ID NO: 1355 
SEQ ID NO:605 and SEQ ID NO: 1356 
SEQ ID NO:606 and SEQ ID NO: 1357 
SEQ ID NO:607 and SEQ ID NO: 1358 
SEQ ID NO:608 and SEQ ID NO: 1359 
SEQ ID NO:609 and SEQ ID NO:1360 
SEQ ID NO:610 and SEQ ID NO: 1361 
SEQ ID NO:61 1 and SEQ ID NO: 1362 
SEQ ID NO:612 and SEQ ID NO:1363 
SEQ ID NO:613 and SEQ ID NO: 1364 
SEQ ID NO:614 and SEQ ID NO: 1365 
SEQ ID NO:615 and SEQ ID NO: 1366 
SEQ ED NO:616 and SEQ ID NO:1367 
SEQ ID NO:617 and SEQ ID NO: 1368 
SEQ ID NO:618 and SEQ ID NO: 1369 
SEQ ID NO:619 and SEQ ID NO: 1370 
SEQ ID NO:620 and SEQ ID NO: 1371 
SEQ ID NO:621 and SEQ ID NO: 1372 
SEQ ID NO:622 and SEQ ID NO: 1373 
SEQ ID NO:623 and SEQ ID NO: 1374 
SEQ ID NO: 624 and SEQ ID NO: 1375 
SEQ ID NO:625 and SEQ ID NO:1376 
SEQ ID NO:626 and SEQ ID NO: 1377 
SEQ ID NO:627 and SEQ ID NO: 1378 
SEQ ID NO:628 and SEQ ID NO: 1379 
SEQ ID NO:629 and SEQ ID NO: 1380 
SEQ ID NO:630 and SEQ ID NO: 1381 
SEQ ID NO:631 and SEQ ID NO: 1382 
SEQ ID NO:632 and SEQ ID NO: 1383 
SEQ ID NO:633 and SEQ ID NO: 1384 
SEQ ID NO:634 and SEQ ID NO: 1 385 
SEQ ID NO:635 and SEQ ID NO: 1386 
SEQ ID NO:636 and SEQ ID NO:1387 
SEQ ID NO:637 and SEQ ID NO:1388 
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SEQ ID NO:638 and SEQ ID NO: 1389 
SEQ ID NO:639 and SEQ ID NO: 1390 
SEQ ID NO:640 and SEQ ID NO: 1391 
SEQ ID NO:641 and SEQ ID NO: 1392 
SEQ ID NO:642 and SEQ ID NO: 1393 
SEQ ID NO:643 and SEQ ID NO: 1394 
SEQ ID NO:644 and SEQ ID NO: 1395 
SEQ ID NO:645 and SEQ ID NO: 1396 
SEQ ID NO:646 and SEQ ID NO: 1397 
SEQ ID NO:647 and SEQ ID NO: 1398 
SEQ ID NO:648 and SEQ ID NO: 1399 
SEQ ID NO:649 and SEQ ID NO: 1400 
SEQ ID NO:650 and SEQ ID NO: 1401 
SEQ ID NO:651 and SEQ ID NO: 1402 
SEQ ID NO:652 and SEQ ID NO: 1403 
SEQ ID NO:653 and SEQ ID NO: 1404 
SEQ ID NO:654 and SEQ ID NO: 1405 
SEQ ID NO:655 and SEQ ID NO: 1406 
SEQ ID NO:656 and SEQ ID NO: 1407 
SEQ ID NO:657 and SEQ ED NO: 1408 
SEQ ID NO:658 and SEQ ID NO: 1409 
SEQ ID NO:659 and SEQ ID NO: 1410 
SEQ ID NO:660 and SEQ ID NO: 141 1 
SEQ ID NO:661 and SEQ DD NO: 1412 
SEQ ID NO:662 and SEQ ID NO: 141 3 
SEQ ID NO:663 and SEQ ID NO:1414 
SEQ ID NO:664 and SEQ ID NO:1415 
SEQ ID NO:665 and SEQ ID NO: 1416 
SEQ ID NO:666 and SEQ ID NO: 1417 
SEQ ID NO:667 and SEQ ID NO: 1418 
SEQ ID NO:668 and SEQ ID NO: 1419 
SEQ ID NO:669 and SEQ ID NO: 1420 
SEQ ID NO:670 and SEQ ID NO: 1421 
SEQ ID NO:671 and SEQ ID NO: 1422 
SEQ ID NO:672 and SEQ ID NO: 1423 
SEQ ID NO:673 and SEQ ID NO: 1424 
SEQ ID NO:674 and SEQ ID NO: 1425 
SEQ ED NO:675 and SEQ ID NO: 1426 
SEQ ID NO:676 and SEQ ID NO: 1427 
SEQ ID NO:677 and SEQ ID NO: 1428 
SEQ ID NO:678 and SEQ ID NO: 1429 
SEQ ID NO:679 and SEQ ID NO: 1430 
SEQ ID NO:680 and SEQ ID NO: 1431 
SEQ ID NO:681 and SEQ ID NO: 1432 
SEQ ED NO:682 and SEQ ID NO: 1433 
SEQ ID NO:683 and SEQ ID NO: 1434 
SEQ ID NO:684 and SEQ ID NO: 1435 
SEQ ID NO:685 and SEQ ID NO: 1436 
SEQ ID NO:686 and SEQ ID NO: 1437 
SEQ ID NO:687 and SEQ ID NO: 1438 
SEQ ID NO:688 and SEQ ID NO: 1439 
SEQ ID NO: 689 and SEQ ID NO: 1440 
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SEQ ID NO:690 and SEQ ID NO: 1441 
SEQ ID NO:691 and SEQ ID NO: 1442 
SEQ ID NO:692 and SEQ ID NO: 1443 
SEQ ID NO:693 and SEQ ID NO: 1444 
SEQ ID NO:694 and SEQ ID NO: 1445 
SEQ ID NO:695 and SEQ ID NO: 1446 
SEQ ID NO:696 and SEQ ID NO: 1447 
SEQ ID NO:697 and SEQ ID NO: 1448 
SEQ ID NO:698 and SEQ ID NO: 1449 
SEQ ID NO:699 and SEQ ID NO:1450 
SEQ ID NO:700 and SEQ ID NO: 1451 
SEQ ID NO:701 and SEQ ID NO: 1452 
SEQ ID NO:702 and SEQ ID NO: 1453 
SEQ ID NO:703 and SEQ ID NO: 1454 
SEQ ID NO:704 and SEQ ID NO: 1455 
SEQ ID NO:705 and SEQ ID NO: 1456 
SEQ ID NO:706 and SEQ ID NO: 1457 
SEQ ID NO:707 and SEQ ID NO: 1458 , 
SEQ ID NO:708 and SEQ ID NO: 1459 
SEQ ID NO:709 and SEQ ED NO: 1460 
SEQ ID NO:710 and SEQ ID NO: 1461 
SEQ ID NO:711 and SEQ ID NO: 1462 
SEQ ID NO:712 and SEQ ID NO:1463 
SEQ ID NO:7 1 3 and SEQ ID NO: 1464 
SEQ ID N0.714 and SEQ ID NO: 1465 
SEQ ID NO:715 and SEQ ID NO: 1466 
SEQ ID NO:7 1 6 and SEQ ID NO: 1467 
SEQ ID NO:717 and SEQ ID NO:1468 
SEQ ID NO:718 and SEQ ID NO: 1469 
SEQ ID NO:719 and SEQ ID NO: 1470 
SEQ ID NO:720 and SEQ ID NO: 147 1 
SEQ ID NO:721 and SEQ ID NO: 1472 
SEQ ID NO:722 and SEQ ID NO: 1473 
SEQ ID NO:723 and SEQ ID NO: 1474 
SEQ ID NO:724 and SEQ ID NO: 1475 
SEQ ID NO:725 and SEQ ID NO: 1476 
SEQ ID NO:726 and SEQ ID NO: 1477 
SEQ ID NO:727 and SEQ ID NO: 1478 
SEQ ID NO:729 and SEQ ID NO: 1479 
SEQ ID NO:730 and SEQ ID NO: 1480 
SEQ ID NO:73 1 and SEQ ID NO: 148 1 
SEQ ID NO:732 and SEQ ID NO: 1482 
SEQ ID NO:733 and SEQ ID NO: 1483 
SEQ ID NO:734 and SEQ ID NO: 1484 
SEQ ID NO:735 and SEQ ID NO: 1485 
SEQ ID NO:736 and SEQ ID NO: 1486 
SEQ ID NO:737 and SEQ ID NO: 1487 
SEQ ID NO:738 and SEQ ID NO: 1488 
SEQ ID NO:739 and SEQ ID NO: 1489 
SEQ ID NO.740 and SEQ ID NO: 1490 
SEQ ID NO:741 and SEQ ID NO: 1491 
SEQ ID NO:745 and SEQ ID NO: 1492 
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SEQIDNO:746 and 
SEQIDNO:747 and 
SEQIDNO:748 and 
SEQIDNO:749 and 
SEQ ID NO:750 and 
SEQE>NO:751and 
SEQIDNO:752and 
SEQIDNO:753and 
SEQIDNO:754and 
SEQ IDNO:755 and 
SEQ ID NO:756 and 
SEQ ID NO:757 and 
SEQIDNO:758 and 
SEQ ID NO:759 and 
SEQ ID NO:760 and 
SEQ ID NO:761 and 
SEQ ID NO:762and 
SEQ IDNO:763and 
SEQIDNO:764and 
SEQIDNO:765and 
SEQIDNO:766and 
SEQIDNO:767and 
SEQ ID NO:768 and 
SEQ ID NO:769and 
SEQIDNO:770and 
SEQIDNO:771and 
SEQIDNO:772 and 
SEQ ID NO:773 and 
SEQ ID NO:774 and 
SEQIDNO:775and 
SEQ ID NO:776 and 
SEQ ID NO:777 and 
SEQ ID NO:778 and 
SEQ ID NO:779 and 
SEQ ID NO:780 and 
SEQIDNO:781 and 
SEQIDNO:782and 
SEQIDNO:783 and 
SEQIDNO:784 and 
SEQIDNO:785 and 
SEQ ID NO:786 and 
SEQ ID NO:787 and 
SEQIDNO:788 and 
SEQ ID NO:789 and 
SEQ ID NO:790 and 
SEQ IDNO:791 and 
SEQ ID NO:792 and 
SEQIDNO:793 and 
SEQ ID NO:794 and 
SEQ ID NO:795 and 
SEQ ID NO:797 and 
SEQ ID NO:798 and 



SEQ ID NO: 1493 
SEQ ID NO: 1494 
SEQ ID NO: 1495 
SEQ ID NO: 1496 
SEQ ID NO: 1497 
SEQ ID NO: 1498 
SEQ ID NO: 1499 
SEQ ID NO: 1500 
SEQ IDNO:1501 
SEQIDNO:1502 
SEQ E> NO: 1503 
SEQIDNO:1504 
SEQIDNO:1505 
SEQ ID NO: 1506 
SEQ ID NO: 1507 
SEQ ID NO: 1508 
SEQIDNO:1509 
SEQIDNO:1510 
SEQ ID NO: 1511 
SEQIDNO:1512 
SEQIDNO:1513 
SEQ ID NO: 15 14 
SEQIDNO:1515 
SEQ ID NO:1516 
SEQ ID NO:1517 
SEQ ID NO:1518 
SEQ ID NO: 15 19 
SEQ ID NO: 1520 
SEQ ID NO: 1521 
SEQ ID NO: 1522 
SEQ ID NO: 1523 
SEQ ID NO: 1524 
SEQ ID NO: 1525 
SEQ ID NO: 1526 
SEQ ID NO: 1527 
SEQ ID NO: 1528 
SEQ ID NO: 1529 
SEQ ID NO: 1530 
SEQ ID NO: 1531 
SEQ ID NO: 1532 
SEQ ID NO: 1533 
SEQK>NO:1534 
SEQ ID NO: 1535 
SEQ ID NO: 1536 
SEQ ID NO: 1537 
SEQ ID NO: 1538 
SEQ ID NO: 1539 
SEQIDNO:1540 
SEQ ID NO: 1541 
SEQ ID NO: 1542 
SEQ ID NO: 1543 
SEQ ID NO: 1544 
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SEQ ID NO:799 and SEQ ID NO: 1545 
SEQ ID NO:800 and SEQ ID NO: 1546 
SEQ ID NO:801 and SEQ ID NO: 1547 
SEQ ID NO:802 and SEQ ID NO: 1548 
SEQ ID NO:803 and SEQ ID NO: 1549 
SEQ ID NO:804 and SEQ ID NO: 1550 
SEQ ID NO:805 and SEQ ID NO: 1551 
SEQ ID NO: 806 and SEQ ID NO: 1552 
SEQ ID NO:807 and SEQ ID NO: 1553 
SEQ ID NO:809 and SEQ ID NO: 1554 
SEQ ID NO:810 and SEQ ID NO: 1555 
SEQ ID NO:81 1 and SEQ ID NO: 1556 
SEQ ID NO:8 1 2 and SEQ ID NO: 1 557 
SEQ ID NO:813 and SEQ ID NO: 1558 
SEQ ID NO:814 and SEQ ID NO:1559 
SEQ ID NO:816 and SEQ ID NO:1560 
SEQ ID NO:817 and SEQ ID NO:1561 
SEQ ID NO:818 and SEQ ID N0.1562 
SEQ ID NO:819 and SEQ ID NO:1563 
SEQ ID NO:820 and SEQ ID NO: 1564 
SEQ ID NO:822 and SEQ ID NO: 1565 
SEQ ID NO:823 and SEQ ID NO: 1566 
SEQ ID NO:824 and SEQ ID NO: 1567 
SEQ ID NO:825 and SEQ ID NO: 1568 
SEQ ID NO:826 and SEQ ID NO: 1569 
SEQ ID NO:827 and SEQ ID NO: 1570 
SEQ ID NO:828 and SEQ ID NO: 157 1 
SEQ ID NO:829 and SEQ ID NO: 1572, and 
SEO ID NO.2545 and SEO ID NO:2546 



A polynucleotide which can be synthesized with the primer set of claim 2 or 3. 

A polynucleotide comprising a coding region in the polynucleotide of claim 4. 

A substantially pure protein encoded by polynucleotide of claim 4. 

A partial peptide of the protein of claim 6. 

An isolated polynucleotide selected from the group consisting of 

(a) a polynucleotide comprising a coding region of the nucleotide sequence set forth in any one of the following 
SEQ ID NOs: 
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SEQ ID NO:2547, SEQ ED NOrnnrm , SEQ ID NO:255l, SEQ ID NO:2553, SEQ ID NO:2555, 
SEQ ID NO:2557, SEQ ID NO:2558, SEQ ID NO.2560, SEQ ID N0.2562, SEQ ID N0.2564, 
SEQ ID NO:2566, SEQ ID NO:2568, SEQ ID NO:2570, SEQ ID NO:2572, SEQ ID NO:2574, 
SEQ ID NO-.2576, SEQ ID NO:2578, SEQ ID NO:2580, SEQ ID NO:2581, SEQ ID NO:2583, 
SEQ ID NO:2584, SEQ ID NO:nnnn , SEQ ID NO:2588, SEQ ID NO:2590, SEQ ID NO.2592, 
SEQ ID NO:2594, SEQ ID NO:2596, SEQ ID NO:2598, SEQ ID NO:nnnn , SEQ ID NO:2602, 
SEQ ID NO.2604, SEQ ID NO:2606, SEQ ID NO:2607, SEQ ID 1^:2609, SEQ ID NO:2611, 
SEQ ID NO:2613, SEQ ID NO:2615, SEQ ID NO:2617, SEQ ID NO:2619, SEQ ID NO:2621, 
SEQ ID NO:2623, SEQ ID NO:2625, SEQ ID NO.2627, SEQ ID N0.2629, SEQ ID NO:2630, 
SEQ ID NO:2632, SEQ ED NO:2634, SEQ ID NO:2636, SEQ ID NO:2638, SEQ ID NO:2640, 
SEQ ID NO:2642, SEQ ID NO:2644, SEQ ID NO:2646, SEQ ID NO:2648, SEQ ID NO:2650, 
SEQ ID NO:2652, SEQ ID NO:2654, SEQ ID NO:2656, SEQ ED NO:2658, SEQ ID NO:2660, 
SEQ ID NO:2662, SEQ ID NO:2664, SEQ ID NO:2666, SEQ ID NO:2668, SEQ ID NO:2670, 
SEQ ID NO-.2672, SEQ ID NO:2674, SEQ ID NO:2676, SEQ ID NO:2678, SEQ ID NO:2680, 
SEQ ID NO:2681, SEQ ID NO:2683, SEQ ID NO:2685, SEQ ID N0.2686, SEQ ID NO:2688, 
SEQ ID NO.2690, SEQ ID NO:2692, SEQ ID NO:2694, SEQ ID NO:2696, SEQ ID NO:2698, 
SEQ ID NO:2700, SEQ ID NO:2702, SEQ ID NO:2704, SEQ ID NO:2706, SEQ ID NO:2708, 
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SEQ ID NO:2710, SEQ ID NO:2712, SEQ ID NO:2714, SEQ ID NO:2715, SEQ ID NO:2717, 
SEQ ID NO:2718, SEQ ID NO:2719 B SEQ ID NO:2721> SEQ ID NO:2722, SEQ ID NO:2724, 
SEQ ED NO:2726, SEQ ID NO-.2723, SEQ ID NO:2730, SEQ ID NO:2732, SEQ ID NO:2734 
SEQ ED NO:2735, SEQ ID NO:2737, SEQ ID NO:2739, SEQ ID NO:nnnn , SEQ ID NO:2743, 
SEQ ED NO:2745, SEQ ID NO:2747, SEQ ID NO:2749, SEQ ID NO:2750, SEQ ED NO:2752, 
SEQ ID NO:2754, SEQ ID NO:2756, SEQ ID NO:2758, SEQ ID NO:2760, SEQ ED NO:2761, 
SEQ ID NO:nnnn , SEQ ID NO:2765, SEQ ID NO:2766, SEQ ID NO.2768, SEQ ID NO:2770, 
SEQ ID NO:2772, SEQ ID NO:2774, SEQ ID NO:2776, SEQ ID NO:2778, SEQ ID NO:2780, 
SEQ ID NO:2782, SEQ ID NO:2784, SEQ ID NO:2786, SEQ ID NO:2788, SEQ ID NO:2790, 
SEQ ID NO:2792, SEQ ID NO:2794, SEQ ED NO:2796, SEQ ID NO:2798, SEQ ID NO:2800, 
SEQ ID NO.2802, SEQ ID NO.2804, SEQ ID NO:2806, SEQ ID NO:2808, SEQ ID NO.2810, 
SEQ ID N0:2812, SEQ ID NO:2814, SEQ ID NO:2816, SEQ ID NO:28l8, SEQ ID NO:2820, 
SEQ ID NO:2822 t SEQ ID NO:2824, SEQ ID NO:2826, SEQ ID NO:2828, SEQ ID NO:2830, 
SEQ ID NO:2832, SEQ ID NO:2834, SEQ ID NO:2836, SEQ ID NO:2838, SEQ ID NO:2840, 
SEQ ID NO:2842, SEQ ID NO:2844, SEQ ID NO:2846, SEQ ID NO:2848, SEQ ID NO:2850, 
SEQ ID NO:2852, SEQ ID NO:2854, SEQ ID NO:2856, SEQ ID NO:2858, SEQ ID NO:2860, 
SEQ ID NO:2862, SEQ ID NO:2864, SEQ ID NO:2866, SEQ ID NO:2868, SEQ ID NO:2870, 
SEQ ID NO:2872, SEQ ID NO:2874, SEQ ID NO:2876, SEQ ID NO:2878, SEQ ID NO:2880, 
SEQ ID NO:2882, SEQ ID NO:2884, SEQ ID NO:2886, SEQ ID NO:2888, SEQ ID NO:2890, 
SEQ ID NO:2892, SEQ ID NO:2894, SEQ ID NO:2896, SEQ ID NO:2898, SEQ ID NO:2900, 
SEQ ID NO:2902, SEQ ID NO:2904, SEQ ID NO:2906, SEQ ED NO:2908, SEQ ID NO:2910, 
SEQ ID NO:2912, SEQ ID NO:2914, SEQ ID NO:2916, SEQ ID NO:2918, SEQ ID NO:2920 t 
SEQ ID NO:2922, SEQ ID NO:2924 t SEQ ID NO:2926, SEQ ID NO:2928, SEQ ID NO:2930 
SEQ ID NO:2932, SEQ ID NO:2934, SEQ ID NO:2936> SEQ ID NO:2938, SEQ ID NO:2940, 
SEQ ID NO:2942, SEQ ID NO:2944, SEQ ID NO:2946, SEQ ID NO:2948, SEQ ID NO:2950, 
SEQ ID NO:2952, SEQ ID NO:2954, SEQ ID NO:2956, SEQ ID NO:2958 T SEQ ED NO.2960, 
SEQ ED NO:2962, SEQ ID NOinnni , SEQ ID NO:2966, SEQ ID NO:2967, SEQ ID NO:2969, 
SEQ ID NO:2971, SEQ ID NOI2973, SEQ ED NO:2975, SEQ ID NO:2977, SEQ ID NO:2979, 
SEQ ID NO:2981, SEQ ID NO:2983, SEQ ID NO:2985, SEQ ID NO:2987, SEQ ID NO:2989, 
SEQ ID NO:2991, SEQ ID NO:2993, SEQ ID NO:2995, SEQ ID NO:2997, SEQ ID NO:2999, 
SEQ ID NO:3001, SEQ ID NO:3003, SEQ ID NO:3005, SEQ ID NO:3007, SEQ ID NO:3009, 
SEQ ID NO:301 1, SEQ ID NO:3013, SEQ ID NO:3015, SEQ ID NO.3017, SEQ ED NO.3019, 
SEQ ID NO:3021, SEQ ID NO:3023, SEQ ID NO:3025, SEQ ID NO:3027, SEQ ID NO:3029, 
SEQ ID NO:3031, SEQ ID NO:3033 a SEQ ID NO:3035, SEQ ID NO:3037, SEQ ID NO:3039, 
SEQ ID NO:nnnn , SEQ ID NOmnnn , SEQ ID NO:3045, SEQ ID NO:3047, SEQ IDNO:3049, 
SEQ ID NO:3051, SEQ ID NO:3053, SEQ ID NO:3055, SEQ ID NO:3057, SEQ ID NO:3059, 
SEQ ID NO:3061, SEQ ED NO:3063, SEQ ED NO:3065, SEQ ID NO:3067, SEQ ID NO:3069, 
SEQ ID NO:3071, SEQ ID NO:3073, SEQ ID NO:3075, SEQ ID NO:3077, SEQ ID NO:3079, 
SEQ ID NO:3081, SEQ ID NO:3083, SEQ ID NO:3085, SEQ ID NO:3087, SEQ ID NO:3089, 
SEQ ID NO:3091, SEQ ID NO:3093, SEQ ID NO:3095, SEQ ID NO:3097, SEQ ID NO:3099, 
SEQig NO:3101, SEQ ID N.O:3103, SEQ ID NO:3105, SEQ ED NO:3107, SEQ ID NO:3109, 
SEQ ID NO: 3 11 i, SEQ ID N0:31 13 t SEQ ID NO:3115, SEQ ID N0:31 17, SEQ ID N0:31 19, 
SEQ ID NO:3121, SEQ ID NO:3123, SEQ ID NO:3125, SEQ ID NO:3127, SEQ ID NO:3129 
SEQ ED NO:3131, SEQ ID NO:3133 t SEQ ID NO:3135, SEQ ID NO:3137 > SEQ ID NO:3139, 
SEQ ID NO:3140, SEQ ID NO:3142, SEQ ID NO:3143, SEQ ID NO:3144, SEQ ID NO:3146, 
SEQ ID NO:3148, SEQ ID NO:3150, SEQ ID NO:3152, SEQ ID NO:3154, SEQ ID NO:3156, 
SEQ ID NO:3158 ? SEQ ID NO:nnnn , SEQ ID NO:3162, SEQ ID NOI3164, SEQ ID NO:3166, 
SEQ ID NO:3168, SEQ ID NO:3170, SEQ ID iNO.3172, SEQ ID NO.3174, SEQ ID NO:3176, 
SEQ ID NO:3178, SEQ ID NO:3180, SEQ ID NO:3181, SEQ ID NO:3183, SEQ ID NO:3185, 
SEQ ID NO:3187, SEQ ID NO:3188, SEQ ID NO:3189, SEQ ID NO:319K SEQ ID NO: 3 193, 
SEQ ID NO:3195, SEQ ID N0:3196, SEQ ID NO:3198, SEQ ID NO:3200, SEQ ID NO:3202, 
SEQ ID NO:3204, SEQ ID NO:3206, SEQ ID NO:3208, SEQ ID NO:32I0, SEQ ID NO:3212, 
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SEQ ID NO:3214, SEQ ID NOmnnn , SEQ ID NO:3218, SEQ ID NO:3219, SEQ ID NO:3221, 
SEQ ID NO:3222, SEQ ID NO:3224, SEQ ID NO:3226, SEQ ID NOmnnn , SEQ ID NO:3230, 
SEQ ID NO:3232, SEQ ID NO:3234, SEQ ID NO:3236, SEQ ID NO:3238, SEQ ID NO:3240, 
SEQ ID NO:3242, SEQ ID NO:3244, SEQ ID NO:3246, SEQ ID NO:nnnn , SEQ ID NO:3250, 
SEQ ID NO:3252, SEQ ID NO:3254, SEQ ID NO:3256, SEQ ID NO:3258, SEQ ID NO:3260, 
SEQ ID NO:3262, SEQ ID NO:3264, SEQ ID NO:3266, SEQ ID N0.3268, SEQ ID NO:3270, 
SEQ ID NO:3272, SEQ ID NO:3274, SEQ ID NO:3276, SEQ ID NO:3278, SEQ ID NO:3280, 
SEQ ED NO:3282, SEQ ID NO:3284, SEQ ID NO:3286, SEQ ID NO:3288, SEQ ID NO:3290, 
SEQ ID NO:3292, SEQ ID NO:3294, SEQ ID NO:3296, SEQ ID NO:3298, SEQ ID NO:3300, 
SEQ ED NO:3301, SEQ ID NO:3303, SEQ ID NO:3305, SEQ ID NO:3307, SEQ ID NO:3309, 
SEQ ID NO:3311, SEQ ID NO:33 1 2, SEQ ID NO: 33 14, SEQ ID NO:33 1 6, SEQ ID NO:33 1 8 
SEQ ID NO:3320, SEQ ID NO:3322, SEQ ID NO:3324, SEQ ID NO:3326, SEQ ID NO:3328, 
SEQ ID NO:3330, SEQ ID NO:3332, SEQ ID NO:3334, SEQ ID NO:3336, SEQ ID NO:3338, 
SEQ ID NOrnnnn , SEQ ID NO:3342, SEQ ID NO:3344, SEQ ID NO:3346, SEQ ID NO:3348, 
SEQ ID NO:3350, SEQ ID NO:3352, SEQ ID NO:3354, SEQ ID NO:3356, SEQ ID NO:3358, 
SEQ ID NO:3360, SEQ ID NO:3362, SEQ ID NO:3364, SEQ ID NO:3366, SEQ ID NO:3368, 
SEQ ID NO:3370, SEQ ID NO:3372, SEQ ID NO:3374, SEQ ED NO:3376, SEQ ID NO:3378, 
SEQ ID NO:3380, SEQ ID NO:3382, SEQ ID NO:3384, SEQ ID NO:3386, SEQ ID NO:3388, 
SEQ ID NO:3390, SEQ ID NO:3392, SEQ ID NO:3394, SEQ ID NO:3396, SEQ ID NO:3398, 
SEQ ID NO:3400, SEQ ID NO:3402, SEQ ID NO:3404, SEQ ID NOinnnn , SEQ ID NO:3408, 
SEQ ID NO:3410, SEQ ED NO:341 1, SEQ ID NO:3413, SEQ ID NO:3415, SEQ ID NO:3417, 
SEQ ID NO:3419, SEQ ID NO:nnnn , SEQ ID NO:3423, SEQ ID NO:3425, SEQ ID NO:3427, 
SEQ ID NO:3429, SEQ ID NO:3431, SEQ ID NO:3433, SEQ ID NO:3435, SEQ ID NO:3437, 
SEQ ID NO:3439, SEQ ID NO:3441, SEQ ID NO:3443, SEQ ID NO:3445, SEQ ID NO:3447, 
SEQ ID NO:3449, SEQ ID NO:3451, SEQ ID NO:3453, SEQ ID NO:3455 t SEQ ID NO:3457, 
SEQ ID NO:3459, SEQ ID NO:3461, SEQ ID NO:3463, SEQ ID NO:3465, SEQ ID NO:3467, 
SEQ ID NO:3469, SEQ ID NO:3471, SEQ ID NO:3473, SEQ ID NO:3475, SEQ ID NO:3477, 
SEQ ID NO:3479, SEQ ID NO:3481, SEQ ID NO:3482, SEQ ID NO:3484, SEQ ID NO:3486, 
SEQ ID NO:3488, SEQ ID NO:3490, SEQ ID NO:3492, SEQ ID NO:3494, SEQ ID NO:3496, 
SEQ ID NO:3498, SEQ ID NO:3500, SEQ ID NO:3502 t SEQ ID NO:3504, SEQ ID NO:3506, 
SEQ ID NO:3508, SEQ ID NO:3509, SEQ ID NO:351 1, SEQ ID NO:3513, SEQ ID NO:35 15 
SEQ ID NO:3517, SEQ ED NO:3519, SEQ ID NO:352i; SEQ ID NO:3523, SEQ ID NO:3525, 
SEQ ID NO:3527, SEQ ED NO:3529, SEQ ID NO:3531, SEQ ED NO:3533, SEQ ID NO:3535, 
SEQ ID NO:3537, SEQ ID NO:3539, SEQ ID NO:3541, SEQ ID NO:3543 4 SEQ ID NO:3545, 
SEQ ID NO:3547, SEQ ID NO:3549, SEQ ID NO:3551, SEQ ID NO:3553, SEQ ID NO:3555, 
SEQ ID NO:3557, SEQ ID NO:3559, SEQ ID NO:3561 , SEQ ID NO:3563, SEQ ID NO:nnnn , 
SEQ ID NO:3567, SEQ ID NO:3569, SEQ ID NO:3571, SEQ ED NO:3573, SEQ ID NO:3575, 
SEQ ID NO:3577, SEQ ID NO:3579, SEQ ID NO:3581, SEQ ID NO:3583> SEQ ID 1^0:3585, 
SEQ ID NO:3587, SEQ ID NO:3589 , SEQ ID NO:3595, SEQ ED NO:3597, SEQ ID NO:3599, 
SEQ ID NO:3601, SEQ ID NO:3603, SEQ ID NO:3605, SEQ ID NO:3607, SEQ ID NO:3609, 
SEQ ID NO:3610, SEQ ID NO:361 1, SEQ ID NO:3612, SEQ ID NO:3613, SEQ ID NO:3615, 
SEQ ID NO:3617, SEQ ID NO:3619, SEQ ID NO:3621, SEQ ID NO:3622, SEQ ID NO:3624, 
SEQ ID NO:3626, SEQ ID NO:3627, SEQ ID NO:3628, SEQ ID NO:3629, SEQ ID NO:363 1 , 
SEQ ID NO:3633, SEQ ID NO:3634, SEQ ID NO:3636, SEQ ID NO:3638, SEQ ID NO:3640 > 
SEQ ID NO:3642, SEQ ID NO:3644 t SEQ ID NO:3645, SEQ ID NO:3647, SEQ ID NO:3649, 
SEQ ID NO:3651, SEQ ID NO:^!^, SEQ ID NO:3655, SEQ ID NO:3657, SEQ ID NO:3658, 
SEQ ID NO:3660, SEQ ID NO:3662, SEQ ID NO:3664, SEQ ID NO:3666, SEQ ID NO: 3668, 
SEQ ID NO:3670, SEQ ID NO:3672, SEQ ID NO:3674, SEQ ID NO:3676, SEQ ID NO:3678, 
SEQ ID NO:3680, SEQ ID NO:3682, SEQ ID NO:3683> SEQ ID NO:3685, SEQ ID NO:3686, 
SEQ ID NO:3688, SEQ ID NO:36SK), SEQ ID NO:3692, SEQ ID NO:3694, SEQ ID NO:3696, 
SEQ ID NO:3698, SEQ ID NO:3700, SEQ ID NO:3702, SEQ ID NO:3704, SEQ ID NO:3706, 
SEQ ID NO:3708, SEQ ID NO:37lO, SEQ ID NO:3712, SEQ ID NO:3714, SEQ ID NO:37L6, 
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SEQ ID NO:3718, SEQ ID NO:3720, SEQ ID NO:3722, SEQ ID NO:3724, SEQ ID NO:3726, 
SEQ ID NO:3728, SEQ ID NO:3730, SEQ ID NO:3732, SEQ ID NO:3734, SEQ ID NO:3736, 
SEQ ID NO:3738, SEQ ID NO:3740, SEQ ID NO:3741, SEQ ID NO:3743, SEQ ID NO:3745, 
SEQ ID NO:3747, SEQ ID NO:3749, SEQ ID NO:3751, SEQ ID NO:3753, SEQ ID NO:3755, 
SEQ ID NO:3756, SEQ ID NO:3758, SEQ ID NO3760, SEQ ID NO:3761, SEQ ID NO:3763, 
SEQ ID NO.-3765, SEQ ID NO:3767, SEQ ID NO:3769, SEQ ID NO:3771, SEQ ID NO:3773, 
SEQ ID NO:3775, SEQ ID NO:3777 

SEQ ID NO:3779, SEQ ID NO:378I, SEQ ID NO:3783, SEQ ID NO:3785, SEQ ID NO:3787, 
SEQ ID NO:3789, SEQ ID NO:3791, SEQ ED NO:3793, SEQ ID NO:3795, SEQ ID NO:3797, 
SEQ ID NO:3799, SEQ ID NO:3801, SEQ ED NO:3803, SEQ ID NO:3805, SEQ ED NO:3806, 
SEQ ID NO:3808, SEQ ID NO:3810, SEQ ED NO:3812, SEQ ID NO:3814, SEQ ID NO:3816, 
SEQ ID NO:3818, SEQ ID NO:3820, SEQ ED NO:3822, SEQ ID NO:3824, SEQ ID NO:3826, 
SEQ ID NO:3828, SEQ ID NO:3830, SEQ ED NO:3832, SEQ ID NO:3834, SEQ ID NO:3836, 
SEQ ID NO:3838, SEQ ID NO:3840, SEQ ID NO:3842, SEQ ED NO:3844, SEQ ID NO:3846, 
SEQ ID NO:3848, SEQ ID NO:3852, SEQ ID NO:3854, SEQ ID N0.3856, SEQ ID NO:3858, 
SEQ ID NO:3860, SEQ ID NO:3862, SEQ ID NO:3864, SEQ ID NO:3866, SEQ ID NO:3868, 
SEQ ID NO:3870, SEQ ID NO:3872, SEQ ID NO:3874, SEQ ID NO:3876, SEQ ID NO:3878, 
SEQ ID NO:3880, SEQ ID NO:3882, SEQ ID NO:3884, SEQ ID NO: 3886, SEQ ED NO:3888, 
SEQ ID NO:3890, SEQ ID NO:3892, SEQ ID NO:3894, SEQ ID NO:3896, SEQ ID NO:3898, 
SEQ ID NO:3900, SEQ ID NO:3902, SEQ ID NO:3904, SEQ ED NO:3906, SEQ ID NO:3908, 
SEQ ID NO:3910, SEQ ID NO:3912, SEQ ID NO:3914, SEQ ED NO:3916, SEQ ID NO:3918, 
SEQ ID NO:3920, SEQ ID NO:3922, SEQ ID NO:3924. SEQ ID NO:3926, SEQ ID NO:3928, 
SEQ ID NO:3930, SEQ ID NO:3932, SEQ ID NO:3934, SEQ ID NO:3936, SEQ ID NO:3938, 
SEQ ID NO:3940, SEQ ID NO:3942, SEQ ID NO:3944, SEQ ID NO:3946, SEQ ID NO:3948, 
SEQ ID NO:3950, SEQ ID NO:3952, SEQ ID NO:3954, SEQ ID NO:3956, SEQ ID NO:3958, 
SEQ ID NO: 3960, SEQ ID NO:3962, SEQ ID NO: 3964, SEQ ID NO:3965, SEQ ID N0.3966, 
SEQ ID NO:3968, SEQ ID NO:3970, SEQ ID NO:3972, SEQ ID NO:3974, SEQ ID NO:3976 
SEQ ID NO:3977, SEQ ED NO:3979, SEQ ID NO:3981, SEQ ID NO:3983, SEQ ID NO:3985, 
SEQ ID NO:3987, SEQ ED NO:3988, SEQ ED NO:3990, SEQ ID NO:3992, SEQ ID NO:3994, 
SEQ ED NO:3996, SEQ ID NO:3998, SEQ ID NO:4000, SEQ ID NO:4001, SEQ ID NO:4003, 
SEQ ED NO:4004, SEQ ID NO:4006, SEQ ED NO:4008, SEQ ID NO:4010, SEQ ID NO:4012, 
SEQ ED NO:4016, SEQ ID NO:4018, SEQ ED NO:4020, SEQ ID NO:4022, SEQ ID NO:4024, 
SEQ E) NO:4026, SEQ ID NO:4028, SEQ ID NO:4030, SEQ ID NO:4032, SEQ ID NO:4034, 
SEQ ID NO:4036, SEQ ID NO:4038, SEQ ID NO:4040, SEQ ED NO:4042, SEQ ID NO:4044, 
SEQ ID NO:4046, SEQ ID NO:4048, SEQ ID NO:4050, SEQ ID NO:4052, SEQ ID NO:4054, 
SEQ ID NO:4056, SEQ ID NO:4058, SEQ ID NO:4060, SEQ ID NO.4062, SEQ ED NO:4064, 
SEQ ID NO:4066, SEQ ID NO:4068, SEQ ID NO:4070, SEQ ID NO:4072, SEQ ED NO:4074, 
SEQIDNO:4076 

SEQ ID NO:4078, SEQ ID NO:4080, SEQ ID NO:4082, SEQ ID NO:4084, SEQ ID NO:4086, 
SEQ ID NO:4088, SEQ ID NO:4090, SEQ ID NO:4092, SEQ ID NO:4094, SEQ ID NO:4096, 
SEQ ID NO:4098, SEQ ID NO:4099, SEQ ID NO:4101, SEQ ID NO:4103, SEQ ID NO:4105, 
SEQ ID NO:4107, SEQ ED NO:4109, SEQ ID N0:4.11 1, SEQ ID NO:4113, SEQ ID NO:4115, 
SEQ ID NO:41 17, SEQ ID NO:4119, SEQ ID NO:4121, SEQ ID NO:4123, SEQ ID NO:4125, 
SEQ ID NO:4127, SEQ ID NO:4129, SEQ ID NO:4131, SEQ ID NO:4132, SEQ ID NO:4134, 
SEQ ID NO:4136, SEQ ID NO:4137, SEQ ID NO:4139, SEQ ID NO:4140, SEQ ID NO:4142, 
SEQ ID NO-.4144, SEQ ID NO:4146, SEQ ED NO:4148, SEQ ID NO:4150, SEQ ID NO:4152, 
SEQ ID N0:4154, SEQ ID NO:4135, SEQ ID NO:4157, SEQ ID NO:4159, SEQ ID NO:4161, 
SEQ ID NO:4163, SEQ ID NO:4165 

SEQ ID N0:4167, SEQ ID NO:4168, SEQ ID NO:4170, SEQ ID NO:4172, SEQ ID NO:4174, 
SEQ ID NO:4176, and SEQ ID NO:4178 

(b) a polynucleotide comprising a nucleotide sequence encoding a protein comprising the amino acid sequence 
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set forth in any one of the following SEQ ID NOs: 



10 



15 



20 



25 



30 



35 



40 



45 



50 



55 
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SEQ ID NO:2548, SEQ ID NOrnnnn , SEQ ID NO:2552, SEQ ID NO:2554, SEQ ID NO:2556, 
SEQ ID NO:2559, SEQ ID NO:2561, SEQ ID NOr2563, SEQ ID NO:2565, SEQ ID NO:2567, 
SEQ ID NO:2569, SEQ ID NO:2571 , SEQ ID NO:2573, SEQ ID NO:2575, SEQ ED NO:2577, 
SEQ ID NO:2579, SEQ ID NO:2582, SEQ ID NO:2585, SEQ ID NOrnnnn , SEQ ID NO:2589, 
SEQ ID NO:2591, SEQ ID NO:2593, SEQ ID NO:2595, SEQ ID NO:2597, SEQ ID NO:2599, 
SEQ ID NOrnnnn , SEQ ID NO:2603, SEQ ID NO:2605, SEQ ID NO:2608, SEQ ID NO:2610, 
SEQ ID NO:2612, SEQ ID NO:2614, SEQ ID NO:2616, SEQ ID NO:2618, SEQ ID NO:2620, 
SEQ ID NO:2622, SEQ ID NO:2624, SEQ ID NO:2626, SEQ ID NO:2628, SEQ ID NO:2631, 
SEQ ID NO:2633 4 SEQ ID NO:2635, SEQ ID NO:2637, SEQ ID NO:2639, SEQ ID NO:2641, 
SEQ ID NO:2643, SEQ ID NO:2645, SEQ ID NO:2647, SEQ ID NO:2649, SEQ ID NO:2651, 
SEQ ID NO:2653, SEQ ID NO:2655, SEQ ID NO:2657, SEQ ID NO:2659, SEQ ID NO:2661, 
SEQ ID NO:2663, SEQ ID NO:2665> SEQ ID NO:2667, SEQ ID NO:2669, SEQ ID NO:2671, 
SEQ ID NO:2673, SEQ ID NO:2675, SEQ ID NO:2677, SEQ ID NO:2679, SEQ ID NO:2682 5 
SEQ ID NO:2684 > SEQ ID NO:2687, SEQ ID NO:2689, SEQ ID NO:2691, SEQ ID NO:2693, 
SEQ ID 1*0:2695, SEQ ID NO:2697, SEQ ID NO:2699, SEQ ID NO:2701 , SEQ ID NO:2703, 
SEQ ED NO:2705, SEQ ID NO:2707, SEQ ID NO:2709, SEQ ID NO:271 1, SEQ ID NO:2713, 
SEQ CD NO:2716, SEQ ID NO:2720, SEQ ID NO:2723, SEQ ID NO:2725, SEQ CD NO:2727, 
SEQ ID NO:2729, SEQ ID NO:2731, SEQ ID NOr2733, SEQ ID NO:2736, SEQ ID NO:2738, 
SEQ ID NO:2740, SEQ ID NOrnnnn , SEQ ID NO:2744, SEQ ID NO:2746, SEQ ID NO:2748, 
SEQ ID NO:2751, SEQ ID NO:2753> SEQ ID NO:2755, SEQ ID NO:2757, SEQ ID NO:2759 
SEQ ID NO:2762, SEQ ID NOrnnnn , SEQ ID NO:2767, SEQ ID NO:2769, SEQ ID NO:277l , 
SEQ ID NO:2773, SEQ ID NO:2775, SEQ ID NO:2777, SEQ ID NO:2779, SEQ ID NO:2781, 
SEQ ID NO:2783, SEQ ID NO:2785, SEQ ID NO:2787, SEQ ID NO:2789, SEQ ID NO:2791, 
SEQ ID NO:2793, SEQ ID NO:2795, SEQ ED NO:2797, SEQ ID NO:2799, SEQ ID NO:2801, 
SEQ ID NO:2803, SEQ ID NO:280:>, SEQ ID NO:2807 t SEQ ID NO:2809, SEQ ID NO:281 1, 
SEQ ID NO:2813, SEQ ID NO:28l:5, SEQ ID NO^SH, SEQ ID NO^^ SEQ ID NO:2821, 
SEQ ID NO:2823, SEQ ID NO:282^, SEQ ID NO:2827, SEQ ID NO:2829, SEQ ID NO:2831, 
SEQ ID NO:2833, SEQ ID NO:2835, SEQ ID NO:2837 } SEQ ID NO:2839, SEQ ID NO:2841, 
SEQ ID NO:2843, SEQ ID NO:2845, SEQ ID NO:2847, SEQ ID NO:2849, SEQ ID NO:2851, 
SEQ ED NO:2853, SEQ ID NO:2855, SEQ ID NO:2857 t SEQ ID NO:2859, SEQ ID NO:2861, 
SEQ ID NO:2863, SEQ ID NO:2865, SEQ ID NO:2867, SEQ ID NO:2869, SEQ ID NO:2871, 
SEQ ID NO:2873, SEQ ID NO:2875, SEQ ID NO:2877, SEQ ID NO:2879, SEQ ID 1*0:2881, 
SEQ ID NO:2883, SEQ ID NO:2885, SEQ ID NO:2887, SEQ ID NO:2889, SEQ ID NO:2891, 
SEQ ID NO:2893, SEQ ID NO:289.5, SEQ ID NO:2897, SEQ ID NO:2899, SEQ ID NO:2901, 
SEQ ID NO:2903, SEQ ID NO:2905, SEQ ED NO:2907, SEQ ID NO.2909, SEQ ID NO:291 1, 
SEQ ID NO:2913, SEQ ID NO:2915, SEQ ID NO:2917, SEQ ID NO:2919, SEQ ID NO:2921, 
SEQ ID NO:2923, SEQ ID NO:2925, SEQ ID NO:2927, SEQ ID NO:2929, SEQ ID NO:2931, 
SEQ ID NO:2933, SEQ ID NO:2935, SEQ ID NO:2937, SEQ ID NO:2939, SEQ ID NO:2941, 
SEQ ID NO:2943, SEQ ID NO:2945, SEQ ID NO:2947, SEQ ID NO:2949 } SEQ ID NO:2951 > 
SEQ ID NO:2953, SEQ ID NO:2955, SEQ ID N0.2957, SEQ ID NO:2959 } SEQ ID NO:2961 
SEQ ID NO:2963, SEQ ID NOrnnnn , SEQ ID NO:2968, SEQ ID NO:2970, SEQ ID NO:2972, 
SEQ ID NO:2974, SEQ ID NO:2976, SEQ ID NO:2978, SEQ ID NO:2980, SEQ ID NO:2982, 
SEQ ID NO:2984, SEQ ID NO:2986, SEQ ED NO:2988, SEQ ID NO:2990, SEQ ID NO:2992, 
SEQ ID NO:2994, SEQ ID NO:2996, SEQ ID NO:2998, SEQ ID NO:3000, SEQ ID NO:3002, 
SEQ ID NO:3004, SEQ ID NO:3006, SEQ ID NO:3008, SEQ ID NO:3010, SEQ ID NO:3012, 
SEQ ID NO:3014, SEQ ID NO:3016, SEQ ID NO:3018, SEQ ID NO:3020, SEQ ID NO:3022, 
SEQ ID NO:3024, SEQ ID NO:3026, SEQ ID NO:3028, SEQ ID NO:3030, SEQ ID NO:3032, 
SEQ ID NO:3034, SEQ ID NO:3036, SEQ ID NO:3038, SEQ ID NO:3040, SEQ ID NOrnnnn , 
SEQ ID NOrnnnn , SEQ ID NOr3046, SEQ ID NO:3048, SEQ ID NO:3050, SEQ ID NO:3052, 
SEQ ID NO:3054, SEQ ID NO:3056, SEQ ID NO:3058, SEQ ID NO.3060, SEQ ID NO:3062, 
SEQ ID NO:3064, SEQ ID NO:3066, SEQ ID NO:3068, SEQ ID NO:3070, SEQ ID NO:3072, 
SEQ ID NOr3074 r SEQ ID NO:3076, SEQ ID NO:3078, SEQ ID NO:3080, SEQ ID NO:3082, 
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SEQ ID NO:3084, SEQ ID NO:3086, SEQ ID NO:3088, SEQ ID NO:3090, SEQ ID NO:3092, 
SEQ ID NO:3094, SEQ ID NO:3096, SEQ ID NO:3098, SEQ ID NO:3100, SEQ ID NO.3102, 
SEQ ID NO:3104, SEQ ID NO:3106, SEQ ID NO:3108, SEQ ID NO:31 10, SEQ ID NO:3112, 
SEQ ID NO:3114, SEQ ID NO:3116, SEQ ID NO:3118, SEQ ID NO:3120, SEQ ID NO:3122, 
SEQ ID NO:3124, SEQ ID NO:3126, SEQ ID NO:3128, SEQ ID NO:3130, SEQ ID NO:3132, 
SEQ ID NO:3134, SEQ ID NO:3136, SEQ ID NO:3138, SEQ ID NO:314I, SEQ ID NO:3145, 
SEQ ID NO:3147, SEQ ID NO:3149, SEQ ID NO:3151, SEQ ID NO:3153, SEQ ID N0:3155, 
SEQ ID NOI3157, SEQ ID NO:3159, SEQ ID NO:nnnn , SEQ ID NO:3163, SEQ ID NO:3I65 
SEQ ID N0:3167, SEQ ID NO:3169, SEQ ID NO:3 171, SEQ ID NO:3173, SEQ ID NO:3175, 
SEQ ID NO:3 177, SEQ ID NO:3179, SEQ ID NO:3 182, SEQ ID NO:3184, SEQ ID NO:3186, 
SEQ ID NO:3190, SEQ ID NO:3192, SEQ ID NO:3194, SEQ ID NO:3197, SEQ ID NO:3199, 
SEQ ID NO:3201, SEQ ID NO:3203, SEQ ID NO:3205, SEQ ID NO:3207, SEQ ID NO:3209, 
SEQ ID NO:321 1, SEQ ID NO:3213, SEQ ID NO:3215, SEQ ID NO:nnnn , SEQ ID NO:3220 : 
SEQ ID NO:3223, SEQ ID NO:3225, SEQ ID NO:3227, SEQ ID NO:nnnn , SEQ ID NO:3231 : 
SEQ ID NO:3233, SEQ ID NO:3235, SEQ ID NO:3237, SEQ ID NO:3239, SEQ ID NO:3241, 
SEQ ID NO:3243, SEQ ID NO:3245, SEQ ID NO:3247, SEQ ID NO:nnnn , SEQ ID NO:325L 
SEQ ID NO:3253, SEQ ID NO:3255, SEQ ID NO:3257, SEQ ID NO:3259, SEQ ID NO:3261, 
SEQ ID NO:3263, SEQ ID NO:3265, SEQ ID NO:3267, SEQ ID NO:3269, SEQ ID NO:3271, 
SEQ ID NO:3273, SEQ ID NO:3275, SEQ ID NO:3277 ? SEQ ID NO:3279, SEQ ID NO:3281, 
SEQ ID NO:3283, SEQ ID NO:3285, SEQ ID NO:3287 ? SEQ ID NO:3289, SEQ ID NO:3291, 
SEQ ID NO:3293, SEQ ID NO:3295, SEQ ID NO:3297, SEQ ID NO:3299, SEQ ED NO:3302, 
SEQ ID NO:33G4, SEQ ID NO:330<5, SEQ ID NO:3308, SEQ ID NO:3310, SEQ ID NO:3313, 
SEQ ID NO:3315, SEQ ID NO:3317, SEQ ID NO:3319, SEQ ID NO:3321, SEQ ID NO:3323, 
SEQ ID NO:3325, SEQ ID NO:3327, SEQ ID NO:3329, SEQ ID NO:3331, SEQ ID NO:3333, 
SEQ ID NO:3335, SEQ ID NO:3337, SEQ ID NO:3339, SEQ ID NO:nnnn , SEQ ID NO:3343, 
SEQ ID NO:3345, SEQ ID NO:3347, SEQ ID NO:3349, SEQ ID NO:3351, SEQ ID NO:3353, 
SEQ ID NO:3355, SEQ ID NO:3357, SEQ ID NO:3359, SEQ ID NO:3361, SEQ ID NO:3363, 
SEQ ID NO:3365, SEQ ID NO:3367, SEQ ID NO:3369, SEQ ID NO:3371, SEQ ID NO:3373 
SEQ ID NO:3375, SEQ ID NO:3377, SEQ ID NO:3379, SEQ ID NO:3381, SEQ ID NO:3383, 
SEQ ID NO:3385, SEQ ID NO:3387, SEQ ID NO:3389, SEQ ID NO:3391, SEQ ID NO:3393, 
SEQ ID NO:3395, SEQ ID NO:3397, SEQ ID NO:3399, SEQ ID NO:3401, SEQ ID NO:3403, 
SEQ ID NO:3405, SEQ ID NOrnnnn , SEQ ID NO:3409, SEQ ID NO:3412, SEQ ID NO:3414, 
SEQ ID NO:3416, SEQ ID NO:3418, SEQ ID NO:3420, SEQ ID NO:nnnn , SEQ ID NO:3424, 
SEQ ED NO:3426, SEQ ID NO:3428, SEQ ID NO:3430, SEQ ID NO:3432, SEQ ID NO:3434, 
SEQ ID NO:3436, SEQ ID NO:3438, SEQ ID NO:3440, SEQ ID NO:3442, SEQ ID NO.3444, 
SEQ ID NO:3446, SEQ ID NO:3448, SEQ ID NO:3450, SEQ ID NO:3452, SEQ ID NO.3454, 
SEQ ID NO:3456, SEQ ID NO:3458, SEQ ID NO:3460, SEQ ID NO:3462, SEQ ID NO:3464, 
SEQ ID NO:3466, SEQ ID NO:3468, SEQ ID NO:3470, SEQ ID NO:3472, SEQ ID NO:3474 t 
SEQ ID NO:3476, SEQ ID NO:3478, SEQ ID NO:3480, SEQ ID NO:3483, SEQ ID NO:3485, 
SEQ ID NO:3487, SEQ ED NO:3489, SEQ ID NO:3491, SEQ ID NO:3493, SEQ ID NO:3495, 
SEQ ID NO:3497, SEQ ID NO:3499, SEQ ID NO:3501, SEQ ID NO:3503, SEQ ID NO.3505, 
SEQ ID NO:3507, SEQ ID NO:3510, SEQ ID NO:3512, SEQ ID NO:3514, SEQ ID NO:3516, 
SEQ ID NO:3518, SEQ ID NO:3520, SEQ ID NO:3522, SEQ ID NO:3524, SEQ ID NO:3526, 
SEQ ID NO:3528, SEQ ID NO:3530, SEQ ID NO:3532, SEQ ID NO:3534, SEQ ID NO:3536, 
SEQ ID NO:3538, SEQ ID NO:3540, SEQ ID NO:3542, SEQ ID NO:3544, SEQ ID NO:3546, 
SEQ ID NO:3548, SEQ ID NO:3550, SEQ ID NO:3552, SEQ ID NO:3554, SEQ ID NO:3556, 
SEQ ID NO:3558, SEQ ID NO:3560, SEQ ID NO:3562, SEQ ID NO:3564, SEQ ID NO:nnnn , 
SEQ ID NO:3568, SEQ ID NO:3570, SEQ ID NO:3572, SEQ ID NO:3574, SEQ ID NO:3576 
SEQ ID NO:3578, SEQ ID NO:35&0, SEQ ID NO:3582, SEQ ID NO:3584, SEQ ID NO:3586, 
SEQ ID NO:3588, SEQ ID NO:3590 

SEQ ID NO:3596, SEQ ID NO:3598, SEQ ID NO:3600, SEQ ID NO:3602, SEQ ID NO:3604, 
SEQ ID NO:3606, SEQ ID NO:3608, SEQ ID NO:3614, SEQ ID NO:3616, SEQ ID NO:3618, 
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SEQ ID NO:3620, SEQ ID NO:3623, SEQ ID NO:3625, SEQ ID NO:3630, SEQ ID NO:3632, 
SEQ ED NO:3635, SEQ ID NO:3637, SEQ ID NO:3639, SEQ ID NO:3641, SEQ ID N0.3643, 
SEQ ID NO:3646, SEQ ID NO:3648, SEQ ID NO:3650, SEQ ID NO:3652, SEQ ID NO:3654, 
SEQ ID NO:3656, SEQ ID NO:3659, SEQ ID NO:3661, SEQ ID NO:3663, SEQ ID NO:3665, 
SEQ ID NO:3667, SEQ ID NO:3669, SEQ ED NO:3671, SEQ ID NO:3673, SEQ ID NO:3675, 
SEQ ID NO:3677, SEQ ID NO:3679, SEQ ID NO:3681, SEQ ID NO:3684, SEQ ID NO:3687, 
SEQ ID NO:3689, SEQ ID NO:3691, SEQ ID NO:3693, SEQ ID NO:3695, SEQ ID NO:3697, 
SEQ ID NO:3699, SEQ ID NO:3701, SEQ ID NO:3703, SEQ ID NO:3705, SEQ ID NO:3707, 
SEQ ID NO:3709, SEQ ID NO:3711, SEQ ID NO:3713, SEQ ID NO:3715, SEQ ID NO:3717, 
SEQ ID NO:3719, SEQ ID NO:372 l, SEQ ID NO:3723, SEQ ID NO:3725, SEQ ID NO:3727, 
SEQ ID NO:3729, SEQ ID NO:373i, SEQ ID NO:3733, SEQ ID NO:3735, SEQ ID NO:3737, 
SEQ ID NO:3739, SEQ ID NO:3742, SEQ ID NO:3744, SEQ ID NO:3746, SEQ ID NO:3748, 
SEQ ID NO:3750, SEQ ID NO:3752, SEQ ID NO;3754, SEQ ID NO:3757, SEQ ID NO:3759, 
SEQ ID NO:3762, SEQ ID NO:3764, SEQ ID NO:3766, SEQ ID NO:3768, SEQ ID NO:3770, 
SEQ ID NO:3772, SEQ ID NO:3774, SEQ ID NO:3776, SEQ ID NO:3778 > SEQ ID NO:3780, 
SEQ ID NO:3782, SEQ ID NO:3784, SEQ ID NO:3786, SEQ ID NO:3788, SEQ ID NO:3790, 
SEQ ID NO:3792, SEQ ID NO:3794, SEQ ID NO:3796, SEQ ID NO:3798, SEQ ID NO:3800, 
SEQ ID NO:3802, SEQ ID NO:3804, SEQ ID NO:3807, SEQ ID NO:3809, SEQ ID NO:381 1 
SEQ ID N0:3813, SEQ ID NO:3815, SEQ ID NO:3817, SEQ ID NO:3819, SEQ ID NO:3821, 
SEQ ID NO:3823, SEQ ID NO:3825, SEQ ID NO:3827, SEQ ID NO:3829, SEQ ID NO:3831, 
SEQ ID NO:3833, SEQ ID NO:3835, SEQ ID NO:3837, SEQ ID NO:3839, SEQ ID NO:3841, 
SEQ ID NO:3843, SEQ ID NO:3845, SEQ ID NO:3847, SEQ ID NO:3849, SEQ ID NO:3853, 
SEQ ID NO:3855, SEQ ID NO:3857, SEQ ID NO:3859, SEQ ID NO:3861, SEQ ID NO:3863, 
SEQ ID NO:3865, SEQ ID NO:3867, SEQ ID NO:3869, SEQ ID NO:3871, SEQ ID NO:3873, 
SEQ ID NO:3875, SEQ ID NO:3877, SEQ ID NO:3879, SEQ ID NO:3881, SEQ ID NO:3883, 
SEQ ID NO:3885, SEQ ID NO:3887, SEQ ID NO:3889» SEQ ID NO:3891, SEQ ED NO:3893, 
SEQ ID NO:3895, SEQ ID NO:3897, SEQ ID NO:3899, SEQ ID NO:390t, SEQ ID NO:3903, 
SEQ ID NO:3905, SEQ ID NO:3907, SEQ ID NO:3909, SEQ ID NO:391 1, SEQ ID NO:3913, 
SEQ ID NO:3915, SEQ ID NO:3917, SEQ ID NO:3919, SEQ ID NO:3921, SEQ ID NO:3923, 
SEQ ID NO:3925, SEQ ID NO:3927, SEQ ID NO:3929, SEQ ID NO:3931, SEQ ID NO:3933, 
SEQ ID NO:3935, SEQ ID NO:3937, SEQ ID NO:3939, SEQ ID NO:3941, SEQ ID NO:3943 k 
SEQ ID NO:3945, SEQ ID NO:3947, SEQ ID NO:3949, SEQ ID NO:3951, SEQ ID NO:3953, 
SEQ ID NO:3955, SEQ ID NO:3957, SEQ ID NO:3959, SEQ ID NO:3961, SEQ ID NO:3963, 
SEQ ID NO:3967, SEQ ED NO:3969, SEQ ID N0.3971, SEQ ID NO;3973, SEQ ID NO:3975, 
SEQ ED NO:3978, SEQ ID NO:3980, SEQ ID NO:3982, SEQ ID NO:3984, SEQ ID NO:3986, 
SEQ ID NO:3989, SEQ ID NO:3991, SEQ ID NO:3993, SEQ ID NO:3995, SEQ ID NO:3997, 
SEQ ID NO:3999, SEQ ID NO:40C>2, SEQ ID NO:4005, SEQ ID NO:4007, SEQ ID NO^^, 
SEQ ED NO:401 1, SEQ ID NO:401 3, SEQ ID NO:4017, SEQ ID 1x0:4019, SEQ ID NO:4021 
SEQ ID NO:4023, SEQ ID NO:4025, SEQ ID NO:4027, SEQ ID NO.4029, SEQ ID NO:4031, 
SEQ ID NO:4033, SEQ ID NO:4035, SEQ ID NO:4037, SEQ ID NO:4039, SEQ ID NO:4041, 
SEQ ID NO:4043, SEQ ID NO:4^5 ( SEQ ID NO:4047, SEQ ID NO:4049, SEQ ID NO:4051, 
SEQ ID NO:4053, SEQ ID NO:4055, SEQ ID NO:4057, SEQ ID NO:4059, SEQ ID NO:4061, 
SEQ ID NO:4063, SEQ ID NO^OtSS, SEQ ID NO:4067, SEQ ID NO:4069, SEQ ID NO:4071, 
SEQ ID NO:4073, SEQ ID NO:4075, SEQ ID NO:4077 

SEQ ID NO:4079, SEQ ID NO:408l, SEQ ID NO:4083, SEQ ID NO:4085, SEQ ID NO:4087, 
SEQ ID NO:4089, SEQ ID NO:409I, SEQ ID NO:4093, SEQ ID NO:4095, SEQ ID NO:4097, 
SEQ ID NO:4100, SEQ ID NO:4102, SEQ ID NO: 4 104, SEQ ID NO:4106, SEQ ID NO:4108, 
SEQ ID NO:41 10, SEQ ID NO:41 12, SEQ ID NO:41 14, SEQ ID NO:41 16, SEQ ID NO:41 18, 
SEQ ID NO:4120, SEQ ID NO:4122, SEQ ID NO:4124, SEQ ID NO:4126, SEQ ID NO:4128, 
SEQ ID NO:4130, SEQ ID NO:4i33, SEQ ID NO:4135, SEQ ID NO:4138, SEQ ID NO:414I, 
SEQ ID NO:4143, SEQ ID NO:4145, SEQ ID NO:4147, SEQ ID NO:4149, SEQ ID NO:4151, 
SEQ ID NO:4153, SEQ ID NO:4156, SEQ ID NO:4158, SEQ ID NO:4160, SEQ ID NO:4l62, 
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SEQ ID NO:4164, SEQ ID NO:4166 

SEQ ID NO:4169, SEQ ID NO:417.1, SEQ ID NO:4173, SEQ ID NO:4175, SEQ ID NO:4177, 
5 andSEQIDNO:4179 

(c) a polynucleotide comprising a nucleotide sequence encoding a protein comprising an amino acid sequence 
selected from the amino acid sequences of (b), in which one or more amino acids are substituted, deleted, 
inserted, and/or added, wherein said protein is functionally equivalent to the protein comprising said amino 

10 acid sequence selected from the amino acid sequences of (b); 

(d) a polynucleotide that hybridizes with a polynucleotide comprising a nucleotide sequence selected from the 
nucleotide sequences of (a), and that comprises a nucleotide sequence encoding a protein functionally equiv- 
alent to the protein encoded by the nucleotide sequence selected from the nucleotide sequences of (a); 

(e) a polynucleotide comprising a nucleotide sequence encoding a partial amino acid sequence of a protein 
'5 encoded by the polynucleotide of (a) to (d); 

(f) a polynucleotide comprising a nucleotide sequence with at least 70% identity to the nucleotide sequence 
of (a). 

9. A substantially pure protein encoded by the polynucleotide of claim 8. 

20 

10. An antibody against the protein or peptide of any one of claims 6, 7, and 9. 

11 . A vector comprising the polynucleotide of claim 5 or 8. 

25 12. A transformant carrying the polynucleotide of claim 5 or 8, or the vector of claim 11 . 

13. A transformant expressively carrying the polynucleotide of claim 5 or 8, or the vector of claim 11 . 

14. A method for producing the protein or peptide of anyone of claims 6, 7, and 9, comprising culturing the transformant 
30 of claim 13 and recovering the expression product. 

15. An oligonucleotide comprising the nucleotide sequence of claim 8 (a) or the nucleotide sequence complementary 
to the complementary strand thereof, wherein said oligonucleotide comprises 15 nucleotides or more. 

35 16. Use of the oligonucleotide of claim 15 as a primer for synthesizing a polynucleotide. 

17. Use of the oligonucleotide of claim 15 as a probe for detecting a gene. 

18. An antisense polynucleotide against the polynucleotide of claim 8, or the portion thereof. 

40 

19. A method for synthesizing a polynucleotide, the method comprising: 

a) synthesizing a complementary strand using a cDNA library as a template, and using the primer set of claim 
2 or 3, or the primer of claim 1 6; and « 
45 b) recovering the synthesized product. 

20. The method of claim 19, wherein the cDNA library is obtainable by oligo-capping method. 

21. The method of claim 19, wherein the complementary strand is obtainable by PCR. 

50 

22. A method for detecting the polynucleotide of claim 8, the method comprising: 

a) incubating a target polynucleotide with the oligonucleotide of claim 1 5 under the conditions where hybridi- 
zation occurs, and 

55 b) detecting the hybridization of the target polynucleotide with the oligonucleotide of claim 15. 

23. A database of polynucleotides and/or proteins, .the database comprising information on at least one sequence 
selected from the nucleotide sequences of claim 8 (a) and/orthe amino acid sequences of claim 8 (b), or a medium 
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on which the database is stored. 
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